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Sequence Similarity Assessment of AAD-12 Protein to Known Toxins by Bioinformatics 
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SUMMARY 

Aryloxyalkanoate dioxygenase-12 (AAD-12) protein, encoded by a plant-optimized aad-12 gene 

originally from soil bacterium Delftia acidovorans, was expressed in soybean (Glycine max L.) 

events DAS-68416-4 and DAS-44406-6. AAD-12 provides tolerance to 2,4-

dicholorophenoxyacetic acid (2,4-D), fluroxypyr, and triclopyr-based herbicides. In this study, 

the amino acid sequence of the AAD-12 protein was evaluated for sequence similarity to known 

protein toxins using a BLASTp search against an up-to-date GenBank non-redundant protein 

database (update to February 18, 2011).  All the sequence alignments returned by the search 

were associated with dioxygenase or similar proteins.  The results indicated that the AAD-12 

protein expressed in soybean events DAS-68416-4 and DAS-44406-6 contains no significant 

sequence similarity with any known toxic protein that is harmful to humans or animals. 
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Sequence Similarity Assessment of AAD-12 Protein to Known Toxins by Bioinformatics 

Analysis 

(Update, February, 2011) 

 

ABSTRACT 

Aryloxyalkanoate dioxygenase-12 (AAD-12) protein, encoded by a plant-optimized aad-12 gene 

originally from soil bacterium Delftia acidovorans, was expressed in soybean (Glycine max L.) 

event DAS-68416-4 and DAS-44406-6. AAD-12 provides tolerance to 2,4-

dicholorophenoxyacetic acid (2,4-D), fluroxypyr, and triclopyr-based herbicides. In this study, 

the amino acid sequence of the AAD-12 protein was evaluated for sequence similarity to known 

protein toxins using a BLASTp search against an up-to-date GenBank non-redundant protein 

database (update to February 18, 2011).  All the sequence alignments returned by the search 

were associated with dioxygenase or similar proteins.  The results indicated that the AAD-12 

protein expressed in soybean events, DAS-68416-4 and DAS-44406-6, contains no significant 

sequence similarity with any known toxic protein that is harmful to humans or animals. 
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INTRODUCTION 

Aryloxyalkanoate dioxygenase-12 (AAD-12) protein, encoded by a plant-optimized aad-12 gene 

originally from soil bacterium Delftia acidovorans, was expressed in soybean (Glycine max L.) 

events DAS-68416-4 and DAS-44406-6. AAD-12 provides tolerance to 2,4-

dicholorophenoxyacetic acid (2,4-D), fluroxypyr, and triclopyr-based herbicides. 

The safety assessment of proteins expressed in transgenic plants may include an evaluation of 

whether or not the protein can function as a potential toxin when present in the human diet.  It 

has been reported that assessing the potential toxicity of a protein may include comparison of the 

protein sequence to known protein toxin sequences (1).  Since there is no commonly recognized 

definition of a protein toxin based on its sequence, a comparison should be made to a database of 

all available protein sequences as a conservative approach.  Proteins identified with statistically 

significant similarity using a local alignment algorithm should then be evaluated for their 

relevance as potential toxins.  For small-scale analyses, such as a single search of a query protein 

against a large database, a statistically significant similarity that ensures avoidance of false 

positives (labeling a sequence as related to something in the database when it is not) typically 

employs an expectation value (E-value) threshold between 0.001 and 0.01.  The E-value 

corresponds to the frequency one would expect to see a match of equal or greater quality by 

chance (false positive) in a search of the database.  For E-values of 0.001 or 0.01, one would 

expect to find a false positive result once in 1000 or 100 searches, respectively (2). For E()= 1, 

there is a statistically equal chance of a hit occurring due to homology or by random chance in a 

search of a given database.  Although little can be done to avoid false negatives (labeling a 

sequence as unrelated to something in the database when in fact a homolog is present), visual 

inspection of the quality of less conservative alignments with E() < 1 may minimize false 

negative results (2). 
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The objective of this study was to compare the amino acid sequences of the AAD-12 protein 

expressed in DAS-68416-4 and DAS-44406-6 with known protein toxins in the public protein 

sequence database. 

METHODS 

Query Sequence Preparation 

The AAD-12 protein sequence was prepared in FASTA format for use with BLASTp search 

programs (Appendix 1). 

Toxicity Assessment 

To assess potential toxicity of the AAD-12 protein expressed in soybean events DAS-68416-4 

and DAS-44406-6, a search for similarity of protein sequences was conducted using the 

BLASTp program (3).  The amino acid sequence of the AAD-12 was queried using the BLASTp 

(Version 2.2.22+) against a non-redundant protein dataset (update to February 18, 2011), which 

incorporates non-redundant entries from all GenBank and RefSeq nucleotide translations 

(Genpept “nr”) along with protein sequences from SWISS-PROT 

(http://www.expasy.org/sprot/), PIR (http://pir.georgetown.edu/), PRF 

(http://www.prf.or.jp/aboutdb-e.html), and PDB (http://www.wwpdb.org/).  The search was done 

through the BLAST program installed in an internal UNIX computer with default settings 

(Matrix = BLOSUM62, Gap Costs = Existence: 11, Extension: 1) except that a cutoff 

expectation E-value of 1.0 was used to generate biologically meaningful similarity between the 

query sequences and proteins in the database, the low complexity filtering was turned off, and 

the sequence description and alignment display were set to 2000 alignments.  Although a 

statistically significant sequence similarity generally requires a match with an expectation value 

less than 0.01, a cutoff of E()< 1.0 ensures that proteins with even limited similarity will not be 

overlooked in the search (2).  
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RESULTS AND CONCLUSIONS 

The BLASTp search of AAD-12 protein returned a total of 1322 alignments (E() < 1).  Of those 

alignments, 1267 show E-value below 0.01.  By their annotations, the proteins associated with 

those alignments can be grouped into the following 11 categories (Table 1): 2,4-D/alpha-

ketoglutarate dioxygenase, alkylsulfatase AtsK, alpha-ketoglutarate (dependent) dioxygenase, 

alpha-ketoglutarate-dependent sulfonate dioxygenase,  ketoglutarate dehyronase, taurine 

catabolism dioxygenase, taurine dioxygenase, dioxygenase, oxidoreductase, pyoverdine 

biosynthesis protein, and hypothetical (putative) or unnamed proteins.  AAD-12 

(aryloxyalkanoate dioxygenase-12) itself is an alpha-ketoglutarate dependent dioxygenase.  

Hypothetical and unnamed proteins are derived from conceptual translation of DNA sequences 

generated from massive genome sequencing projects of various fungi and bacteria.  Those 

proteins have functional annotations such as “probable taurine catabolism dioxygenase”, 

“clavaminic acid synthetase (CAS) –like”, and “putative alpha-ketoglutarate dependend 

dioxygenase”.  None of these proteins returned by the BLATSp search is associated with 

toxicity.  In conclusion, AAD-12 protein expressed in soybean events DAS-68416-4 and DAS-

44406-6, contains no significant sequence similarity with any known toxic protein that is harmful 

to humans or animals. 
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Table 1. BLASTp Search Summary of Proteins in the Alignments  (E()<0.01) with AAD-12  

Description 
Number of 
alignments 

E-value range 

2,4-D/alpha-ketoglutarate dioxygenase 70 7.00 ×10-169 − 3×10-4 
Alkylsulfatase AtsK 7 5.00×10-21 − 2.00×10-11 
Alpha-ketoglutarate dioxygenase 30 2.00×10-33 – 0.006 
Alpha-ketoglutarate-dependent sulfonate 
dioxygenase 

23 3.00×10-13 − 0.008 

Ketoglutarate dehydronase 220 9.00×10-14 − 0.001 
Taurine catabolism dioxygenase 170 1.00×10-79 − 0.006 
Taurine dioxygenase 382 2.00×10-30 − 0.005 
Dioxygenase 166 8.00×10-36− 0.006 
Oxidoreductase 4 4.00×10-18 − 0.001 
Pyoverdine biosynthesis protein 25 1.00×10-06 − 0.006 
Hypothetical or unnamed proteins 170 4.00×10-32 − 0.006 
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APPENDIX 

1. Amino Acid Sequence of AAD-12 

   1 MAQTTLQITP TGATLGATVT GVHLATLDDA GFAALHAAWL QHALLIFPGQ 
  51 HLSNDQQITF AKRFGAIERI GGGDIVAISN VKADGTVRQH SPAEWDDMMK 
 101 VIVGNMAWHA DSTYMPVMAQ GAVFSAEVVP AVGGRTCFAD MRAAYDALDE 
 151 ATRALVHQRS ARHSLVYSQS KLGHVQQAGS AYIGYGMDTT ATPLRPLVKV 
 201 HPETGRPSLL IGRHAHAIPG MDAAESERFL EGLVDWACQA PRVHAHQWAA 
 251 GDVVVWDNRC LLHRAEPWDF KLPRVMWHSR LAGRPETEGA ALV 
 

 

 

2. Archive of BLASTp Search Output of AAD-12 Protein Sequence  

BLASTp search of AAD-12 protein generated an output file with more than 400 pages.  The 

file is electronically stored in a secured computer in Dow AgroSciences and available for 

viewing in PDF format. 
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Blastp search outputs of AAD-12 Protein 
  

  
BLASTP 2.2.21 [Jun-14-2009] 
 
 
Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,  
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),  
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs",  Nucleic Acids Res. 25:3389-3402. 
 
Reference for compositional score matrix adjustment: Altschul, Stephen F.,  
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis, 
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches 
using compositionally adjusted substitution matrices", FEBS J. 272:5101-5109. 
 
Query= AAD-12 v1 
         (293 letters) 
 
Database: /usr/local/blast/db/blastlibs/nr  
           13,473,798 sequences; 4,621,495,809 total letters 
 
Searching..................................................done 
 
 
 
                                                                 Score    E 
Sequences producing significant alignments:                      (bits) Value 
 
gb|AAP88277.1| S-2,4-dichlorophenoxypropionate/alpha-ketoglutara...   596   e-168 
emb|CAF32813.1| (S)-2-(2,4-dichlorophenoxy)propionate,2- oxoglut...   369   e-100 
ref|ZP_01615308.1| Taurine catabolism dioxygenase TauD/TfdA [mar...   310   1e-82 
gb|ABL97633.1| 24-dichlorophenoxyacetate alpha-ketoglutarate dio...   271   6e-71 
gb|ADC34025.1| TfdA-like protein [uncultured bacterium]               266   2e-69 
emb|CBJ20087.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   196   2e-48 
emb|CBJ20295.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   196   4e-48 
emb|CBJ20274.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   196   4e-48 
emb|CBJ20081.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   195   5e-48 
emb|CBJ20244.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   195   7e-48 
emb|CBJ20155.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   195   8e-48 
emb|CBJ20145.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   8e-48 
emb|CBJ20533.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   9e-48 
emb|CBJ20525.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   9e-48 
emb|CBJ20227.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20345.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20085.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20394.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20102.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20083.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20134.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20495.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20327.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20079.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20082.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   1e-47 
emb|CBJ20524.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   2e-47 
emb|CBJ20387.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   2e-47 
emb|CBJ20125.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   194   2e-47 
emb|CBJ20496.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20146.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20356.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
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emb|CBJ20535.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20543.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20107.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20493.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20410.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20216.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   2e-47 
emb|CBJ20330.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   3e-47 
emb|CBJ20092.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   193   3e-47 
emb|CBJ20492.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20405.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20228.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20099.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20488.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20290.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20139.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20123.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20080.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   3e-47 
emb|CBJ20160.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   4e-47 
emb|CBJ20369.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   4e-47 
emb|CBJ20365.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   4e-47 
emb|CBJ20416.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   4e-47 
emb|CBJ20413.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   5e-47 
emb|CBJ20117.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   5e-47 
emb|CBJ20516.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   5e-47 
emb|CBJ20515.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   5e-47 
emb|CBJ20233.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   5e-47 
emb|CBJ20097.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   5e-47 
emb|CBJ20203.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   6e-47 
emb|CBJ20095.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   6e-47 
emb|CBJ20096.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   192   7e-47 
emb|CBJ20530.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   8e-47 
emb|CBJ20323.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   8e-47 
emb|CBJ20108.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   8e-47 
emb|CBJ20529.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   9e-47 
emb|CBJ20189.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   9e-47 
emb|CBJ20507.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20399.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20549.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20406.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20490.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20153.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20137.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20200.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20520.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20224.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20157.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   191   1e-46 
emb|CBJ20143.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   190   2e-46 
emb|CBJ20522.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   190   2e-46 
emb|CBJ20122.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   3e-46 
emb|CBJ20254.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   3e-46 
emb|CBJ20109.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   4e-46 
emb|CBJ20418.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   4e-46 
emb|CBJ20354.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   5e-46 
emb|CBJ20417.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   5e-46 
emb|CBJ20512.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   5e-46 
emb|CBJ20412.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   189   5e-46 
emb|CBJ20388.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   188   9e-46 
emb|CBJ20309.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   187   1e-45 
emb|CBJ20500.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   187   2e-45 
emb|CBJ20094.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   184   1e-44 
emb|CBJ20064.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   177   2e-42 
emb|CBJ20065.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   176   4e-42 
emb|CBJ20514.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   174   2e-41 
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dbj|BAB92966.1| alpha KG dependent 2,4-D dioxygenase [alpha prot...   162   6e-38 
dbj|BAB92964.1| alpha KG dependent 2,4-D dioxygenase [alpha prot...   162   7e-38 
ref|ZP_07575535.1| Taurine catabolism dioxygenase TauD/TfdA [Sph...   160   2e-37 
dbj|BAB92965.1| alpha KG dependent 2,4-D dioxygenase [alpha prot...   160   2e-37 
ref|YP_001203232.1| alpha-ketoglutarate-dependent 2, 4-dichlorop...   158   8e-37 
ref|YP_001242758.1| Alpha-ketoglutarate-dependent 2,4-dichloroph...   157   1e-36 
ref|ZP_02186322.1| alpha-ketoglutarate-dependent 2,4-dichlorophe...   156   4e-36 
ref|YP_002944024.1| Taurine catabolism dioxygenase TauD/TfdA [Va...   152   4e-35 
ref|NP_768133.1| alpha-ketoglutarate-dependent 2,4-dichloropheno...   151   9e-35 
ref|YP_001206007.1| TauD/TfdA family dioxygenase [Bradyrhizobium...   151   1e-34 
gb|ADC33952.1| TfdA-like protein [uncultured bacterium]               150   2e-34 
emb|CBJ20067.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   149   4e-34 
ref|YP_001240346.1| TauD/TfdA family dioxygenase [Bradyrhizobium...   149   4e-34 
ref|ZP_02187434.1| Taurine catabolism dioxygenase TauD/TfdA [alp...   148   8e-34 
ref|NP_990895.1| TfdA [Achromobacter denitrificans] >gi|44937736...   148   9e-34 
gb|ACF35465.1| TfdA [Burkholderia sp. TFD36] >gi|194245695|gb|AC...   148   1e-33 
sp|Q45423.1|TFDA_BURSR RecName: Full=Alpha-ketoglutarate-depende...   147   1e-33 
ref|YP_025400.1| 2,4-D / a-ketoglutarate dioxygenase [Ralstonia ...   147   2e-33 
gb|ACF35485.1| TfdA [Achromobacter xylosoxidans] >gi|194245735|g...   146   3e-33 
gb|AAM76772.1| 2,4-D/alpha-ketoglutarate dioxygenase [Delftia ac...   146   3e-33 
gb|ADI17634.1| probable taurine catabolism dioxygenase [uncultur...   146   4e-33 
gb|AAK81681.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...   145   7e-33 
gb|ACF98189.1| putative TauD/TfdA family dioxygenase [uncultured...   144   2e-32 
ref|YP_611286.1| taurine catabolism dioxygenase TauD/TfdA [Ruege...   142   8e-32 
ref|YP_725771.1| taurine catabolism dioxygenase [Ralstonia eutro...   141   1e-31 
ref|ZP_02187618.1| Taurine catabolism dioxygenase TauD/TfdA [alp...   140   2e-31 
ref|ZP_01894281.1| alpha-ketoglutarate-dependent 2,4-dichlorophe...   140   3e-31 
ref|ZP_02186680.1| hypothetical protein BAL199_17688 [alpha prot...   139   3e-31 
ref|YP_001354176.1| taurine dioxygenase [Janthinobacterium sp. M...   139   7e-31 
emb|CBJ20072.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   138   9e-31 
emb|CBJ20071.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   138   1e-30 
ref|ZP_04945417.1| Probable taurine catabolism dioxygenase [Burk...   137   1e-30 
ref|NP_881979.1| putative taurine dioxygenase [Bordetella pertus...   136   3e-30 
ref|YP_001262583.1| taurine dioxygenase [Sphingomonas wittichii ...   135   6e-30 
gb|ADC34040.1| TfdA-like protein [uncultured bacterium]               135   8e-30 
emb|CBJ20063.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   135   8e-30 
ref|YP_293521.1| taurine dioxygenase [Ralstonia eutropha JMP134]...   135   8e-30 
gb|ADC34036.1| TfdA-like protein [uncultured bacterium]               135   9e-30 
ref|YP_003982528.1| alpha-ketoglutarate-dependent taurine dioxyg...   134   2e-29 
ref|YP_001413770.1| taurine dioxygenase [Parvibaculum lavamentiv...   134   2e-29 
ref|YP_586272.1| taurine dioxygenase (TauD/TfdA family) [Cupriav...   133   2e-29 
ref|NP_641182.1| taurine dioxygenase [Xanthomonas axonopodis pv....   133   3e-29 
ref|YP_001773839.1| taurine catabolism dioxygenase TauD/TfdA [Bu...   133   3e-29 
ref|YP_004115686.1| Taurine dioxygenase [Pantoea sp. At-9b] >gi|...   133   4e-29 
ref|YP_002800232.1| taurine catabolic dioxygenase protein [Azoto...   132   4e-29 
ref|NP_882351.1| putative taurine catabolism dioxygenase [Bordet...   132   4e-29 
ref|YP_626229.1| taurine catabolism dioxygenase TauD/TfdA [Burkh...   132   4e-29 
gb|ADC34003.1| TfdA-like protein [uncultured bacterium] >gi|2850...   132   5e-29 
ref|YP_001633627.1| taurine dioxygenase [Bordetella petrii DSM 1...   132   5e-29 
ref|NP_886536.1| putative taurine catabolism dioxygenase [Bordet...   132   6e-29 
ref|YP_299483.1| taurine dioxygenase [Ralstonia eutropha JMP134]...   132   8e-29 
ref|YP_553184.1| putative alpha KG dependent 2,4-D dioxygenase [...   131   9e-29 
ref|ZP_04943904.1| hypothetical protein BCPG_05482 [Burkholderia...   131   1e-28 
ref|ZP_03265714.1| Taurine dioxygenase [Burkholderia sp. H160] >...   131   1e-28 
ref|YP_002008624.1| taurine dioxygenase, 2-oxoglutarate-dependen...   131   1e-28 
ref|YP_345870.1| taurine catabolism dioxygenase TauD/TfdA [Pseud...   130   2e-28 
ref|YP_257284.1| taurine catabolism dioxygenase TauD [Pseudomona...   130   2e-28 
ref|YP_001666439.1| taurine dioxygenase [Pseudomonas putida GB-1...   130   2e-28 
gb|ADO34964.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   130   2e-28 
ref|YP_002942895.1| Taurine dioxygenase [Variovorax paradoxus S1...   130   2e-28 
ref|YP_244520.1| taurine dioxygenase [Xanthomonas campestris pv....   130   3e-28 
ref|YP_003977545.1| taurine catabolism dioxygenase TauD, TfdA fa...   129   4e-28 
ref|ZP_06704693.1| Taurine dioxygenase [Xanthomonas fuscans subs...   129   4e-28 
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ref|ZP_04586493.1| TauD/TfdA family dioxygenase [Pseudomonas syr...   129   4e-28 
ref|YP_001904982.1| Taurine dioxygenase [Xanthomonas campestris ...   129   5e-28 
ref|YP_003606832.1| Taurine dioxygenase [Burkholderia sp. CCGE10...   129   6e-28 
ref|YP_003910369.1| Taurine dioxygenase [Burkholderia sp. CCGE10...   129   6e-28 
ref|YP_605938.1| taurine catabolic dioxygenase [Pseudomonas ento...   128   8e-28 
ref|YP_001751903.1| taurine dioxygenase [Pseudomonas putida W619...   128   1e-27 
ref|NP_794929.1| dioxygenase, TauD/TfdA family [Pseudomonas syri...   128   1e-27 
ref|YP_002869819.1| putative taurine catabolism dioxygenase [Pse...   127   1e-27 
ref|YP_998536.1| taurine dioxygenase [Verminephrobacter eiseniae...   127   1e-27 
ref|YP_003210470.1| hypothetical protein CTU_21070 [Cronobacter ...   127   1e-27 
gb|AAB47567.1| 2,4-D dioxygenase [Burkholderia cepacia]               127   2e-27 
ref|NP_959172.1| hypothetical protein MAP0238c [Mycobacterium av...   127   2e-27 
ref|ZP_03397512.1| dioxygenase, TauD/TfdA family [Pseudomonas sy...   127   2e-27 
ref|NP_636166.1| taurine dioxygenase [Xanthomonas campestris pv....   127   2e-27 
ref|YP_001586000.1| taurine dioxygenase [Burkholderia multivoran...   127   2e-27 
ref|ZP_06878755.1| putative taurine catabolism dioxygenase [Pseu...   127   2e-27 
ref|ZP_06485157.1| taurine dioxygenase [Xanthomonas campestris p...   127   2e-27 
ref|ZP_06842038.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] ...   127   3e-27 
ref|ZP_07254236.1| dioxygenase, TauD/TfdA family protein [Pseudo...   127   3e-27 
ref|YP_555428.1| taurine dioxygenase [Burkholderia xenovorans LB...   126   3e-27 
ref|YP_001941299.1| taurine dioxygenase [Burkholderia multivoran...   126   3e-27 
ref|ZP_06492039.1| taurine dioxygenase [Xanthomonas campestris p...   126   3e-27 
ref|YP_879528.1| taurine catabolism dioxygenase TauD/TfdA [Mycob...   126   4e-27 
ref|ZP_04948709.1| Probable taurine catabolism dioxygenase [Burk...   126   4e-27 
ref|ZP_05214809.1| taurine catabolism dioxygenase TauD/TfdA [Myc...   126   4e-27 
ref|ZP_07796648.1| putative taurine catabolism dioxygenase [Pseu...   126   4e-27 
ref|YP_790929.1| putative taurine catabolism dioxygenase [Pseudo...   126   4e-27 
ref|YP_001265549.1| taurine dioxygenase [Pseudomonas putida F1] ...   126   4e-27 
ref|ZP_08185828.1| putative taurine catabolism dioxygenase [Xant...   125   5e-27 
ref|NP_251000.1| hypothetical protein PA2310 [Pseudomonas aerugi...   125   5e-27 
ref|ZP_08187882.1| putative taurine catabolism dioxygenase [Xant...   125   5e-27 
ref|YP_841732.1| taurine catabolism dioxygenase [Ralstonia eutro...   125   5e-27 
gb|AAT51290.1| PA2310 [synthetic construct]                           125   5e-27 
ref|ZP_05635920.1| TauD/TfdA family dioxygenase [Pseudomonas syr...   125   6e-27 
ref|YP_002908767.1| Taurine dioxygenase [Burkholderia glumae BGR...   125   6e-27 
ref|YP_001117391.1| taurine dioxygenase [Burkholderia vietnamien...   125   6e-27 
ref|ZP_08183773.1| putative taurine catabolism dioxygenase [Xant...   125   7e-27 
ref|YP_362614.1| taurine dioxygenase [Xanthomonas campestris pv....   125   7e-27 
ref|YP_002153811.1| putative taurine dioxygenase [Burkholderia c...   125   7e-27 
ref|ZP_04934071.1| hypothetical protein PA2G_01415 [Pseudomonas ...   125   7e-27 
ref|ZP_02468555.1| Taurine dioxygenase [Burkholderia thailandens...   125   8e-27 
ref|ZP_02189759.1| Alpha-ketoglutarate-dependent taurine dioxyge...   125   8e-27 
ref|YP_001437971.1| hypothetical protein ESA_01880 [Cronobacter ...   125   9e-27 
ref|NP_742338.1| TauD/TfdA family dioxygenase [Pseudomonas putid...   125   9e-27 
ref|YP_954965.1| taurine catabolism dioxygenase TauD/TfdA [Mycob...   125   9e-27 
ref|ZP_06840724.1| Taurine catabolism dioxygenase TauD/TfdA [Bur...   125   9e-27 
gb|ADC34043.1| TfdA-like protein [uncultured bacterium]               124   1e-26 
ref|ZP_02884179.1| Taurine dioxygenase [Burkholderia graminis C4...   124   1e-26 
ref|ZP_06495450.1| taurine dioxygenase [Pseudomonas syringae pv....   124   1e-26 
ref|ZP_08177331.1| putative taurine catabolism dioxygenase [Xant...   124   1e-26 
ref|YP_002551991.1| taurine dioxygenase [Acidovorax ebreus TPSY]...   124   1e-26 
ref|ZP_01365674.1| hypothetical protein PaerPA_01002800 [Pseudom...   124   1e-26 
ref|ZP_07265737.1| taurine dioxygenase [Pseudomonas syringae pv....   124   2e-26 
ref|ZP_03572034.1| alpha-ketoglutarate-dependent taurine dioxyge...   124   2e-26 
ref|ZP_03578265.1| alpha-ketoglutarate-dependent taurine dioxyge...   124   2e-26 
ref|ZP_07772746.1| alpha-ketoglutarate-dependent taurine dioxyge...   124   2e-26 
ref|ZP_01894021.1| Taurine catabolism dioxygenase TauD/TfdA [Mar...   124   2e-26 
ref|ZP_06685128.1| taurine dioxygenase [Achromobacter piechaudii...   124   2e-26 
gb|ABD16716.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   123   2e-26 
ref|ZP_06458047.1| TauD/TfdA family dioxygenase [Pseudomonas syr...   123   2e-26 
ref|ZP_08138932.1| taurine dioxygenase [Pseudomonas sp. TJI-51] ...   123   2e-26 
gb|ABD16700.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   123   3e-26 
gb|ABD16703.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   123   3e-26 
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ref|YP_003753223.1| alpha-ketoglutarate-dependent 2, 4-dichlorop...   123   3e-26 
gb|ABD16698.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   123   3e-26 
gb|ABD16699.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   123   3e-26 
ref|YP_558852.1| taurine dioxygenase [Burkholderia xenovorans LB...   123   3e-26 
ref|YP_272623.1| TauD/TfdA family dioxygenase [Pseudomonas syrin...   123   4e-26 
ref|YP_003450157.1| taurine dioxygenase [Azospirillum sp. B510] ...   123   4e-26 
ref|YP_616210.1| taurine catabolism dioxygenase TauD/TfdA [Sphin...   123   4e-26 
gb|ABD16701.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   122   4e-26 
gb|EFV82234.1| taurine dioxygenase [Achromobacter xylosoxidans C54]   122   4e-26 
ref|YP_233447.1| taurine dioxygenase [Pseudomonas syringae pv. s...   122   5e-26 
ref|YP_004017351.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...   122   5e-26 
ref|ZP_04943924.1| Taurine dioxygenase [Burkholderia cenocepacia...   122   6e-26 
ref|YP_202406.1| taurine dioxygenase [Xanthomonas oryzae pv. ory...   122   6e-26 
ref|YP_001507295.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   122   6e-26 
ref|YP_001859789.1| taurine dioxygenase [Burkholderia phymatum S...   122   7e-26 
gb|ABD16697.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   122   7e-26 
ref|YP_001912283.1| taurine dioxygenase [Xanthomonas oryzae pv. ...   122   8e-26 
ref|ZP_05636704.1| TauD/TfdA family dioxygenase [Pseudomonas syr...   122   8e-26 
gb|ABD16715.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   122   9e-26 
gb|ABD16714.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   121   9e-26 
ref|ZP_07003248.1| Alpha-ketoglutarate-dependent taurine dioxyge...   121   1e-25 
ref|YP_001071988.1| taurine catabolism dioxygenase TauD/TfdA [My...   121   1e-25 
ref|YP_640870.1| taurine catabolism dioxygenase TauD/TfdA [Mycob...   121   1e-25 
ref|ZP_03585090.1| alpha-ketoglutarate-dependent taurine dioxyge...   121   1e-25 
emb|CBJ20513.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   121   1e-25 
ref|YP_002980735.1| taurine dioxygenase [Ralstonia pickettii 12D...   121   1e-25 
gb|ABD16710.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   121   1e-25 
gb|ACX54976.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   121   1e-25 
ref|ZP_08206675.1| taurine dioxygenase [Gordonia neofelifaecis N...   120   2e-25 
ref|YP_001773806.1| taurine dioxygenase [Burkholderia cenocepaci...   120   2e-25 
gb|ABD16713.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   120   2e-25 
ref|XP_002482822.1| alpha-ketoglutarate-dependent taurine dioxyg...   120   2e-25 
gb|ACX54984.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   120   2e-25 
ref|ZP_01627763.1| putative alpha-ketoglutarate-dependent taurin...   120   2e-25 
gb|ABD16705.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   120   2e-25 
ref|YP_452585.1| taurine dioxygenase [Xanthomonas oryzae pv. ory...   120   2e-25 
ref|ZP_06411142.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...   120   3e-25 
ref|YP_778414.1| taurine dioxygenase [Burkholderia ambifaria AMM...   120   3e-25 
ref|ZP_04590344.1| TauD/TfdA family dioxygenase [Pseudomonas syr...   120   3e-25 
ref|ZP_02891645.1| Taurine dioxygenase [Burkholderia ambifaria I...   120   3e-25 
ref|YP_001816237.1| taurine dioxygenase [Burkholderia ambifaria ...   120   3e-25 
ref|ZP_07675624.1| taurine dioxygenase, TauD/TfdA family [Ralsto...   120   3e-25 
gb|ACX54994.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   120   3e-25 
ref|YP_621125.1| taurine dioxygenase [Burkholderia cenocepacia A...   120   3e-25 
ref|ZP_02466092.1| dioxygenase TauD/TfdA family protein [Burkhol...   120   3e-25 
gb|ADC33992.1| TfdA-like protein [uncultured bacterium]               120   3e-25 
ref|YP_004153368.1| taurine dioxygenase [Variovorax paradoxus EP...   120   3e-25 
ref|ZP_04941965.1| Taurine dioxygenase [Burkholderia cenocepacia...   120   3e-25 
gb|ABD16709.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   119   4e-25 
gb|ABD16702.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   119   4e-25 
ref|ZP_02909532.1| Taurine dioxygenase [Burkholderia ambifaria M...   119   4e-25 
ref|YP_002799399.1| taurine dioxygenase protein [Azotobacter vin...   119   5e-25 
ref|YP_001898279.1| Taurine dioxygenase [Ralstonia pickettii 12J...   119   6e-25 
ref|ZP_02241915.1| taurine dioxygenase [Xanthomonas oryzae pv. o...   118   8e-25 
gb|ABG66523.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   118   8e-25 
gb|ADO85592.1| PenD [Streptomyces exfoliatus]                         118   8e-25 
ref|YP_724558.1| Alpha-ketoglutarate-dependent taurine dioxygena...   118   8e-25 
emb|CBJ20078.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...   118   1e-24 
ref|YP_837647.1| taurine dioxygenase [Burkholderia cenocepacia H...   118   1e-24 
ref|ZP_01616423.1| alpha-ketoglutarate-dependent taurine dioxyge...   118   1e-24 
ref|YP_624207.1| taurine dioxygenase [Burkholderia cenocepacia A...   118   1e-24 
ref|YP_001777149.1| taurine dioxygenase [Burkholderia cenocepaci...   117   1e-24 
ref|ZP_01224852.1| alpha-ketoglutarate-dependent taurine dioxyge...   117   1e-24 
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gb|ADO34974.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   117   2e-24 
gb|ABD16694.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   117   2e-24 
ref|YP_004190416.1| putative dioxygenase [Vibrio vulnificus MO6-...   117   2e-24 
gb|ABD16695.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   117   2e-24 
ref|ZP_02382540.1| Taurine dioxygenase [Burkholderia ubonensis Bu]    117   2e-24 
ref|ZP_06410725.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...   116   3e-24 
gb|ACX54968.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   116   3e-24 
ref|ZP_06840718.1| Taurine catabolism dioxygenase TauD/TfdA [Bur...   116   4e-24 
ref|YP_003778031.1| alpha-ketoglutarate-dependent taurine dioxyg...   116   4e-24 
ref|YP_004236557.1| taurine dioxygenase [Acidovorax avenae subsp...   116   5e-24 
gb|ABD16690.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   115   5e-24 
ref|NP_518867.1| putative alpha-ketoglutarate-dependent taurine ...   115   5e-24 
ref|YP_553178.1| putative alpha KG dependent 2,4-D dioxygenase [...   115   6e-24 
ref|YP_553195.1| putative alpha KG dependent 2,4-D dioxygenase [...   115   7e-24 
gb|ABD16692.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   115   7e-24 
emb|CBJ38903.1| Alpha-ketoglutarate-dependent 2, 4-dichloropheno...   115   7e-24 
ref|NP_883162.1| putative taurine dioxygenase [Bordetella parape...   115   7e-24 
ref|ZP_03585567.1| taurine dioxygenase [Burkholderia multivorans...   115   8e-24 
gb|ADC34031.1| TfdA-like protein [uncultured bacterium]               115   8e-24 
gb|ABD16689.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   115   8e-24 
ref|ZP_01893643.1| Taurine catabolism dioxygenase TauD/TfdA [Mar...   115   9e-24 
ref|NP_936287.1| taurine catabolism dioxygenase [Vibrio vulnific...   115   9e-24 
ref|YP_002256592.1| alpha-ketoglutarate-dependent taurine dioxyg...   114   1e-23 
ref|ZP_05126397.1| taurine catabolism dioxygenase TauD/TfdA [gam...   114   1e-23 
ref|XP_002482838.1| alpha-ketoglutarate-dependent taurine dioxyg...   114   1e-23 
ref|YP_110835.1| dioxygenase [Burkholderia pseudomallei K96243] ...   114   1e-23 
gb|ACX54990.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   114   1e-23 
ref|ZP_02894178.1| Taurine dioxygenase [Burkholderia ambifaria I...   114   1e-23 
ref|ZP_00951769.1| alpha-ketoglutarate-dependent taurine dioxyge...   114   1e-23 
ref|YP_004015268.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...   114   1e-23 
ref|ZP_02406371.1| dioxygenase TauD/TfdA family protein [Burkhol...   114   2e-23 
ref|ZP_04881190.1| dioxygenase, TauD/TfdA family [Burkholderia m...   114   2e-23 
gb|ADI12795.1| dioxygenase [Streptomyces bingchenggensis BCW-1]       114   2e-23 
gb|ABD16693.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxy...   114   2e-23 
ref|YP_105432.1| TauD/TfdA family dioxygenase [Burkholderia mall...   114   2e-23 
ref|ZP_02906934.1| Taurine dioxygenase [Burkholderia ambifaria M...   114   2e-23 
ref|YP_324822.1| taurine catabolism dioxygenase TauD/TfdA [Anaba...   114   2e-23 
ref|YP_724557.1| Alpha-ketoglutarate-dependent taurine dioxygena...   114   2e-23 
ref|ZP_02269820.2| dioxygenase, TauD/TfdA family [Burkholderia m...   114   2e-23 
ref|YP_775305.1| taurine dioxygenase [Burkholderia ambifaria AMM...   114   2e-23 
ref|YP_003115013.1| Taurine dioxygenase [Catenulispora acidiphil...   114   2e-23 
gb|ACG80560.1| TfdA [uncultured bacterium]                            114   2e-23 
ref|ZP_06840735.1| Taurine catabolism dioxygenase TauD/TfdA [Bur...   114   2e-23 
ref|YP_884706.1| dioxygenase, TauD/TfdA family protein [Mycobact...   114   2e-23 
ref|YP_001584537.1| taurine dioxygenase [Burkholderia multivoran...   114   2e-23 
ref|ZP_03569865.1| taurine dioxygenase [Burkholderia multivorans...   113   3e-23 
ref|ZP_06688428.1| TauD/TfdA family dioxygenase [Achromobacter p...   113   3e-23 
ref|ZP_06305801.1| Taurine catabolism dioxygenase TauD/TfdA [Rap...   113   3e-23 
ref|YP_001564064.1| taurine dioxygenase [Delftia acidovorans SPH...   113   3e-23 
ref|YP_003749822.1| taurine dioxygenase [Ralstonia solanacearum ...   113   3e-23 
ref|YP_001062210.1| TauD/TfdA family dioxygenase [Burkholderia p...   113   3e-23 
ref|YP_003796616.1| taurine dioxygenase, 2-oxoglutarate-dependen...   113   3e-23 
gb|ADC33990.1| TfdA-like protein [uncultured bacterium]               113   4e-23 
ref|YP_372822.1| taurine dioxygenase [Burkholderia sp. 383] >gi|...   113   4e-23 
emb|CAY27313.1| alpha-KG-dehydrogenase [uncultured bacterium]         112   4e-23 
ref|ZP_02459133.1| dioxygenase TauD/TfdA family protein [Burkhol...   112   5e-23 
ref|YP_001345669.1| hypothetical protein PSPA7_0273 [Pseudomonas...   112   5e-23 
ref|ZP_06876180.1| hypothetical protein PaerPAb_01055 [Pseudomon...   112   5e-23 
ref|NP_248884.1| hypothetical protein PA0194 [Pseudomonas aerugi...   112   5e-23 
ref|YP_002260459.1| alpha-ketoglutarate-dependent taurine dioxyg...   112   6e-23 
gb|EGD03386.1| taurine dioxygenase [Burkholderia sp. TJI49]           112   6e-23 
emb|CAY27207.1| alpha-KG-dehydrogenase [uncultured bacterium]         112   6e-23 
ref|ZP_00945987.1| TauD / TfdA family dioxygenase [Ralstonia sol...   112   6e-23 
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ref|ZP_01039757.1| alpha-ketoglutarate-dependent taurine dioxyge...   112   6e-23 
ref|ZP_05002612.1| taurine dioxygenase [Streptomyces sp. Mg1] >g...   112   7e-23 
ref|YP_002765055.1| dioxygenase [Rhodococcus erythropolis PR4] >...   112   7e-23 
ref|ZP_06411827.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...   112   7e-23 
gb|ACX54980.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   112   8e-23 
gb|ACG80550.1| TfdA [uncultured bacterium]                            112   8e-23 
ref|ZP_01986043.1| alpha-ketoglutarate-dependent taurine dioxyge...   112   8e-23 
ref|YP_001508977.1| taurine dioxygenase [Frankia sp. EAN1pec] >g...   112   8e-23 
ref|ZP_02190257.1| Alpha-ketoglutarate-dependent taurine dioxyge...   111   9e-23 
gb|ACX54973.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   111   1e-22 
ref|YP_788350.1| hypothetical protein PA14_02435 [Pseudomonas ae...   111   1e-22 
emb|CAY27218.1| alpha-KG-dehydrogenase [uncultured bacterium]         111   1e-22 
ref|ZP_01101038.1| alpha-ketoglutarate-dependent taurine dioxyge...   111   1e-22 
ref|YP_001859330.1| taurine dioxygenase [Burkholderia phymatum S...   111   1e-22 
ref|YP_001505084.1| taurine dioxygenase [Frankia sp. EAN1pec] >g...   111   1e-22 
ref|ZP_06054723.1| taurine dioxygenase [alpha proteobacterium HI...   111   1e-22 
ref|ZP_02196896.1| Probable taurine catabolism dioxygenase [Vibr...   111   1e-22 
ref|YP_002233739.1| putative taurine dioxygenase [Burkholderia c...   111   1e-22 
ref|ZP_08205418.1| Taurine dioxygenase [Gordonia neofelifaecis N...   111   1e-22 
ref|YP_001810606.1| taurine dioxygenase [Burkholderia ambifaria ...   111   1e-22 
ref|ZP_05069657.1| alpha-ketoglutarate-dependent taurine dioxyge...   111   1e-22 
ref|NP_885378.1| alpha-ketoglutarate-dependent taurine dioxygena...   111   1e-22 
ref|ZP_01894276.1| alpha-ketoglutarate-dependent 2,4-dichlorophe...   110   2e-22 
ref|YP_001133737.1| taurine catabolism dioxygenase TauD/TfdA [My...   110   2e-22 
emb|CAY27226.1| alpha-KG-dehydrogenase [uncultured bacterium]         110   2e-22 
ref|YP_002911540.1| Dioxygenase, TauD/TfdA family protein [Burkh...   110   3e-22 
ref|ZP_02909524.1| Taurine catabolism dioxygenase TauD/TfdA [Bur...   110   3e-22 
ref|YP_002799309.1| TauD/TfdA family taurine catabolism dioxygen...   110   3e-22 
ref|YP_004076394.1| taurine catabolism dioxygenase [Mycobacteriu...   110   3e-22 
ref|ZP_07387052.1| Taurine dioxygenase [Paenibacillus curdlanoly...   110   3e-22 
ref|ZP_02450971.1| dioxygenase [Burkholderia pseudomallei 91] >g...   110   3e-22 
emb|CAY27315.1| alpha-KG-dehydrogenase [uncultured bacterium]         110   3e-22 
gb|AAT51196.1| PA0194 [synthetic construct]                           109   3e-22 
gb|ADI19985.1| probable taurine catabolism dioxygenase [uncultur...   109   4e-22 
ref|YP_004015333.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   109   4e-22 
ref|ZP_02493282.1| dioxygenase [Burkholderia pseudomallei NCTC 1...   109   4e-22 
ref|ZP_06850473.1| taurine dioxygenase [Mycobacterium parascrofu...   109   4e-22 
ref|YP_001613684.1| hypothetical protein sce3045 [Sorangium cell...   109   4e-22 
ref|NP_880388.1| alpha-ketoglutarate-dependent 2,4-dichloropheno...   109   4e-22 
gb|ADC34004.1| TfdA-like protein [uncultured bacterium]               109   4e-22 
gb|ADC34044.1| TfdA-like protein [uncultured bacterium]               109   5e-22 
ref|NP_763286.1| putative dioxygenase [Vibrio vulnificus CMCP6] ...   109   5e-22 
ref|ZP_07902029.1| hypothetical protein PVOR_27050 [Paenibacillu...   109   5e-22 
ref|ZP_02501489.1| dioxygenase TauD/TfdA family protein [Burkhol...   109   5e-22 
ref|ZP_01040254.1| alpha-ketoglutarate-dependent taurine dioxyge...   109   6e-22 
ref|YP_001508017.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   108   7e-22 
ref|YP_001831695.1| taurine dioxygenase [Beijerinckia indica sub...   108   8e-22 
gb|ADC33995.1| TfdA-like protein [uncultured bacterium]               108   8e-22 
gb|ADC34035.1| TfdA-like protein [uncultured bacterium]               108   9e-22 
gb|ADC33991.1| TfdA-like protein [uncultured bacterium]               108   9e-22 
gb|ABB69741.1| PlaO1 [Streptomyces sp. Tu6071]                        108   9e-22 
ref|YP_001633079.1| alpha-ketoglutarate-dependent taurine dioxyg...   108   9e-22 
ref|YP_001445968.1| hypothetical protein VIBHAR_02787 [Vibrio ha...   108   1e-21 
gb|ADC34011.1| TfdA-like protein [uncultured bacterium]               108   1e-21 
ref|YP_046272.1| putative alkylsulfatase (AtsK) [Acinetobacter s...   108   1e-21 
gb|ADZ91865.1| Taurine dioxygenase [Marinomonas mediterranea MMB-1]   108   1e-21 
ref|ZP_08119928.1| dioxygenase [Pseudonocardia sp. P1]                108   1e-21 
ref|YP_001508606.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   108   1e-21 
ref|YP_003272551.1| Taurine dioxygenase [Gordonia bronchialis DS...   108   1e-21 
ref|XP_001394361.1| 2,4-dichlorophenoxyacetate alpha-ketoglutara...   107   1e-21 
emb|CAY27310.1| alpha-KG-dehydrogenase [uncultured bacterium]         107   1e-21 
ref|ZP_07387050.1| Taurine dioxygenase [Paenibacillus curdlanoly...   107   1e-21 
gb|AAM90964.2|AF516751_1 R-2,4-dichlorophenoxypropionate dioxyge...   107   1e-21 
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ref|ZP_07301372.1| dioxygenase [Streptomyces viridochromogenes D...   107   2e-21 
ref|YP_001134372.1| taurine dioxygenase [Mycobacterium gilvum PY...   107   2e-21 
ref|YP_004016966.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...   107   2e-21 
gb|ACX54967.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   107   2e-21 
gb|ADY81784.1| putative alkylsulfatase [Acinetobacter calcoaceti...   107   2e-21 
gb|ADC33998.1| TfdA-like protein [uncultured bacterium]               107   2e-21 
ref|YP_001413275.1| taurine dioxygenase [Parvibaculum lavamentiv...   107   2e-21 
ref|ZP_07980743.1| alpha-ketoglutarate-dependent taurine dioxyge...   107   2e-21 
gb|ACX54972.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   107   2e-21 
ref|ZP_04384517.1| alpha-ketoglutarate-dependent taurine dioxyge...   107   2e-21 
ref|YP_003551220.1| putative dioxygenase [Candidatus Puniceispir...   107   2e-21 
gb|ADC34041.1| TfdA-like protein [uncultured bacterium]               107   2e-21 
ref|YP_274684.1| TauD/TfdA family dioxygenase [Pseudomonas syrin...   107   2e-21 
gb|AAT51068.1| PA3935 [synthetic construct]                           107   3e-21 
gb|EFW80548.1| TauD/TfdA family dioxygenase [Pseudomonas syringa...   107   3e-21 
ref|ZP_06413630.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...   107   3e-21 
ref|ZP_07262985.1| taurine catabolism dioxygenase TauD/TfdA [Pse...   107   3e-21 
ref|YP_789182.1| taurine dioxygenase [Pseudomonas aeruginosa UCB...   107   3e-21 
gb|ABO10421.1| (R)-2,4-dichlorophenoxypropionate dioxygenase [Bu...   106   3e-21 
ref|YP_002869936.1| taurine dioxygenase [Pseudomonas fluorescens...   106   4e-21 
ref|YP_001511337.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   106   4e-21 
gb|ADC34015.1| TfdA-like protein [uncultured bacterium]               106   4e-21 
gb|ADC33988.1| TfdA-like protein [uncultured bacterium]               106   4e-21 
gb|ADC34006.1| TfdA-like protein [uncultured bacterium]               106   4e-21 
ref|YP_003563864.1| taurine catabolism dioxygenase TauD [Bacillu...   106   4e-21 
ref|YP_002978871.1| Taurine catabolism dioxygenase TauD/TfdA [Rh...   106   4e-21 
ref|XP_002149830.1| alpha-ketoglutarate-dependent 2,4-dichloroph...   106   4e-21 
ref|YP_001505765.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   106   4e-21 
gb|ADC33994.1| TfdA-like protein [uncultured bacterium]               105   5e-21 
ref|YP_004017313.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   105   5e-21 
ref|YP_002798036.1| Taurine dioxygenase [Azotobacter vinelandii ...   105   6e-21 
gb|ADI22956.1| probable taurine catabolism dioxygenase [uncultur...   105   6e-21 
ref|YP_003342517.1| taurine dioxygenase [Streptosporangium roseu...   105   6e-21 
gb|ADC33996.1| TfdA-like protein [uncultured bacterium]               105   6e-21 
ref|ZP_07706655.1| putative taurine dioxygenase [Dermacoccus sp....   105   6e-21 
ref|ZP_07603054.1| Taurine dioxygenase [Streptomyces violaceusni...   105   6e-21 
ref|YP_702048.1| taurine dioxygenase [Rhodococcus jostii RHA1] >...   105   6e-21 
ref|YP_479369.1| taurine dioxygenase [Frankia sp. CcI3] >gi|8656...   105   7e-21 
ref|ZP_05226146.1| taurine catabolism dioxygenase TauD/TfdA [Myc...   105   7e-21 
ref|ZP_08197519.1| taurine dioxygenase, TauD/TfdA family [Nocard...   105   7e-21 
ref|NP_252624.1| taurine dioxygenase [Pseudomonas aeruginosa PAO...   105   8e-21 
ref|ZP_01367370.1| hypothetical protein PaerPA_01004522 [Pseudom...   105   8e-21 
ref|YP_003732168.1| putative alkylsulfatase (AtsK) [Acinetobacte...   105   8e-21 
gb|ADC34001.1| TfdA-like protein [uncultured bacterium] >gi|2850...   105   8e-21 
gb|ACX54981.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   105   9e-21 
ref|NP_824171.1| dioxygenase [Streptomyces avermitilis MA-4680] ...   105   9e-21 
ref|ZP_05217892.1| taurine catabolism dioxygenase TauD, TfdA fam...   105   1e-20 
ref|YP_119465.1| putative dioxygenase [Nocardia farcinica IFM 10...   105   1e-20 
ref|ZP_07603129.1| Taurine dioxygenase [Streptomyces violaceusni...   105   1e-20 
gb|EGB10818.1| hypothetical protein AURANDRAFT_5093 [Aureococcus...   104   1e-20 
ref|ZP_06414085.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...   104   1e-20 
ref|ZP_06494532.1| taurine catabolism dioxygenase TauD/TfdA [Pse...   104   1e-20 
gb|ADC34008.1| TfdA-like protein [uncultured bacterium]               104   1e-20 
ref|ZP_06308911.1| Taurine catabolism dioxygenase TauD/TfdA [Cyl...   104   1e-20 
ref|YP_002778947.1| dioxygenase [Rhodococcus opacus B4] >gi|2262...   104   1e-20 
ref|ZP_05884985.1| alpha-ketoglutarate-dependent taurine dioxyge...   104   1e-20 
gb|ACX54974.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   104   1e-20 
gb|ACX54986.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   104   1e-20 
ref|NP_962069.1| hypothetical protein MAP3135c [Mycobacterium av...   104   1e-20 
ref|ZP_07795333.1| taurine dioxygenase [Pseudomonas aeruginosa 3...   104   1e-20 
ref|YP_003490344.1| dioxygenase [Streptomyces scabiei 87.22] >gi...   104   2e-20 
gb|ADO85576.1| PntD [Streptomyces arenae]                             104   2e-20 
gb|ADC33997.1| TfdA-like protein [uncultured bacterium]               104   2e-20 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 22



gb|ACX54971.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   104   2e-20 
emb|CBX81704.1| K03119 taurine dioxygenase [Erwinia amylovora AT...   104   2e-20 
ref|YP_702440.1| alpha-ketoglutarate-dependent taurine dioxygena...   103   2e-20 
ref|YP_003592886.1| taurine dioxygenase [Caulobacter segnis ATCC...   103   2e-20 
ref|YP_003906658.1| Taurine dioxygenase [Burkholderia sp. CCGE10...   103   2e-20 
ref|YP_004227685.1| Taurine dioxygenase [Burkholderia sp. CCGE10...   103   2e-20 
ref|YP_553181.1| putative alpha KG dependent 2,4-D dioxygenase [...   103   2e-20 
ref|YP_639655.1| taurine dioxygenase [Mycobacterium sp. MCS] >gi...   103   2e-20 
ref|ZP_05521627.1| dioxygenase [Streptomyces lividans TK24] >gi|...   103   2e-20 
ref|YP_001757617.1| taurine dioxygenase [Methylobacterium radiot...   103   2e-20 
gb|ADC33999.1| TfdA-like protein [uncultured bacterium]               103   2e-20 
ref|NP_631553.1| dioxygenase [Streptomyces coelicolor A3(2)] >gi...   103   3e-20 
ref|ZP_07005112.1| Dioxygenase, TauD/TfdA family [Pseudomonas sa...   103   3e-20 
ref|ZP_02186917.1| taurine dioxygenase, TauD/TfdA family protein...   103   3e-20 
ref|YP_001105490.1| taurine catabolism dioxygenase TauD [Sacchar...   103   3e-20 
ref|YP_110629.1| TauD/TfdA family dioxygenase [Burkholderia pseu...   103   3e-20 
ref|ZP_02371424.1| dioxygenase, TauD/TfdA family protein [Burkho...   103   3e-20 
ref|NP_792423.1| dioxygenase, TauD/TfdA family [Pseudomonas syri...   103   3e-20 
ref|ZP_02358219.1| TauD/TfdA family dioxygenase [Burkholderia ok...   103   3e-20 
ref|ZP_04700699.1| putative taurine catabolism dioxygenase [Stre...   103   3e-20 
ref|YP_002779396.1| dioxygenase [Rhodococcus opacus B4] >gi|2262...   103   3e-20 
ref|ZP_05127143.1| taurine dioxygenase [gamma proteobacterium NO...   103   3e-20 
ref|ZP_04953283.1| dioxygenase, TauD/TfdA family [Burkholderia p...   103   3e-20 
ref|YP_001061907.1| TauD/TfdA family dioxygenase [Burkholderia p...   103   3e-20 
ref|YP_004008831.1| taurine dioxygenase [Rhodococcus equi 103S] ...   103   3e-20 
ref|ZP_01616095.1| alpha-ketoglutarate-dependent taurine dioxyge...   103   3e-20 
ref|ZP_07772879.1| alpha-ketoglutarate-dependent taurine dioxyge...   103   3e-20 
ref|ZP_07260263.1| dioxygenase, TauD/TfdA family protein [Pseudo...   103   4e-20 
ref|YP_001507682.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   103   4e-20 
ref|ZP_07230626.1| dioxygenase, TauD/TfdA family protein [Pseudo...   103   4e-20 
ref|YP_458158.1| alpha-ketoglutarate-dependent taurine dioxygena...   103   4e-20 
ref|ZP_05642075.1| TauD/TfdA family dioxygenase [Pseudomonas syr...   103   4e-20 
ref|ZP_06914719.1| dioxygenase [Streptomyces sviceus ATCC 29083]...   103   4e-20 
ref|YP_340645.1| taurine dioxygenase [Pseudoalteromonas haloplan...   102   4e-20 
ref|YP_883118.1| taurine catabolism dioxygenase TauD, TfdA famil...   102   4e-20 
ref|YP_001412118.1| taurine dioxygenase [Parvibaculum lavamentiv...   102   5e-20 
ref|ZP_06846090.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] ...   102   5e-20 
ref|ZP_05226007.1| alpha-ketoglutarate-dependent taurine dioxyge...   102   5e-20 
ref|YP_001074852.1| TauD/TfdA family dioxygenase [Burkholderia p...   102   5e-20 
ref|XP_001216119.1| conserved hypothetical protein [Aspergillus ...   102   5e-20 
ref|YP_003339338.1| taurine dioxygenase [Streptosporangium roseu...   102   5e-20 
ref|ZP_02450610.1| TauD/TfdA family dioxygenase [Burkholderia ps...   102   6e-20 
emb|CAJ89608.1| putative dioxygenase [Streptomyces ambofaciens A...   102   6e-20 
ref|YP_001869285.1| taurine catabolism dioxygenase TauD/TfdA [No...   102   6e-20 
ref|YP_001346557.1| taurine dioxygenase [Pseudomonas aeruginosa ...   102   6e-20 
gb|ADC34019.1| TfdA-like protein [uncultured bacterium]               102   6e-20 
ref|ZP_06415360.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...   102   6e-20 
ref|YP_235431.1| taurine catabolism dioxygenase TauD/TfdA [Pseud...   102   7e-20 
ref|ZP_06840721.1| Taurine catabolism dioxygenase TauD/TfdA [Bur...   102   7e-20 
ref|ZP_06851972.1| TauD/TfdA family dioxygenase [Mycobacterium p...   102   7e-20 
ref|ZP_06410990.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...   102   8e-20 
gb|ACX54970.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   102   8e-20 
gb|ADC33993.1| TfdA-like protein [uncultured bacterium]               102   9e-20 
ref|ZP_07309248.1| taurine dioxygenase [Streptomyces griseoflavu...   102   9e-20 
gb|ADC34018.1| TfdA-like protein [uncultured bacterium]               102   9e-20 
gb|ACX54979.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   102   9e-20 
ref|YP_001824503.1| putative taurine catabolism dioxygenase [Str...   101   9e-20 
ref|ZP_01078548.1| Probable taurine catabolism dioxygenase [Mari...   101   9e-20 
ref|ZP_05218298.1| alpha-ketoglutarate-dependent taurine dioxyge...   101   1e-19 
ref|ZP_01765753.1| dioxygenase, TauD/TfdA family [Burkholderia p...   101   1e-19 
gb|ADC34000.1| TfdA-like protein [uncultured bacterium] >gi|2850...   101   1e-19 
gb|ACX54982.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   101   1e-19 
ref|YP_001508006.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   101   1e-19 
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ref|ZP_01627520.1| alpha-ketoglutarate-dependent taurine dioxyge...   101   1e-19 
gb|ADC34017.1| TfdA-like protein [uncultured bacterium]               101   1e-19 
ref|YP_003116441.1| Taurine dioxygenase [Catenulispora acidiphil...   101   1e-19 
ref|YP_003411151.1| Taurine dioxygenase [Geodermatophilus obscur...   101   1e-19 
ref|YP_004084309.1| taurine dioxygenase [Micromonospora sp. L5] ...   101   1e-19 
ref|YP_001412109.1| taurine dioxygenase [Parvibaculum lavamentiv...   101   1e-19 
ref|YP_002278025.1| taurine dioxygenase [Rhizobium leguminosarum...   101   1e-19 
ref|YP_761331.1| TauD/TfdA family dioxygenase [Hyphomonas neptun...   101   1e-19 
ref|YP_001240347.1| putative dioxygenase [Bradyrhizobium sp. BTA...   101   1e-19 
ref|YP_001895833.1| Taurine dioxygenase [Burkholderia phytofirma...   101   1e-19 
ref|YP_002978144.1| Taurine dioxygenase [Rhizobium leguminosarum...   101   1e-19 
ref|ZP_08156958.1| taurine dioxygenase [Rhodococcus equi ATCC 33...   101   2e-19 
ref|YP_883488.1| alpha-ketoglutarate-dependent taurine dioxygena...   101   2e-19 
ref|YP_003836819.1| taurine dioxygenase [Micromonospora aurantia...   100   2e-19 
gb|ADC34012.1| TfdA-like protein [uncultured bacterium]               100   2e-19 
ref|NP_902525.1| taurine dioxygenase [Chromobacterium violaceum ...   100   2e-19 
ref|YP_345986.1| taurine dioxygenase [Pseudomonas fluorescens Pf...   100   2e-19 
ref|YP_001504833.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   100   2e-19 
ref|YP_003009527.1| Taurine dioxygenase [Paenibacillus sp. JDR-2...   100   2e-19 
ref|XP_572683.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate ...   100   2e-19 
ref|ZP_03498565.1| Taurine dioxygenase [Rhizobium etli Kim 5]         100   2e-19 
ref|NP_217923.1| dioxygenase [Mycobacterium tuberculosis H37Rv] ...   100   2e-19 
gb|ACX54969.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   100   2e-19 
ref|YP_001869111.1| taurine catabolism dioxygenase TauD/TfdA [No...   100   2e-19 
ref|ZP_03421998.1| dioxygenase [Mycobacterium tuberculosis 94_M4...   100   3e-19 
ref|ZP_02414516.1| dioxygenase, TauD/TfdA family protein [Burkho...   100   3e-19 
gb|ADC34033.1| TfdA-like protein [uncultured bacterium]               100   3e-19 
ref|YP_002947816.1| Taurine dioxygenase [Variovorax paradoxus S1...   100   3e-19 
ref|YP_001985889.1| taurine dioxygenase protein [Rhizobium etli ...   100   3e-19 
ref|YP_496820.1| taurine dioxygenase [Novosphingobium aromaticiv...   100   3e-19 
ref|YP_001684358.1| taurine dioxygenase [Caulobacter sp. K31] >g...   100   3e-19 
ref|YP_004019382.1| taurine catabolism dioxygenase TauD/TfdA [Fr...   100   3e-19 
gb|ADO34971.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...   100   4e-19 
ref|ZP_06474456.1| Taurine dioxygenase [Frankia symbiont of Dati...   100   4e-19 
ref|YP_001683423.1| taurine dioxygenase [Caulobacter sp. K31] >g...   100   4e-19 
ref|YP_439438.1| TauD/TfdA family dioxygenase [Burkholderia thai...   100   4e-19 
ref|ZP_02370755.1| dioxygenase, TauD/TfdA family protein [Burkho...   100   5e-19 
ref|ZP_06062866.1| taurine catabolism dioxygenase TauD/TfdA [Aci...    99   5e-19 
ref|ZP_06192658.1| hypothetical protein SOD_h00590 [Serratia odo...    99   5e-19 
ref|ZP_06271905.1| Taurine dioxygenase [Streptomyces sp. ACTE] >...    99   5e-19 
ref|ZP_06711045.1| taurine dioxygenase [Streptomyces sp. e14] >g...    99   6e-19 
ref|ZP_08224952.1| putative taurine catabolism dioxygenase [Stre...    99   6e-19 
ref|ZP_06412415.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...    99   6e-19 
ref|NP_631410.1| dioxygenase [Streptomyces coelicolor A3(2)] >gi...    99   6e-19 
ref|ZP_01896407.1| Probable taurine catabolism dioxygenase [Mori...    99   6e-19 
ref|ZP_07300902.1| taurine dioxygenase [Streptomyces hygroscopic...    99   6e-19 
ref|YP_001106845.1| taurine dioxygenase, 2-oxoglutarate-dependen...    99   6e-19 
ref|YP_002129572.1| alpha-ketoglutarate-dependent taurine dioxyg...    99   7e-19 
ref|YP_003102078.1| taurine dioxygenase [Actinosynnema mirum DSM...    99   7e-19 
ref|YP_003133666.1| Probable taurine catabolism dioxygenase [Sac...    99   7e-19 
gb|ADC34047.1| TfdA-like protein [uncultured bacterium]                99   8e-19 
ref|YP_710871.1| putative taurine dioxygenase [Frankia alni ACN1...    99   8e-19 
ref|YP_001563031.1| taurine dioxygenase [Delftia acidovorans SPH...    99   8e-19 
ref|YP_003329314.1| TauD [Sinorhizobium meliloti] >gi|76880817|g...    99   8e-19 
ref|YP_002129780.1| alpha-ketoglutarate-dependent taurine dioxyg...    99   9e-19 
ref|ZP_01616036.1| putative dioxygenase [marine gamma proteobact...    99   9e-19 
ref|YP_001700840.1| putative taurine dioxygenase [Mycobacterium ...    98   1e-18 
ref|ZP_01065145.1| Probable taurine catabolism dioxygenase [Vibr...    98   1e-18 
ref|ZP_01812660.1| Probable taurine catabolism dioxygenase [Vibr...    98   1e-18 
ref|ZP_05521780.1| dioxygenase [Streptomyces lividans TK24] >gi|...    98   1e-18 
ref|YP_442487.1| dioxygenase, TauD/TfdA [Burkholderia thailanden...    98   1e-18 
ref|YP_472514.1| putative taurine dioxygenase protein [Rhizobium...    98   1e-18 
gb|ACF98187.1| putative alpha-ketoglutarate-dependent taurine di...    98   1e-18 
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emb|CAK48578.1| unnamed protein product [Aspergillus niger]            98   1e-18 
ref|YP_004018287.1| taurine catabolism dioxygenase TauD/TfdA [Fr...    98   1e-18 
ref|ZP_05225744.1| taurine catabolism dioxygenase TauD, TfdA fam...    98   1e-18 
ref|ZP_02374281.1| dioxygenase, TauD/TfdA [Burkholderia thailand...    98   2e-18 
ref|XP_002152412.1| alpha-ketoglutarate-dependent 2,4-dichloroph...    98   2e-18 
ref|ZP_02363324.1| dioxygenase, TauD/TfdA [Burkholderia oklahome...    98   2e-18 
ref|YP_001511156.1| taurine catabolism dioxygenase TauD/TfdA [Fr...    98   2e-18 
ref|YP_003594362.1| taurine dioxygenase [Caulobacter segnis ATCC...    97   2e-18 
ref|YP_857443.1| taurine dioxygenase [Aeromonas hydrophila subsp...    97   2e-18 
gb|ADY81776.1| putative alkylsulfatase [Acinetobacter calcoaceti...    97   2e-18 
ref|YP_001260806.1| taurine catabolism dioxygenase TauD/TfdA [Sp...    97   2e-18 
dbj|BAJ32846.1| putative alkylsulfatase [Kitasatospora setae KM-...    97   3e-18 
ref|NP_822287.1| taurine catabolism dioxygenase [Streptomyces av...    97   3e-18 
ref|ZP_07989330.1| taurine dioxygenase [Corynebacterium variabil...    97   3e-18 
ref|ZP_05096186.1| Taurine catabolism dioxygenase TauD, TfdA fam...    97   3e-18 
ref|YP_002417336.1| putative taurine catabolism dioxygenase [Vib...    97   3e-18 
emb|CAY27324.1| alpha-KG-dehydrogenase [uncultured bacterium]          97   3e-18 
ref|YP_605995.1| taurine dioxygenase [Pseudomonas entomophila L4...    97   3e-18 
ref|YP_905004.1| taurine catabolism dioxygenase, TauD [Mycobacte...    97   3e-18 
ref|YP_003771048.1| taurine dioxygenase [Amycolatopsis mediterra...    97   3e-18 
ref|YP_257415.1| taurine dioxygenase [Pseudomonas fluorescens Pf...    97   3e-18 
ref|ZP_06917085.1| taurine catabolism dioxygenase [Streptomyces ...    97   3e-18 
ref|XP_003195730.1| 2,4-dichlorophenoxyacetate alpha-ketoglutara...    97   4e-18 
ref|ZP_08138776.1| taurine dioxygenase [Pseudomonas sp. TJI-51] ...    97   4e-18 
ref|YP_003732176.1| putative alkylsulfatase [Acinetobacter sp. D...    97   4e-18 
ref|ZP_03270351.1| Taurine dioxygenase [Burkholderia sp. H160] >...    96   4e-18 
gb|EGD02376.1| Taurine catabolism dioxygenase TauD/TfdA [Burkhol...    96   4e-18 
pdb|1OIJ|C Chain C, Crystal Structure Of The Alkylsulfatase Atsk...    96   4e-18 
pdb|1OIH|A Chain A, Crystal Structure Of The Alkylsulfatase Atsk...    96   4e-18 
ref|YP_619823.1| putative alpha-ketoglutarate-dependent taurine ...    96   4e-18 
ref|ZP_06834222.1| taurine dioxygenase [Gluconacetobacter hansen...    96   4e-18 
pdb|1OIJ|A Chain A, Crystal Structure Of The Alkylsulfatase Atsk...    96   5e-18 
ref|ZP_07283312.1| dioxygenase [Streptomyces sp. AA4] >gi|302439...    96   5e-18 
ref|YP_001505977.1| taurine catabolism dioxygenase TauD/TfdA [Fr...    96   5e-18 
ref|YP_003114519.1| Taurine dioxygenase [Catenulispora acidiphil...    96   5e-18 
ref|YP_046264.1| putative alkylsulfatase [Acinetobacter sp. ADP1...    96   5e-18 
ref|ZP_02468961.1| dioxygenase TauD/TfdA family protein [Burkhol...    96   5e-18 
ref|YP_759632.1| TauD/TfdA family dioxygenase [Hyphomonas neptun...    96   5e-18 
ref|YP_458641.1| alpha-ketoglutarate-dependent taurine dioxygena...    96   6e-18 
ref|YP_001666503.1| taurine dioxygenase [Pseudomonas putida GB-1...    96   6e-18 
ref|ZP_01770198.1| dioxygenase TauD/TfdA family [Burkholderia ps...    96   6e-18 
ref|ZP_06414132.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...    96   6e-18 
dbj|BAC00965.1| alpha-ketoglutarate-dependent dioxygenase [Pseud...    96   7e-18 
gb|ADI06110.1| Taurine dioxygenase [Streptomyces bingchenggensis...    96   7e-18 
ref|ZP_04522662.1| taurine dioxygenase [Burkholderia pseudomalle...    96   7e-18 
ref|YP_001062636.1| TauD/TfdA family dioxygenase [Burkholderia p...    96   7e-18 
gb|ADW07602.1| Taurine dioxygenase [Streptomyces flavogriseus AT...    96   7e-18 
ref|ZP_02406873.1| dioxygenase TauD/TfdA family protein [Burkhol...    96   7e-18 
ref|ZP_02356184.1| dioxygenase, TauD/TfdA [Burkholderia oklahome...    96   7e-18 
ref|YP_003942972.1| Taurine dioxygenase [Enterobacter cloacae SC...    96   7e-18 
ref|ZP_03546154.1| Taurine dioxygenase [Comamonas testosteroni K...    96   7e-18 
ref|YP_111178.1| alpha-ketoglutarate-dependent taurine dioxygena...    96   7e-18 
ref|ZP_02403488.1| dioxygenase, TauD/TfdA [Burkholderia pseudoma...    96   8e-18 
ref|ZP_02451448.1| dioxygenase TauD/TfdA family protein [Burkhol...    96   8e-18 
ref|YP_001618162.1| taurine dioxygenase [Sorangium cellulosum 'S...    96   8e-18 
ref|YP_003563776.1| alpha-ketoglutarate-dependent taurine dioxyg...    95   9e-18 
ref|XP_001801431.1| hypothetical protein SNOG_11187 [Phaeosphaer...    95   9e-18 
ref|ZP_04690003.1| dioxygenase [Streptomyces ghanaensis ATCC 146...    95   9e-18 
ref|YP_108822.1| putative sulfur metabolism-related protein [Bur...    95   1e-17 
ref|ZP_02485616.1| dioxygenase TauD/TfdA family protein [Burkhol...    95   1e-17 
ref|YP_001666482.1| taurine dioxygenase [Pseudomonas putida GB-1...    95   1e-17 
ref|YP_002799405.1| Taurine dioxygenase protein [Azotobacter vin...    95   1e-17 
ref|YP_335290.1| TauD/TfdA family dioxygenase [Burkholderia pseu...    95   1e-17 
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ref|ZP_04954431.1| dioxygenase, TauD/TfdA family [Burkholderia p...    95   1e-17 
emb|CAY27239.1| alpha-KG-dehydrogenase [uncultured bacterium]          95   1e-17 
ref|ZP_07674287.1| taurine dioxygenase, TauD/TfdA family [Ralsto...    95   1e-17 
ref|YP_003532176.1| taurine dioxygenase [Erwinia amylovora CFBP1...    95   1e-17 
emb|CAY27508.1| alpha-KG-dehydrogenase [uncultured bacterium]          95   1e-17 
emb|CAY27432.1| alpha-KG-dehydrogenase [uncultured bacterium]          95   1e-17 
ref|YP_004005470.1| taurine dioxygenase [Rhodococcus equi 103S] ...    95   1e-17 
ref|YP_004236558.1| taurine dioxygenase [Acidovorax avenae subsp...    94   2e-17 
ref|ZP_08207133.1| taurine dioxygenase [Novosphingobium nitrogen...    94   2e-17 
ref|YP_001480784.1| taurine dioxygenase [Serratia proteamaculans...    94   2e-17 
ref|YP_003280552.1| Taurine catabolism dioxygenase TauD/TfdA [Co...    94   2e-17 
ref|ZP_07046181.1| Taurine catabolism dioxygenase TauD/TfdA [Com...    94   2e-17 
emb|CAY27303.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    94   2e-17 
ref|YP_118167.1| putative taurine dioxygenase [Nocardia farcinic...    94   2e-17 
emb|CAY27532.1| alpha-KG-dehydrogenase [uncultured bacterium]          94   2e-17 
emb|CAY27285.1| alpha-KG-dehydrogenase [uncultured bacterium]          94   2e-17 
ref|ZP_07965125.1| TfdA family Taurine catabolism dioxygenase Ta...    94   2e-17 
ref|YP_001863223.1| taurine dioxygenase [Burkholderia phymatum S...    94   2e-17 
ref|YP_003989699.1| Taurine dioxygenase [Geobacillus sp. Y4.1MC1...    94   3e-17 
ref|NP_887599.1| putative dioxygenase [Bordetella bronchiseptica...    94   3e-17 
ref|YP_001751827.1| taurine dioxygenase [Pseudomonas putida W619...    94   3e-17 
ref|YP_884597.1| alpha-ketoglutarate-dependent taurine dioxygena...    94   3e-17 
emb|CAY27276.1| alpha-KG-dehydrogenase [uncultured bacterium]          94   3e-17 
emb|CAY27521.1| alpha-KG-dehydrogenase [uncultured bacterium]          94   3e-17 
emb|CAY27476.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    94   3e-17 
ref|NP_742398.1| taurine dioxygenase [Pseudomonas putida KT2440]...    94   3e-17 
ref|YP_103265.1| dioxygenase, TauD/TfdA [Burkholderia mallei ATC...    94   3e-17 
ref|YP_003187897.1| alpha-ketoglutarate-dependent taurine dioxyg...    94   3e-17 
ref|YP_001059547.1| dioxygenase, TauD/TfdA [Burkholderia pseudom...    94   3e-17 
gb|ADR57960.1| TauD [Pseudomonas putida BIRD-1]                        94   3e-17 
ref|YP_002799353.1| TauD/TfdA family taurine catabolism dioxygen...    93   4e-17 
ref|YP_002396447.1| taurine dioxygenase [Escherichia coli ED1a] ...    93   4e-17 
ref|YP_001412266.1| taurine dioxygenase [Parvibaculum lavamentiv...    93   4e-17 
emb|CAY27235.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    93   4e-17 
emb|CAY27510.1| alpha-KG-dehydrogenase [uncultured bacterium]          93   4e-17 
ref|YP_701701.1| taurine dioxygenase [Rhodococcus jostii RHA1] >...    93   4e-17 
ref|ZP_03426827.1| dioxygenase [Mycobacterium tuberculosis T92]        93   4e-17 
emb|CAY27216.1| alpha-KG-dehydrogenase [uncultured bacterium]          93   4e-17 
gb|ACX54985.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...    93   4e-17 
emb|CAY27268.1| alpha-KG-dehydrogenase [uncultured bacterium]          93   4e-17 
emb|CAY27440.1| alpha-KG-dehydrogenase [uncultured bacterium]          93   5e-17 
ref|YP_002768378.1| dioxygenase [Rhodococcus erythropolis PR4] >...    93   5e-17 
emb|CAY27211.1| alpha-KG-dehydrogenase [uncultured bacterium]          93   5e-17 
emb|CAY27305.1| alpha-KG-dehydrogenase [uncultured bacterium]          93   5e-17 
emb|CAJ89754.1| putative dioxygenase [Streptomyces ambofaciens A...    93   5e-17 
emb|CAY27393.1| alpha-KG-dehydrogenase [uncultured bacterium]          93   5e-17 
ref|YP_608305.1| dioxygenase, TauD [Pseudomonas entomophila L48]...    93   5e-17 
ref|YP_296355.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    92   6e-17 
gb|ACX54996.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...    92   6e-17 
ref|YP_257356.1| taurine catabolism dioxygenase TauD [Pseudomona...    92   6e-17 
emb|CAY27418.1| alpha-KG-dehydrogenase [uncultured bacterium]          92   6e-17 
ref|YP_001563037.1| taurine dioxygenase [Delftia acidovorans SPH...    92   6e-17 
emb|CAY27497.1| alpha-KG-dehydrogenase [uncultured bacterium]          92   7e-17 
emb|CAY27456.1| alpha-KG-dehydrogenase [uncultured bacterium]          92   7e-17 
gb|EGB71242.1| TfdA family protein Taurine catabolism dioxygenas...    92   7e-17 
gb|ACX54987.1| putative (S)-2,4-dichlorophenoxypropionate dioxyg...    92   7e-17 
gb|ACG80557.1| TfdA [uncultured bacterium]                             92   7e-17 
emb|CAY27485.1| alpha-KG-dehydrogenase [uncultured bacterium]          92   7e-17 
emb|CAY27277.1| alpha-KG-dehydrogenase [uncultured bacterium]          92   7e-17 
gb|ABR27343.1| TfdA [uncultured bacterium]                             92   7e-17 
emb|CAY27526.1| alpha-KG-dehydrogenase [uncultured bacterium]          92   8e-17 
gb|ADC34016.1| TfdA-like protein [uncultured bacterium]                92   8e-17 
ref|YP_003598515.1| alpha-ketoglutarate-dependent taurine dioxyg...    92   9e-17 
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ref|ZP_02144821.1| dioxygenase, TauD/TfdA family protein [Phaeob...    92   9e-17 
gb|AAS64583.1| alpha-KG-dependent dioxygenase [uncultured soil b...    92   9e-17 
ref|YP_729160.1| Alpha-ketoglutarate-dependent taurine dioxygena...    92   9e-17 
ref|YP_004016993.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...    92   1e-16 
ref|ZP_05001574.1| taurine dioxygenase [Streptomyces sp. Mg1] >g...    92   1e-16 
ref|ZP_07742091.1| putative taurine catabolism dioxygenase [Vibr...    92   1e-16 
ref|ZP_01039422.1| Taurine dioxygenase [Erythrobacter sp. NAP1] ...    92   1e-16 
gb|ACG80551.1| TfdA [uncultured bacterium] >gi|196482324|gb|ACG8...    92   1e-16 
ref|ZP_07576719.1| Taurine catabolism dioxygenase TauD/TfdA [Sph...    92   1e-16 
gb|ACG80584.1| TfdA [uncultured bacterium]                             92   1e-16 
emb|CAY27274.1| alpha-KG-dehydrogenase [uncultured bacterium]          92   1e-16 
ref|YP_322991.1| taurine catabolism dioxygenase TauD/TfdA [Anaba...    92   1e-16 
emb|CAY27255.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    92   1e-16 
ref|YP_668361.1| taurine dioxygenase [Escherichia coli 536] >gi|...    92   1e-16 
ref|ZP_02884967.1| Taurine dioxygenase [Burkholderia graminis C4...    92   1e-16 
ref|YP_002327887.1| taurine dioxygenase [Escherichia coli O127:H...    92   1e-16 
ref|ZP_06069264.1| taurine catabolism dioxygenase TauD/TfdA [Aci...    91   1e-16 
emb|CAY27260.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   1e-16 
emb|CAY27350.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   1e-16 
ref|YP_003298992.1| Taurine dioxygenase [Thermomonospora curvata...    91   1e-16 
ref|YP_004154990.1| taurine dioxygenase [Variovorax paradoxus EP...    91   1e-16 
ref|YP_457842.1| taurine dioxygenase [Erythrobacter litoralis HT...    91   1e-16 
ref|YP_345946.1| taurine dioxygenase [Pseudomonas fluorescens Pf...    91   1e-16 
ref|ZP_06413046.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...    91   1e-16 
ref|ZP_07289824.1| taurine dioxygenase [Streptomyces sp. C] >gi|...    91   2e-16 
ref|YP_841739.1| taurine catabolism dioxygenase [Ralstonia eutro...    91   2e-16 
ref|ZP_07042961.1| taurine dioxygenase [Comamonas testosteroni S...    91   2e-16 
emb|CAY27406.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
ref|YP_003980365.1| alpha-ketoglutarate-dependent taurine dioxyg...    91   2e-16 
ref|ZP_06707925.1| taurine dioxygenase [Streptomyces sp. e14] >g...    91   2e-16 
emb|CAY27542.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
ref|ZP_08120023.1| taurine dioxygenase [Pseudonocardia sp. P1]         91   2e-16 
ref|YP_001265603.1| taurine dioxygenase [Pseudomonas putida F1] ...    91   2e-16 
emb|CAY27281.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
ref|YP_539419.1| taurine dioxygenase [Escherichia coli UTI89] >g...    91   2e-16 
gb|ACG80564.1| TfdA [uncultured bacterium]                             91   2e-16 
ref|YP_888161.1| alpha-ketoglutarate-dependent taurine dioxygena...    91   2e-16 
emb|CAY27454.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
emb|CAY27352.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
emb|CAY27428.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
emb|CAP74907.1| alpha-ketoglutarate-dependent taurine dioxygenas...    91   2e-16 
emb|CAY27538.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
ref|ZP_06728473.1| taurine dioxygenase [Acinetobacter haemolytic...    91   2e-16 
emb|CAY27270.1| alpha-KG-dehydrogenase [uncultured bacterium]          91   2e-16 
ref|YP_001262589.1| taurine catabolism dioxygenase TauD/TfdA [Sp...    91   2e-16 
ref|XP_002342012.1| alpha-ketoglutarate-dependent 2,4-dichloroph...    91   2e-16 
emb|CAY27395.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    91   2e-16 
ref|YP_003339620.1| taurine dioxygenase [Streptosporangium roseu...    91   2e-16 
gb|ACG80562.1| TfdA [uncultured bacterium]                             91   2e-16 
gb|ABL97729.1| taurine dioxygenase [uncultured marine bacterium ...    91   2e-16 
ref|YP_001267994.1| taurine dioxygenase [Pseudomonas putida F1] ...    91   2e-16 
ref|YP_002008631.1| taurine dioxygenase, 2-oxoglutarate-dependen...    91   3e-16 
ref|YP_701700.1| taurine dioxygenase [Rhodococcus jostii RHA1] >...    90   3e-16 
ref|ZP_02509143.1| putative alpha-ketoglutarate-dependent taurin...    90   3e-16 
ref|ZP_07576777.1| Taurine catabolism dioxygenase TauD/TfdA [Sph...    90   3e-16 
emb|CAY27536.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   3e-16 
ref|ZP_04899281.1| dioxygenase TauD/TfdA family [Burkholderia ps...    90   3e-16 
ref|ZP_01626396.1| taurine dioxygenase [marine gamma proteobacte...    90   3e-16 
ref|YP_001751848.1| taurine dioxygenase [Pseudomonas putida W619...    90   3e-16 
emb|CAY27306.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   3e-16 
ref|ZP_08196821.1| taurine dioxygenase, TauD/TfdA family [Nocard...    90   3e-16 
emb|CAY27531.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   3e-16 
ref|ZP_02406094.1| putative alpha-ketoglutarate-dependent taurin...    90   4e-16 
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ref|ZP_03450440.1| dioxygenase, TauD/TfdA family [Burkholderia p...    90   4e-16 
gb|ACG80549.1| TfdA [uncultured bacterium]                             90   4e-16 
ref|NP_900474.1| taurine dioxygenase [Chromobacterium violaceum ...    90   4e-16 
ref|YP_002383757.1| taurine dioxygenase [Escherichia fergusonii ...    90   4e-16 
emb|CAY27272.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   4e-16 
gb|ADW06790.1| Taurine dioxygenase [Streptomyces flavogriseus AT...    90   4e-16 
emb|CAY27459.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   4e-16 
emb|CAY27444.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   4e-16 
ref|ZP_06656271.1| taurine dioxygenase [Escherichia coli B185] >...    90   4e-16 
gb|ACG80558.1| TfdA [uncultured bacterium]                             90   4e-16 
emb|CAY27353.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   4e-16 
gb|ACG80569.1| TfdA [uncultured bacterium]                             90   4e-16 
ref|ZP_07447356.1| taurine dioxygenase [Escherichia coli NC101] ...    90   4e-16 
ref|ZP_03504692.1| Taurine dioxygenase [Rhizobium etli Brasil 5]       90   4e-16 
gb|ACG80568.1| TfdA [uncultured bacterium] >gi|196482352|gb|ACG8...    90   4e-16 
ref|YP_001240769.1| putative dioxygenase [Bradyrhizobium sp. BTA...    90   4e-16 
ref|YP_605974.1| alkylsulfatase AtsK [Pseudomonas entomophila L4...    90   5e-16 
ref|YP_001895727.1| Taurine dioxygenase [Burkholderia phytofirma...    90   5e-16 
emb|CAY27222.1| alpha-KG-dehydrogenase [uncultured bacterium]          90   5e-16 
ref|YP_001629701.1| taurine dioxygenase [Bordetella petrii DSM 1...    90   5e-16 
emb|CAY27374.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   5e-16 
emb|CAY27503.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   5e-16 
gb|AAP21654.1| Shy7 [Streptomyces hygroscopicus subsp. yingcheng...    89   5e-16 
emb|CAY27355.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   5e-16 
ref|YP_295812.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    89   5e-16 
ref|ZP_07500810.1| taurine dioxygenase [Escherichia coli M605]         89   5e-16 
ref|ZP_06354055.1| taurine dioxygenase [Citrobacter youngae ATCC...    89   5e-16 
emb|CAY27334.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   5e-16 
emb|CAY27463.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   5e-16 
ref|YP_714407.1| putative taurine dioxygenase [Frankia alni ACN1...    89   5e-16 
ref|YP_110680.1| alpha-ketoglutarate-dependent taurine dioxygena...    89   5e-16 
gb|AAM87510.1|AE014000_14 taurine dioxygenase [Yersinia pestis K...    89   5e-16 
ref|ZP_04896195.1| dioxygenase TauD/TfdA family [Burkholderia ps...    89   5e-16 
ref|YP_001412108.1| taurine dioxygenase [Parvibaculum lavamentiv...    89   5e-16 
ref|ZP_06066452.1| taurine dioxygenase [Acinetobacter junii SH20...    89   6e-16 
ref|YP_072200.1| taurine dioxygenase [Yersinia pseudotuberculosi...    89   6e-16 
emb|CAY27414.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   6e-16 
gb|ACG80555.1| TfdA [uncultured bacterium] >gi|196482302|gb|ACG8...    89   6e-16 
ref|ZP_04889621.1| dioxygenase TauD/TfdA family [Burkholderia ps...    89   6e-16 
gb|EGC08562.1| TfdA family protein Taurine catabolism dioxygenas...    89   6e-16 
ref|ZP_01908082.1| taurine dioxygenase [Plesiocystis pacifica SI...    89   6e-16 
ref|ZP_04746502.1| putative dioxygenase [Mycobacterium kansasii ...    89   6e-16 
emb|CAY27209.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    89   7e-16 
gb|EGB79347.1| taurine dioxygenase [Escherichia coli MS 57-2]          89   7e-16 
ref|YP_001669049.1| taurine dioxygenase [Pseudomonas putida GB-1...    89   7e-16 
ref|YP_337380.1| putative alpha-ketoglutarate-dependent taurine ...    89   7e-16 
emb|CAY27340.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    89   7e-16 
ref|YP_402198.1| taurine dioxygenase [Shigella dysenteriae Sd197...    89   8e-16 
ref|ZP_04382578.1| alpha-ketoglutarate-dependent taurine dioxyge...    89   8e-16 
ref|YP_002869897.1| putative taurine dioxygenase [Pseudomonas fl...    89   8e-16 
gb|ACG80565.1| TfdA [uncultured bacterium]                             89   8e-16 
ref|YP_002401497.1| taurine dioxygenase [Escherichia coli 55989]...    89   8e-16 
ref|YP_001454351.1| taurine dioxygenase [Citrobacter koseri ATCC...    89   8e-16 
ref|YP_003451475.1| taurine dioxygenase [Azospirillum sp. B510] ...    89   9e-16 
emb|CAY27424.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   9e-16 
ref|ZP_06907775.1| taurine dioxygenase [Streptomyces pristinaesp...    89   9e-16 
ref|YP_002411171.1| taurine dioxygenase [Escherichia coli UMN026...    89   9e-16 
gb|ACG80581.1| TfdA [uncultured bacterium] >gi|196482344|gb|ACG8...    89   9e-16 
ref|YP_001610738.1| putative taurine dioxygenase [Sorangium cell...    89   9e-16 
emb|CAY27514.1| alpha-KG-dehydrogenase [uncultured bacterium]          89   1e-15 
ref|XP_002151041.1| alpha-ketoglutarate-dependent 2,4-dichloroph...    89   1e-15 
gb|EGC96200.1| taurine dioxygenase [Escherichia fergusonii ECD227]     88   1e-15 
ref|ZP_07966578.1| TfdA family Taurine catabolism dioxygenase Ta...    88   1e-15 
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emb|CAY27257.1| alpha-KG-dehydrogenase [uncultured bacterium]          88   1e-15 
emb|CAY27430.1| alpha-KG-dehydrogenase [uncultured bacterium]          88   1e-15 
ref|ZP_06860409.1| alpha-ketoglutarate-dependent taurine dioxyge...    88   1e-15 
emb|CAY27220.1| alpha-KG-dehydrogenase [uncultured bacterium]          88   1e-15 
ref|YP_001262249.1| taurine catabolism dioxygenase TauD/TfdA [Sp...    88   1e-15 
emb|CAY27328.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    88   1e-15 
ref|ZP_05434206.1| taurine dioxygenase [Shigella sp. D9]               88   1e-15 
emb|CAY27323.1| alpha-KG-dehydrogenase [uncultured bacterium]          88   1e-15 
emb|CAY27290.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    88   1e-15 
emb|CAY27363.1| alpha-KG-dehydrogenase [uncultured bacterium]          88   1e-15 
emb|CAY27228.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    88   1e-15 
ref|YP_001846143.1| taurine catabolism dioxygenase [Acinetobacte...    88   1e-15 
gb|AAS64597.1| alpha-KG-dependent dioxygenase [uncultured soil b...    88   1e-15 
ref|ZP_02149378.1| alpha-ketoglutarate-dependent taurine dioxyge...    88   1e-15 
gb|AAS64589.1| alpha-KG-dependent dioxygenase [uncultured soil b...    88   1e-15 
gb|EFZ56791.1| alpha-ketoglutarate-dependent taurine dioxygenase...    88   1e-15 
ref|YP_587247.1| taurine catabolism dioxygenase TauD/TfdA (2-oxo...    88   1e-15 
ref|ZP_07516225.1| taurine dioxygenase [Escherichia coli TA143]        88   1e-15 
gb|AAS64590.1| alpha-KG-dependent dioxygenase [uncultured soil b...    88   1e-15 
ref|YP_294247.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    88   1e-15 
emb|CAY27551.1| alpha-KG-dehydrogenase [uncultured bacterium]          88   1e-15 
ref|ZP_02380861.1| Taurine dioxygenase [Burkholderia ubonensis Bu]     88   1e-15 
ref|ZP_03049591.1| taurine dioxygenase [Escherichia coli E110019...    88   1e-15 
ref|YP_001457202.1| taurine dioxygenase [Escherichia coli HS] >g...    88   1e-15 
ref|ZP_06877015.1| taurine dioxygenase [Pseudomonas aeruginosa P...    88   1e-15 
ref|YP_586764.1| taurine dioxygenase 2-oxoglutarate-dependent [C...    88   1e-15 
gb|EFX23899.1| taurine dioxygenase [Escherichia coli O55:H7 str....    88   1e-15 
ref|ZP_06840794.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] ...    88   1e-15 
ref|ZP_01765614.1| taurine dioxygenase [Burkholderia pseudomalle...    88   1e-15 
ref|ZP_06473474.1| Taurine dioxygenase [Frankia symbiont of Dati...    88   1e-15 
ref|YP_003682823.1| Taurine dioxygenase [Nocardiopsis dassonvill...    88   2e-15 
ref|NP_752410.1| taurine dioxygenase [Escherichia coli CFT073] >...    88   2e-15 
ref|YP_003592890.1| taurine dioxygenase [Caulobacter segnis ATCC...    88   2e-15 
gb|ADC34024.1| TfdA-like protein [uncultured bacterium]                88   2e-15 
ref|NP_821782.1| taurine catabolism dioxygenase [Streptomyces av...    88   2e-15 
ref|NP_286110.1| taurine dioxygenase [Escherichia coli O157:H7 E...    88   2e-15 
ref|YP_004017356.1| taurine catabolism dioxygenase TauD/TfdA [Fr...    88   2e-15 
ref|NP_414902.1| taurine dioxygenase, 2-oxoglutarate-dependent [...    88   2e-15 
ref|ZP_04627176.1| Alpha-ketoglutarate-dependent taurine dioxyge...    88   2e-15 
ref|ZP_02493042.1| putative alpha-ketoglutarate-dependent taurin...    88   2e-15 
ref|YP_555387.1| taurine dioxygenase [Burkholderia xenovorans LB...    88   2e-15 
ref|YP_587420.1| taurine dioxygenase [Cupriavidus metallidurans ...    88   2e-15 
ref|ZP_07506274.1| taurine dioxygenase [Escherichia coli M718]         88   2e-15 
ref|YP_003227485.1| taurine dioxygenase, 2-oxoglutarate-dependen...    88   2e-15 
ref|ZP_07965013.1| TfdA family Taurine catabolism dioxygenase Ta...    88   2e-15 
emb|CAY27347.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
ref|ZP_04002432.1| taurine dioxygenase [Escherichia coli 83972] ...    87   2e-15 
emb|CAY27376.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
gb|EFW49871.1| Alpha-ketoglutarate-dependent taurine dioxygenase...    87   2e-15 
emb|CAY27457.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
gb|ACG80563.1| TfdA [uncultured bacterium]                             87   2e-15 
ref|ZP_03541010.1| Taurine dioxygenase [Comamonas testosteroni K...    87   2e-15 
emb|CAY27469.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
ref|ZP_07300800.1| TauD/TfdA family taurine dioxygenase [Strepto...    87   2e-15 
ref|NP_706204.1| taurine dioxygenase [Shigella flexneri 2a str. ...    87   2e-15 
emb|CAY27528.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
emb|CAY27367.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
gb|AAS64588.1| alpha-KG-dependent dioxygenase [uncultured soil b...    87   2e-15 
ref|ZP_06787243.1| taurine dioxygenase [Acinetobacter sp. 601405...    87   2e-15 
gb|ACI70549.1| taurine dioxygenase [Escherichia coli] >gi|320643...    87   2e-15 
emb|CAY27525.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
ref|ZP_02486273.1| taurine dioxygenase [Burkholderia pseudomalle...    87   2e-15 
emb|CAY27478.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   2e-15 
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ref|YP_001412268.1| taurine catabolism dioxygenase TauD/TfdA [Pa...    87   2e-15 
ref|ZP_04900578.1| putative alpha-ketoglutarate-dependent taurin...    87   3e-15 
ref|YP_001008090.1| taurine dioxygenase [Yersinia enterocolitica...    87   3e-15 
gb|AAT41922.1| putative dioxygenase [Fremyella diplosiphon Fd33]       87   3e-15 
gb|EGB60776.1| TfdA family protein Taurine catabolism dioxygenas...    87   3e-15 
ref|YP_003270569.1| taurine dioxygenase [Haliangium ochraceum DS...    87   3e-15 
ref|ZP_02902232.1| taurine dioxygenase [Escherichia albertii TW0...    87   3e-15 
emb|CBY29263.1| alpha-ketoglutarate-dependent taurine dioxygenas...    87   3e-15 
ref|ZP_05827549.1| alpha-ketoglutarate-dependent taurine dioxyge...    87   3e-15 
ref|ZP_05824825.1| alpha-ketoglutarate-dependent taurine dioxyge...    87   3e-15 
ref|YP_003606990.1| Taurine dioxygenase [Burkholderia sp. CCGE10...    87   3e-15 
emb|CAY27436.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   3e-15 
gb|ABO11873.2| taurine dioxygenase [Acinetobacter baumannii ATCC...    87   3e-15 
ref|ZP_08155918.1| taurine dioxygenase [Rhodococcus equi ATCC 33...    87   3e-15 
ref|ZP_02501235.1| putative alpha-ketoglutarate-dependent taurin...    87   3e-15 
ref|ZP_02510493.1| taurine dioxygenase [Burkholderia pseudomalle...    87   3e-15 
ref|ZP_04560819.1| taurine dioxygenase [Citrobacter sp. 30_2] >g...    87   3e-15 
emb|CAY27287.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   3e-15 
gb|AAS64596.1| alpha-KG-dependent dioxygenase [uncultured soil b...    87   3e-15 
ref|YP_001461543.1| taurine dioxygenase [Escherichia coli E24377...    87   3e-15 
ref|ZP_04698014.1| putative taurine catabolism dioxygenase [Stre...    87   3e-15 
emb|CAY27330.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   3e-15 
ref|ZP_02450703.1| putative alpha-ketoglutarate-dependent taurin...    87   3e-15 
ref|YP_001603688.1| alpha-ketoglutarate-dependent taurine dioxyg...    87   3e-15 
ref|YP_842033.1| Alpha-ketoglutarate-dependent taurine dioxygena...    87   3e-15 
emb|CAY27499.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   3e-15 
ref|YP_004005855.1| taurine dioxygenase [Rhodococcus equi 103S] ...    87   4e-15 
ref|ZP_06414550.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...    87   4e-15 
gb|ACG80570.1| TfdA [uncultured bacterium]                             87   4e-15 
ref|ZP_06056572.1| alpha-ketoglutarate-dependent taurine dioxyge...    87   4e-15 
emb|CAY27249.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    87   4e-15 
ref|ZP_04640756.1| Alpha-ketoglutarate-dependent taurine dioxyge...    87   4e-15 
gb|ACG80580.1| TfdA [uncultured bacterium]                             87   4e-15 
ref|YP_003611636.1| taurine dioxygenase [Enterobacter cloacae su...    87   4e-15 
gb|ADY81414.1| taurine dioxygenase [Acinetobacter calcoaceticus ...    87   4e-15 
ref|YP_111581.1| taurine dioxygenase [Burkholderia pseudomallei ...    87   4e-15 
emb|CAY27279.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    87   4e-15 
ref|ZP_05968819.1| taurine dioxygenase [Enterobacter cancerogenu...    87   4e-15 
emb|CAY27540.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   4e-15 
emb|CAY27507.1| alpha-KG-dehydrogenase [uncultured bacterium]          87   4e-15 
ref|YP_001683427.1| taurine catabolism dioxygenase TauD/TfdA [Ca...    86   4e-15 
ref|YP_003280390.1| Taurine catabolism dioxygenase TauD/TfdA [Co...    86   4e-15 
emb|CAY27543.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   4e-15 
emb|CAY27472.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   4e-15 
ref|YP_295875.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    86   4e-15 
ref|XP_381837.1| hypothetical protein FG01661.1 [Gibberella zeae...    86   4e-15 
emb|CAY27483.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   4e-15 
ref|ZP_07617352.1| taurine dioxygenase [Escherichia coli TA280]        86   4e-15 
emb|CAY27448.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   4e-15 
ref|YP_001704936.1| putative dioxygenase [Mycobacterium abscessu...    86   4e-15 
ref|NP_106571.1| hypothetical protein mll5998 [Mesorhizobium lot...    86   4e-15 
ref|ZP_07303772.1| taurine catabolism dioxygenase [Streptomyces ...    86   4e-15 
ref|YP_001345668.1| hypothetical protein PSPA7_0272 [Pseudomonas...    86   4e-15 
ref|XP_001383599.2| hypothetical protein PICST_43041 [Schefferso...    86   5e-15 
emb|CAY27338.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   5e-15 
ref|YP_001063217.1| taurine dioxygenase [Burkholderia pseudomall...    86   5e-15 
emb|CAY27534.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   5e-15 
gb|ADZ44154.1| taurine dioxygenase [Yersinia enterocolitica subs...    86   5e-15 
ref|ZP_06690679.1| conserved hypothetical protein [Acinetobacter...    86   5e-15 
ref|ZP_07046346.1| Taurine catabolism dioxygenase TauD/TfdA [Com...    86   5e-15 
ref|ZP_04624706.1| Alpha-ketoglutarate-dependent taurine dioxyge...    86   5e-15 
ref|YP_001504880.1| taurine catabolism dioxygenase TauD/TfdA [Fr...    86   5e-15 
gb|EFW59470.1| Alpha-ketoglutarate-dependent taurine dioxygenase...    86   5e-15 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 30



emb|CAY27434.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   5e-15 
emb|CAY27283.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   5e-15 
gb|AAT51233.1| PA0193 [synthetic construct]                            86   5e-15 
ref|ZP_06842052.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] ...    86   5e-15 
ref|ZP_01617748.1| Taurine dioxygenase [marine gamma proteobacte...    86   5e-15 
emb|CAY27438.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   5e-15 
ref|NP_248883.1| hypothetical protein PA0193 [Pseudomonas aerugi...    86   6e-15 
ref|YP_001909093.1| taurine dioxygenase [Erwinia tasmaniensis Et...    86   6e-15 
ref|YP_002319044.1| taurine dioxygenase [Acinetobacter baumannii...    86   6e-15 
emb|CAY27317.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   6e-15 
gb|ADC34007.1| TfdA-like protein [uncultured bacterium]                86   6e-15 
emb|CAY27442.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   6e-15 
gb|ADC34045.1| TfdA-like protein [uncultured bacterium]                86   7e-15 
ref|YP_309357.1| taurine dioxygenase [Shigella sonnei Ss046] >gi...    86   7e-15 
emb|CAN89617.1| putative taurine dioxygenase [Streptomyces colli...    86   7e-15 
ref|ZP_07952776.1| TfdA family Taurine catabolism dioxygenase Ta...    86   7e-15 
emb|CAY27492.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   7e-15 
emb|CAY27309.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   7e-15 
gb|EFW79602.1| TauD/TfdA family dioxygenase [Pseudomonas syringa...    86   7e-15 
emb|CAY27416.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   7e-15 
ref|YP_273987.1| TauD/TfdA family dioxygenase [Pseudomonas syrin...    86   7e-15 
gb|ADC34020.1| TfdA-like protein [uncultured bacterium]                86   7e-15 
ref|ZP_05639075.1| TauD/TfdA family dioxygenase [Pseudomonas syr...    86   7e-15 
emb|CBJ20068.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    86   8e-15 
gb|ACG80553.1| TfdA [uncultured bacterium] >gi|196482332|gb|ACG8...    86   8e-15 
ref|ZP_02474390.1| putative alpha-ketoglutarate-dependent taurin...    86   8e-15 
emb|CAY27213.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   8e-15 
emb|CAY27410.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   8e-15 
ref|YP_001714059.1| taurine dioxygenase [Acinetobacter baumannii...    86   8e-15 
emb|CAY27480.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   8e-15 
ref|YP_004006885.1| taurine dioxygenase [Rhodococcus equi 103S] ...    86   8e-15 
emb|CAY27505.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   8e-15 
ref|YP_001084475.1| taurine dioxygenase [Acinetobacter baumannii...    86   8e-15 
emb|CAY27266.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   8e-15 
ref|YP_348002.1| taurine dioxygenase [Pseudomonas fluorescens Pf...    86   9e-15 
ref|ZP_08152263.1| TauD/TfdA family dioxygenase [Rhodococcus equ...    86   9e-15 
emb|CAY27467.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   9e-15 
emb|CAY27381.1| alpha-KG-dehydrogenase [uncultured bacterium]          86   9e-15 
ref|ZP_08152264.1| taurine dioxygenase [Rhodococcus equi ATCC 33...    85   9e-15 
ref|ZP_01363100.1| hypothetical protein PaerPA_01000192 [Pseudom...    85   9e-15 
ref|YP_722716.1| taurine dioxygenase [Trichodesmium erythraeum I...    85   1e-14 
ref|YP_558866.1| putative alpha-ketoglutarate-dependent taurine ...    85   1e-14 
ref|YP_002008878.1| taurine dioxygenase [Cupriavidus taiwanensis...    85   1e-14 
ref|ZP_06415883.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...    85   1e-14 
ref|ZP_04662843.1| taurine dioxygenase [Acinetobacter baumannii ...    85   1e-14 
ref|ZP_04382852.1| alpha-ketoglutarate-dependent taurine dioxyge...    85   1e-14 
ref|YP_002767959.1| dioxygenase [Rhodococcus erythropolis PR4] >...    85   1e-14 
emb|CAY27496.1| alpha-KG-dehydrogenase [uncultured bacterium]          85   1e-14 
ref|ZP_04891715.1| putative alpha-ketoglutarate-dependent taurin...    85   1e-14 
ref|ZP_04520779.1| alpha-ketoglutarate-dependent taurine dioxyge...    85   1e-14 
gb|ADC34028.1| TfdA-like protein [uncultured bacterium]                85   1e-14 
ref|ZP_06637645.1| taurine dioxygenase [Serratia odorifera DSM 4...    85   1e-14 
emb|CAY27398.1| alpha-KG-dehydrogenase [uncultured bacterium]          85   1e-14 
emb|CAY27297.1| alpha-KG-dehydrogenase [uncultured bacterium]          85   1e-14 
ref|YP_003491531.1| dioxygenase [Streptomyces scabiei 87.22] >gi...    85   1e-14 
emb|CAY27379.1| alpha-KG-dehydrogenase [uncultured bacterium]          85   1e-14 
ref|YP_112297.1| taurine catabolism dioxygenase TauD, TfdA famil...    85   1e-14 
ref|YP_002780830.1| dioxygenase [Rhodococcus opacus B4] >gi|2262...    85   1e-14 
ref|ZP_07004378.1| Alpha-ketoglutarate-dependent taurine dioxyge...    85   1e-14 
ref|ZP_08155875.1| taurine dioxygenase [Rhodococcus equi ATCC 33...    85   1e-14 
ref|YP_299246.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    85   1e-14 
ref|YP_001206008.1| putative dioxygenase; putative taurine dioxy...    85   1e-14 
ref|YP_583867.1| taurine catabolism dioxygenase TauD/TfdA [Cupri...    85   2e-14 
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ref|YP_788349.1| hypothetical protein PA14_02420 [Pseudomonas ae...    85   2e-14 
ref|YP_003278927.1| Taurine catabolism dioxygenase TauD/TfdA [Co...    84   2e-14 
ref|ZP_05127632.1| alpha-ketoglutarate-dependent taurine dioxyge...    84   2e-14 
ref|ZP_06462103.1| taurine dioxygenase [Pseudomonas syringae pv....    84   2e-14 
emb|CAY27372.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
ref|YP_001439004.1| taurine dioxygenase [Cronobacter sakazakii A...    84   2e-14 
ref|ZP_04636549.1| Alpha-ketoglutarate-dependent taurine dioxyge...    84   2e-14 
ref|ZP_04632718.1| Alpha-ketoglutarate-dependent taurine dioxyge...    84   2e-14 
emb|CAY27365.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
emb|CAY27555.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
ref|ZP_02409593.1| taurine dioxygenase [Burkholderia pseudomalle...    84   2e-14 
emb|CAY27346.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
emb|CAY27342.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    84   2e-14 
gb|ACG80554.1| TfdA [uncultured bacterium]                             84   2e-14 
ref|ZP_06055483.1| taurine dioxygenase [alpha proteobacterium HI...    84   2e-14 
ref|ZP_08206063.1| putative dioxygenase [Gordonia neofelifaecis ...    84   2e-14 
ref|YP_298049.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    84   2e-14 
emb|CAY27231.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
ref|ZP_02503717.1| dioxygenase TauD/TfdA family protein [Burkhol...    84   2e-14 
ref|YP_004117507.1| Taurine dioxygenase [Pantoea sp. At-9b] >gi|...    84   2e-14 
ref|YP_002240174.1| taurine dioxygenase [Klebsiella pneumoniae 3...    84   2e-14 
emb|CAY27523.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
ref|YP_335782.1| taurine dioxygenase [Burkholderia pseudomallei ...    84   2e-14 
ref|ZP_03269249.1| Taurine dioxygenase [Burkholderia sp. H160] >...    84   2e-14 
ref|NP_768765.1| dioxygenase [Bradyrhizobium japonicum USDA 110]...    84   2e-14 
emb|CAY27396.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
ref|ZP_02466907.1| taurine dioxygenase [Burkholderia thailandens...    84   2e-14 
emb|CAY27299.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   2e-14 
ref|YP_001175576.1| taurine dioxygenase [Enterobacter sp. 638] >...    84   2e-14 
ref|YP_714255.1| putative taurine catabolism dioxygenase [Franki...    84   3e-14 
ref|ZP_04383171.1| alpha-ketoglutarate-dependent taurine dioxyge...    84   3e-14 
ref|ZP_03542510.1| Taurine dioxygenase [Comamonas testosteroni K...    84   3e-14 
ref|ZP_06511502.1| dioxygenase [Mycobacterium tuberculosis T92] ...    84   3e-14 
ref|YP_703743.1| taurine dioxygenase [Rhodococcus jostii RHA1] >...    84   3e-14 
ref|ZP_01615851.1| taurine dioxygenase [marine gamma proteobacte...    84   3e-14 
ref|ZP_06660873.1| tauD [Escherichia coli B088] >gi|291324966|gb...    84   3e-14 
emb|CAY27288.1| alpha-KG-dehydrogenase [uncultured bacterium]          84   3e-14 
ref|ZP_05068539.1| alpha-ketoglutarate-dependent 2,4-dichlorophe...    83   3e-14 
emb|CAY27404.1| alpha-KG-dehydrogenase [uncultured bacterium]          83   4e-14 
ref|XP_003042406.1| hypothetical protein NECHADRAFT_97202 [Nectr...    83   4e-14 
ref|YP_003209304.1| taurine dioxygenase [Cronobacter turicensis ...    83   4e-14 
ref|ZP_02487377.1| dioxygenase TauD/TfdA family protein [Burkhol...    83   4e-14 
ref|YP_003645662.1| Taurine dioxygenase [Tsukamurella paurometab...    83   4e-14 
gb|ABL97678.1| taurine dioxygenase [uncultured marine bacterium ...    83   4e-14 
ref|YP_003732553.1| taurine dioxygenase [Acinetobacter sp. DR1] ...    83   4e-14 
ref|YP_004006884.1| taurine dioxygenase [Rhodococcus equi 103S] ...    83   4e-14 
ref|ZP_07043442.1| Taurine catabolism dioxygenase TauD/TfdA [Com...    83   4e-14 
emb|CAY27518.1| alpha-KG-dehydrogenase [uncultured bacterium]          83   4e-14 
ref|ZP_08124447.1| Dioxygenase, TauD/TfdA family protein [Pseudo...    83   5e-14 
ref|NP_746577.1| TauD/TfdA family dioxygenase [Pseudomonas putid...    83   5e-14 
emb|CAY27560.1| alpha-KG-dehydrogenase [uncultured bacterium]          83   5e-14 
emb|CAY27412.1| alpha-KG-dehydrogenase [uncultured bacterium]          83   5e-14 
ref|YP_001333996.1| taurine dioxygenase [Klebsiella pneumoniae s...    83   5e-14 
ref|YP_106556.1| alpha-ketoglutarate-dependent taurine dioxygena...    83   5e-14 
ref|ZP_08022192.1| taurine dioxygenase [Dietzia cinnamea P4] >gi...    83   5e-14 
ref|YP_003364051.1| alpha-ketoglutarate-dependent taurine dioxyg...    83   5e-14 
ref|YP_003766141.1| taurine dioxygenase [Amycolatopsis mediterra...    82   7e-14 
emb|CAY27446.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    82   7e-14 
gb|ADC34039.1| TfdA-like protein [uncultured bacterium]                82   7e-14 
ref|YP_406805.1| taurine dioxygenase [Shigella boydii Sb227] >gi...    82   8e-14 
ref|ZP_07576923.1| Taurine dioxygenase [Sphingobium chlorophenol...    82   8e-14 
ref|NP_767577.1| dioxygenase [Bradyrhizobium japonicum USDA 110]...    82   8e-14 
emb|CAY27465.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    82   8e-14 
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ref|YP_001260879.1| taurine catabolism dioxygenase TauD/TfdA [Sp...    82   8e-14 
emb|CAY27359.1| alpha-KG-dehydrogenase [uncultured bacterium]          82   1e-13 
ref|YP_002781052.1| dioxygenase [Rhodococcus opacus B4] >gi|2262...    82   1e-13 
ref|ZP_04386335.1| alpha-ketoglutarate-dependent taurine dioxyge...    82   1e-13 
ref|YP_004017667.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...    82   1e-13 
gb|ADC33965.1| TfdA-like protein [uncultured bacterium]                82   1e-13 
emb|CAY27470.1| alpha-KG-dehydrogenase [uncultured bacterium]          82   1e-13 
ref|YP_729190.1| Alpha-ketoglutarate-dependent taurine dioxygena...    82   1e-13 
emb|CBK85931.1| Probable taurine catabolism dioxygenase [Enterob...    82   1e-13 
ref|YP_990665.1| alpha-ketoglutarate-dependent taurine dioxygena...    82   1e-13 
ref|ZP_02407529.1| taurine dioxygenase [Burkholderia pseudomalle...    82   1e-13 
emb|CAY27203.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    81   1e-13 
ref|YP_002230865.1| alpha-ketoglutarate-dependent taurine dioxyg...    81   1e-13 
gb|ADC33936.1| TfdA-like protein [uncultured bacterium]                81   2e-13 
ref|YP_003647917.1| Taurine dioxygenase [Tsukamurella paurometab...    81   2e-13 
ref|YP_002767506.1| dioxygenase [Rhodococcus erythropolis PR4] >...    81   2e-13 
ref|YP_002650372.1| taurine dioxygenase [Erwinia pyrifoliae Ep1/...    81   2e-13 
gb|ADC33939.1| TfdA-like protein [uncultured bacterium]                81   2e-13 
emb|CAY27402.1| alpha-KG-dehydrogenase [uncultured bacterium]          81   2e-13 
gb|ACF09927.1| probable taurine catabolism dioxygenase [uncultur...    81   2e-13 
ref|ZP_04382576.1| alpha-ketoglutarate-dependent taurine dioxyge...    81   2e-13 
emb|CAY27383.1| alpha-KG-dehydrogenase [uncultured bacterium]          81   2e-13 
gb|EFQ95338.1| hypothetical protein PTT_06701 [Pyrenophora teres...    81   2e-13 
gb|ADC33935.1| TfdA-like protein [uncultured bacterium] >gi|2850...    81   2e-13 
ref|NP_928338.1| hypothetical protein plu1004 [Photorhabdus lumi...    81   2e-13 
ref|ZP_06057387.1| taurine dioxygenase [Acinetobacter calcoaceti...    81   2e-13 
ref|ZP_06410835.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...    81   2e-13 
emb|CAY27389.1| alpha-KG-dehydrogenase [uncultured bacterium]          81   2e-13 
ref|YP_004017671.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...    81   2e-13 
ref|ZP_06500435.1| taurine dioxygenase [Pseudomonas syringae pv....    81   2e-13 
ref|YP_586543.1| taurine dioxygenase 2-oxoglutarate-dependent [C...    81   2e-13 
gb|ADC34027.1| TfdA-like protein [uncultured bacterium]                80   2e-13 
ref|ZP_01103984.1| Alpha-ketoglutarate-dependent taurine dioxyge...    80   2e-13 
ref|YP_001808308.1| taurine dioxygenase [Burkholderia ambifaria ...    80   2e-13 
ref|XP_388431.1| hypothetical protein FG08255.1 [Gibberella zeae...    80   2e-13 
ref|YP_001704349.1| taurine dioxygenase [Mycobacterium abscessus...    80   2e-13 
ref|YP_004018099.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...    80   2e-13 
emb|CAY27517.1| alpha-KG-dehydrogenase [uncultured bacterium]          80   3e-13 
ref|XP_002148602.1| alpha-ketoglutarate-dependent taurine dioxyg...    80   3e-13 
ref|XP_003042850.1| hypothetical protein NECHADRAFT_86763 [Nectr...    80   3e-13 
emb|CAY27494.1| alpha-KG-dehydrogenase [uncultured bacterium]          80   3e-13 
gb|ADI03640.1| taurine catabolism dioxygenase [Streptomyces bing...    80   3e-13 
gb|ACG80552.1| TfdA [uncultured bacterium]                             80   3e-13 
gb|ADC33937.1| TfdA-like protein [uncultured bacterium]                80   3e-13 
emb|CAY27245.1| alpha-KG-dehydrogenase [uncultured bacterium]          80   3e-13 
ref|ZP_02894534.1| Taurine dioxygenase [Burkholderia ambifaria I...    80   3e-13 
ref|XP_001387107.2| alpha-ketoglutarate catabolism dioxygenase [...    80   3e-13 
gb|ADZ69844.1| Putative taurine dioxygenase protein [Polymorphum...    80   3e-13 
emb|CAY27344.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    80   3e-13 
emb|CAY27311.1| alpha-KG-dehydrogenase [uncultured bacterium]          80   3e-13 
ref|YP_002768589.1| dioxygenase [Rhodococcus erythropolis PR4] >...    80   3e-13 
ref|ZP_07264205.1| taurine dioxygenase [Pseudomonas syringae pv....    80   3e-13 
gb|ACG80577.1| TfdA [uncultured bacterium]                             80   4e-13 
ref|YP_001506858.1| taurine dioxygenase [Frankia sp. EAN1pec] >g...    80   4e-13 
gb|ADC33975.1| TfdA-like protein [uncultured bacterium]                80   4e-13 
emb|CAY27422.1| alpha-KG-dehydrogenase [uncultured bacterium]          80   4e-13 
emb|CAY27501.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    80   4e-13 
ref|ZP_06411856.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...    80   4e-13 
gb|ABR27342.1| TfdA [uncultured bacterium]                             80   4e-13 
ref|YP_298356.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    80   4e-13 
ref|YP_003731487.1| taurine dioxygenase [Acinetobacter sp. DR1] ...    80   4e-13 
ref|ZP_07308884.1| taurine catabolism dioxygenase [Streptomyces ...    80   4e-13 
ref|YP_001791206.1| taurine dioxygenase [Leptothrix cholodnii SP...    80   4e-13 
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ref|XP_001482071.1| hypothetical protein PGUG_05834 [Meyerozyma ...    80   4e-13 
emb|CAY27408.1| alpha-KG-dehydrogenase [uncultured bacterium]          80   4e-13 
emb|CAY27224.1| alpha-KG-dehydrogenase [uncultured bacterium]          80   4e-13 
ref|ZP_08208480.1| taurine dioxygenase [Novosphingobium nitrogen...    80   4e-13 
ref|YP_003609092.1| Taurine dioxygenase [Burkholderia sp. CCGE10...    80   5e-13 
gb|ADC34038.1| TfdA-like protein [uncultured bacterium]                80   5e-13 
ref|ZP_03267080.1| Taurine catabolism dioxygenase TauD/TfdA [Bur...    79   5e-13 
ref|XP_002179018.1| predicted protein [Phaeodactylum tricornutum...    79   5e-13 
ref|YP_004016948.1| taurine dioxygenase [Frankia sp. EuI1c] >gi|...    79   5e-13 
gb|EDK37093.2| hypothetical protein PGUG_01191 [Meyerozyma guill...    79   5e-13 
ref|ZP_07572418.1| Taurine catabolism dioxygenase TauD/TfdA [Sph...    79   5e-13 
ref|XP_001386601.1| hypothetical protein PICST_33987 [Schefferso...    79   6e-13 
ref|YP_369080.1| taurine dioxygenase [Burkholderia sp. 383] >gi|...    79   6e-13 
gb|EFV82889.1| hypothetical protein HMPREF0005_00146 [Achromobac...    79   7e-13 
gb|ACG80566.1| TfdA [uncultured bacterium]                             79   7e-13 
ref|ZP_03822519.1| alpha-ketoglutarate-dependent taurine dioxyge...    79   7e-13 
gb|ADC33972.1| TfdA-like protein [uncultured bacterium]                79   7e-13 
ref|XP_001728977.1| hypothetical protein MGL_3971 [Malassezia gl...    79   7e-13 
ref|YP_003932509.1| taurine dioxygenase, 2-oxoglutarate-dependen...    79   7e-13 
gb|ADC33957.1| TfdA-like protein [uncultured bacterium]                79   7e-13 
ref|YP_773478.1| taurine dioxygenase [Burkholderia ambifaria AMM...    79   7e-13 
gb|ADY82284.1| taurine dioxygenase [Acinetobacter calcoaceticus ...    79   7e-13 
ref|YP_003521938.1| TauD [Pantoea ananatis LMG 20103] >gi|291154...    79   8e-13 
ref|ZP_06411796.1| Taurine dioxygenase [Frankia sp. EUN1f] >gi|2...    79   8e-13 
ref|XP_001883209.1| predicted protein [Laccaria bicolor S238N-H8...    79   8e-13 
ref|YP_234880.1| taurine dioxygenase [Pseudomonas syringae pv. s...    79   8e-13 
emb|CAY27545.1| alpha-KG-dehydrogenase [uncultured bacterium]          79   8e-13 
gb|ADC34034.1| TfdA-like protein [uncultured bacterium]                79   9e-13 
gb|ADC33941.1| TfdA-like protein [uncultured bacterium]                79   9e-13 
ref|YP_001166963.1| taurine dioxygenase [Rhodobacter sphaeroides...    79   1e-12 
ref|XP_001834704.1| alpha-ketoglutarate catabolism dioxygenase [...    79   1e-12 
gb|ACG80559.1| TfdA [uncultured bacterium] >gi|196482328|gb|ACG8...    79   1e-12 
gb|ADC33942.1| TfdA-like protein [uncultured bacterium]                78   1e-12 
ref|YP_002763816.1| dioxygenase [Rhodococcus erythropolis PR4] >...    78   1e-12 
gb|ADP10566.1| taurine dioxygenase [Erwinia sp. Ejp617]                78   1e-12 
ref|YP_003658919.1| taurine dioxygenase [Segniliparus rotundus D...    78   1e-12 
gb|ADC33945.1| TfdA-like protein [uncultured bacterium]                78   1e-12 
gb|ACG80571.1| TfdA [uncultured bacterium]                             78   1e-12 
emb|CAY27370.1| alpha-KG-dehydrogenase [uncultured bacterium]          78   1e-12 
ref|YP_498356.1| taurine catabolism dioxygenase TauD/TfdA [Novos...    78   1e-12 
ref|ZP_08156118.1| taurine dioxygenase [Rhodococcus equi ATCC 33...    78   1e-12 
gb|ADC33940.1| TfdA-like protein [uncultured bacterium]                78   2e-12 
ref|YP_003532757.1| taurine dioxygenase, 2-oxoglutarate-dependen...    78   2e-12 
gb|ADC33967.1| TfdA-like protein [uncultured bacterium]                78   2e-12 
gb|ADC33973.1| TfdA-like protein [uncultured bacterium]                78   2e-12 
ref|YP_948716.1| taurine dioxygenase [Arthrobacter aurescens TC1...    78   2e-12 
ref|YP_004006193.1| taurine dioxygenase [Rhodococcus equi 103S] ...    78   2e-12 
gb|ADC33983.1| TfdA-like protein [uncultured bacterium]                78   2e-12 
gb|ADC33986.1| TfdA-like protein [uncultured bacterium]                77   2e-12 
ref|ZP_08206375.1| taurine dioxygenase [Gordonia neofelifaecis N...    77   2e-12 
emb|CAY27400.1| alpha-KG-dehydrogenase [uncultured bacterium]          77   2e-12 
ref|ZP_07300240.1| taurine dioxygenase [Streptomyces hygroscopic...    77   2e-12 
ref|ZP_07379660.1| Taurine dioxygenase [Pantoea sp. aB] >gi|3043...    77   2e-12 
ref|YP_003101613.1| taurine dioxygenase [Actinosynnema mirum DSM...    77   2e-12 
ref|XP_001270812.1| alpha-ketoglutarate-dependent taurine dioxyg...    77   2e-12 
ref|XP_001382805.1| hypothetical protein PICST_29419 [Schefferso...    77   3e-12 
ref|ZP_05095314.1| Taurine catabolism dioxygenase TauD, TfdA fam...    77   3e-12 
ref|YP_001206266.1| putative alpha-ketoglutarate-dependent tauri...    77   3e-12 
gb|ADD83004.1| PtnO6 [Streptomyces platensis]                          77   3e-12 
gb|EFW99864.1| alpha-ketoglutarate-dependent taurine dioxygenase...    77   3e-12 
ref|ZP_02186847.1| Alpha-ketoglutarate-dependent taurine dioxyge...    77   3e-12 
emb|CAY27332.1| alpha-KG-dehydrogenase [uncultured bacterium]          77   3e-12 
emb|CAY27426.1| alpha-KG-dehydrogenase [uncultured bacterium]          77   3e-12 
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emb|CAY27215.1| alpha-KG-dehydrogenase [uncultured bacterium]          77   3e-12 
gb|EFW71811.1| Alpha-ketoglutarate-dependent taurine dioxygenase...    77   3e-12 
emb|CAY27369.1| alpha-KG-dehydrogenase [uncultured bacterium]          77   3e-12 
gb|ACB30160.1| 2,4-D/alpha-ketoglutarate dioxygenase [Paenibacil...    77   3e-12 
gb|AAD50457.1|AF170704_7 similar to dioxygenase [Streptomyces sp...    77   4e-12 
emb|CAY27229.1| alpha-KG-dehydrogenase [uncultured bacterium]          77   4e-12 
gb|ADC33984.1| TfdA-like protein [uncultured bacterium]                77   4e-12 
ref|YP_003072835.1| taurine dioxygenase [Teredinibacter turnerae...    77   4e-12 
ref|XP_001487814.1| hypothetical protein PGUG_01191 [Meyerozyma ...    77   4e-12 
ref|ZP_02906590.1| Taurine dioxygenase [Burkholderia ambifaria M...    76   4e-12 
ref|XP_002485629.1| alpha-ketoglutarate-dependent taurine dioxyg...    76   4e-12 
ref|YP_002007367.1| taurine dioxygenase; taud/tfda taurine catab...    76   4e-12 
ref|XP_001557971.1| hypothetical protein BC1G_03553 [Botryotinia...    76   4e-12 
ref|XP_001937023.1| alpha-ketoglutarate-dependent taurine dioxyg...    76   5e-12 
ref|XP_760142.1| hypothetical protein UM03995.1 [Ustilago maydis...    76   6e-12 
ref|XP_001396406.1| alpha-ketoglutarate-dependent taurine dioxyg...    76   6e-12 
ref|XP_001935765.1| alpha-ketoglutarate-dependent taurine dioxyg...    76   6e-12 
ref|ZP_05006078.1| taurine dioxygenase [Streptomyces clavuligeru...    76   6e-12 
gb|ADC34002.1| TfdA-like protein [uncultured bacterium]                76   7e-12 
ref|YP_372823.1| taurine dioxygenase [Burkholderia sp. 383] >gi|...    76   7e-12 
emb|CBJ20070.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    76   7e-12 
ref|ZP_02359146.1| taurine dioxygenase [Burkholderia oklahomensi...    76   7e-12 
gb|ADC33938.1| TfdA-like protein [uncultured bacterium]                75   7e-12 
gb|ADC33946.1| TfdA-like protein [uncultured bacterium]                75   7e-12 
ref|ZP_00990204.1| Probable taurine catabolism dioxygenase [Vibr...    75   8e-12 
ref|YP_001625716.1| alkylsulfate dioxygenase (2-oxoglutarate-dep...    75   8e-12 
emb|CAY27319.1| alpha-KG-dehydrogenase [uncultured bacterium]          75   8e-12 
ref|YP_438996.2| taurine dioxygenase [Burkholderia thailandensis...    75   9e-12 
gb|EFQ87300.1| hypothetical protein PTT_17264 [Pyrenophora teres...    75   9e-12 
gb|ACO31277.1| PtmO3 [Streptomyces platensis]                          75   9e-12 
ref|ZP_02384176.1| taurine dioxygenase [Burkholderia thailandens...    75   9e-12 
ref|YP_003940920.1| Taurine dioxygenase [Enterobacter cloacae SC...    75   1e-11 
gb|ACO31282.1| PtmO6 [Streptomyces platensis]                          75   1e-11 
ref|XP_001560734.1| hypothetical protein BC1G_00762 [Botryotinia...    75   1e-11 
ref|YP_001584538.1| taurine dioxygenase [Burkholderia multivoran...    75   1e-11 
ref|XP_001209049.1| conserved hypothetical protein [Aspergillus ...    75   1e-11 
gb|ABC34147.1| alpha-ketoglutarate-dependent taurine dioxygenase...    75   1e-11 
ref|ZP_03585565.1| taurine dioxygenase [Burkholderia multivorans...    75   1e-11 
ref|YP_001239290.1| putative alpha-ketoglutarate-dependent tauri...    75   1e-11 
ref|ZP_07045848.1| Taurine catabolism dioxygenase TauD/TfdA fami...    75   1e-11 
gb|ADC33980.1| TfdA-like protein [uncultured bacterium]                75   1e-11 
ref|ZP_02366215.1| taurine dioxygenase [Burkholderia oklahomensi...    75   1e-11 
ref|XP_001598281.1| hypothetical protein SS1G_00367 [Sclerotinia...    75   2e-11 
ref|NP_826592.1| taurine catabolism dioxygenase [Streptomyces av...    75   2e-11 
ref|XP_001836817.2| alpha-ketoglutarate-dependent taurine dioxyg...    75   2e-11 
gb|ADC33989.1| TfdA-like protein [uncultured bacterium]                75   2e-11 
gb|ADC33944.1| TfdA-like protein [uncultured bacterium]                74   2e-11 
ref|XP_001799620.1| hypothetical protein SNOG_09325 [Phaeosphaer...    74   2e-11 
ref|YP_001777150.1| taurine dioxygenase [Burkholderia cenocepaci...    74   2e-11 
ref|ZP_07576730.1| Taurine catabolism dioxygenase TauD/TfdA [Sph...    74   2e-11 
ref|YP_001834136.1| taurine dioxygenase [Beijerinckia indica sub...    74   2e-11 
ref|YP_002406356.1| taurine dioxygenase, 2-oxoglutarate-dependen...    74   2e-11 
ref|ZP_01742153.1| taurine dioxygenase, 2-oxoglutarate-dependent...    74   2e-11 
ref|NP_962663.1| hypothetical protein MAP3729 [Mycobacterium avi...    74   2e-11 
gb|ADC33963.1| TfdA-like protein [uncultured bacterium]                74   2e-11 
ref|ZP_02370264.1| taurine dioxygenase [Burkholderia thailandens...    74   2e-11 
ref|XP_001397270.2| 2,4-dichlorophenoxyacetate alpha-ketoglutara...    74   2e-11 
ref|ZP_03569866.1| taurine dioxygenase [Burkholderia multivorans...    74   2e-11 
ref|ZP_01864402.1| alpha-ketoglutarate-dependent taurine dioxyge...    74   2e-11 
gb|AAS64591.1| alpha-KG-dependent dioxygenase [uncultured soil b...    74   2e-11 
gb|EDZ70798.1| YLL057Cp-like protein [Saccharomyces cerevisiae A...    74   3e-11 
ref|YP_002233738.1| putative taurine dioxygenase [Burkholderia c...    74   3e-11 
ref|YP_837646.1| taurine dioxygenase [Burkholderia cenocepacia H...    74   3e-11 
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ref|XP_003049797.1| predicted protein [Nectria haematococca mpVI...    74   3e-11 
ref|NP_013043.1| Jlp1p [Saccharomyces cerevisiae S288c] >gi|2497...    74   3e-11 
ref|ZP_06274956.1| Taurine catabolism dioxygenase TauD/TfdA [Str...    74   3e-11 
gb|AAS64584.1| alpha-KG-dependent dioxygenase [uncultured soil b...    74   3e-11 
ref|ZP_04941966.1| Taurine dioxygenase [Burkholderia cenocepacia...    74   3e-11 
gb|EGA57698.1| Jlp1p [Saccharomyces cerevisiae FostersB]               74   3e-11 
ref|XP_681848.1| hypothetical protein AN8579.2 [Aspergillus nidu...    74   3e-11 
gb|EGA77784.1| Jlp1p [Saccharomyces cerevisiae Vin13]                  74   3e-11 
gb|EDV09264.1| alpha-ketoglutarate-dependent sulfonate dioxygena...    74   3e-11 
gb|ADI34062.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    74   3e-11 
ref|XP_457814.2| DEHA2C03036p [Debaryomyces hansenii CBS767] >gi...    74   3e-11 
gb|EGA61415.1| Jlp1p [Saccharomyces cerevisiae FostersO]               74   3e-11 
ref|XP_001834709.1| alpha-ketoglutarate catabolism dioxygenase [...    74   4e-11 
ref|ZP_00515418.1| similar to Probable taurine catabolism dioxyg...    74   4e-11 
ref|ZP_06922104.1| taurine catabolism dioxygenase [Streptomyces ...    73   4e-11 
gb|ABR27328.1| TfdA [uncultured bacterium] >gi|149394950|gb|ABR2...    73   4e-11 
gb|ADC33962.1| TfdA-like protein [uncultured bacterium]                73   4e-11 
gb|ACB30159.1| 2,4-D/alpha-ketoglutarate dioxygenase [Rhodococcu...    73   4e-11 
ref|XP_660564.1| hypothetical protein AN2960.2 [Aspergillus nidu...    73   4e-11 
ref|YP_832515.1| taurine dioxygenase [Arthrobacter sp. FB24] >gi...    73   5e-11 
ref|XP_001834272.1| alpha-ketoglutarate-dependent taurine dioxyg...    73   5e-11 
gb|ADC33953.1| TfdA-like protein [uncultured bacterium]                73   5e-11 
ref|YP_556155.1| putative taurine catabolism dioxygenase TauD/Tf...    73   5e-11 
ref|YP_298736.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    73   5e-11 
ref|XP_002563150.1| Pc20g06210 [Penicillium chrysogenum Wisconsi...    73   5e-11 
gb|EGD74176.1| hypothetical protein PTSG_06184 [Salpingoeca sp. ...    73   6e-11 
ref|ZP_03541596.1| Taurine dioxygenase [Comamonas testosteroni K...    73   6e-11 
gb|EFW97628.1| alpha-ketoglutarate catabolism dioxygenase [Pichi...    72   7e-11 
ref|YP_001237505.1| putative taurine dioxygenase, 2-oxoglutarate...    72   7e-11 
gb|EGD03387.1| taurine dioxygenase [Burkholderia sp. TJI49]            72   7e-11 
ref|ZP_06844898.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] ...    72   7e-11 
gb|ADC33960.1| TfdA-like protein [uncultured bacterium]                72   9e-11 
ref|YP_002486908.1| Taurine dioxygenase [Arthrobacter chlorophen...    72   9e-11 
ref|XP_001525134.1| conserved hypothetical protein [Lodderomyces...    72   9e-11 
ref|XP_003052895.1| predicted protein [Nectria haematococca mpVI...    72   1e-10 
gb|ADC33951.1| TfdA-like protein [uncultured bacterium]                72   1e-10 
dbj|BAG68904.1| hypothetical protein [Schizosaccharomyces pombe]       72   1e-10 
ref|YP_298943.1| taurine dioxygenase [Ralstonia eutropha JMP134]...    72   1e-10 
gb|ADC33949.1| TfdA-like protein [uncultured bacterium]                72   1e-10 
gb|ACG80548.1| TfdA [uncultured bacterium]                             72   1e-10 
gb|ADI21798.1| probable taurine catabolism dioxygenase [uncultur...    71   1e-10 
ref|YP_004019220.1| taurine catabolism dioxygenase TauD/TfdA [Fr...    71   1e-10 
ref|YP_552626.1| taurine dioxygenase [Burkholderia xenovorans LB...    71   1e-10 
ref|XP_001903417.1| hypothetical protein [Podospora anserina S m...    71   1e-10 
emb|CBJ18784.1| alpha-ketoglutarate dioxygenase-like protein [un...    71   1e-10 
ref|XP_001387108.1| Fe(II)-dependent sulfonate/alpha-ketoglutara...    71   1e-10 
gb|ADC33987.1| TfdA-like protein [uncultured bacterium]                71   1e-10 
gb|EFQ31073.1| TfdA family Taurine catabolism dioxygenase TauD [...    71   1e-10 
gb|ADC34042.1| TfdA-like protein [uncultured bacterium]                71   2e-10 
ref|XP_003004622.1| alpha-ketoglutarate-dependent sulfonate diox...    71   2e-10 
ref|YP_587951.1| taurine dioxygenase 2-oxoglutarate-dependent [C...    71   2e-10 
ref|XP_502948.1| YALI0D17622p [Yarrowia lipolytica] >gi|49648816...    71   2e-10 
ref|YP_003279809.1| Taurine catabolism dioxygenase TauD/TfdA [Co...    71   2e-10 
gb|ABR27308.1| TfdA [uncultured bacterium] >gi|149394910|gb|ABR2...    71   2e-10 
emb|CBJ18839.1| alpha-ketoglutarate dioxygenase-like protein [un...    71   2e-10 
gb|AAS64592.1| alpha-KG-dependent dioxygenase [uncultured soil b...    71   2e-10 
gb|ADC33954.1| TfdA-like protein [uncultured bacterium]                71   2e-10 
gb|ACG80567.1| TfdA [uncultured bacterium]                             71   2e-10 
gb|ADC33955.1| TfdA-like protein [uncultured bacterium]                71   2e-10 
ref|XP_001263646.1| alpha-ketoglutarate-dependent taurine dioxyg...    71   2e-10 
ref|XP_001816593.2| alpha-ketoglutarate-dependent taurine dioxyg...    71   2e-10 
ref|XP_001397508.2| alpha-ketoglutarate-dependent taurine dioxyg...    71   2e-10 
ref|XP_716238.1| potential taurine catabolic dioxygenase [Candid...    71   2e-10 
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ref|XP_716155.1| potential taurine catabolic dioxygenase [Candid...    71   2e-10 
emb|CAY81185.1| Jlp1p [Saccharomyces cerevisiae EC1118]                70   2e-10 
ref|XP_775060.1| hypothetical protein CNBE5360 [Cryptococcus neo...    70   3e-10 
ref|YP_002007493.1| alpha-ketoglutarate-dependent taurine dioxyg...    70   3e-10 
gb|ADC33948.1| TfdA-like protein [uncultured bacterium]                70   3e-10 
emb|CBJ18844.1| alpha-ketoglutarate dioxygenase-like protein [un...    70   3e-10 
gb|ADC34021.1| TfdA-like protein [uncultured bacterium]                70   3e-10 
emb|CBJ18740.1| alpha-ketoglutarate dioxygenase-like protein [un...    70   3e-10 
gb|ABR27316.1| TfdA [uncultured bacterium] >gi|149394926|gb|ABR2...    70   3e-10 
ref|ZP_07280249.1| taurine catabolism dioxygenase [Streptomyces ...    70   3e-10 
ref|ZP_01461615.1| putative dioxygenase [Stigmatella aurantiaca ...    70   3e-10 
gb|ABR27323.1| TfdA [uncultured bacterium] >gi|149394940|gb|ABR2...    70   4e-10 
emb|CBJ18751.1| alpha-ketoglutarate dioxygenase-like protein [un...    70   4e-10 
gb|ADC34029.1| TfdA-like protein [uncultured bacterium]                70   4e-10 
gb|ADC33947.1| TfdA-like protein [uncultured bacterium]                70   4e-10 
ref|XP_003000766.1| alpha-ketoglutarate-dependent sulfonate diox...    70   4e-10 
ref|XP_003192522.1| taurine dioxygenase [Cryptococcus gattii WM2...    70   4e-10 
ref|XP_002422326.1| alpha-ketoglutarate-dependent sulfonate diox...    70   4e-10 
ref|XP_571061.1| hypothetical protein [Cryptococcus neoformans v...    70   4e-10 
ref|XP_002372616.1| alpha-ketoglutarate-dependent taurine dioxyg...    70   4e-10 
emb|CBJ18803.1| alpha-ketoglutarate dioxygenase-like protein [un...    70   4e-10 
ref|YP_004243121.1| taurine catabolism dioxygenase [Arthrobacter...    70   4e-10 
gb|ADC34046.1| TfdA-like protein [uncultured bacterium]                70   4e-10 
gb|EFQ34669.1| TfdA family Taurine catabolism dioxygenase TauD [...    70   4e-10 
emb|CBJ18756.1| alpha-ketoglutarate dioxygenase-like protein [un...    70   4e-10 
emb|CBJ18795.1| alpha-ketoglutarate dioxygenase-like protein [un...    70   5e-10 
ref|XP_002614428.1| hypothetical protein CLUG_05914 [Clavispora ...    70   5e-10 
ref|XP_001215509.1| conserved hypothetical protein [Aspergillus ...    70   5e-10 
gb|ADC33974.1| TfdA-like protein [uncultured bacterium]                70   5e-10 
ref|XP_505767.1| YALI0F22825p [Yarrowia lipolytica] >gi|49651637...    69   5e-10 
ref|XP_002502918.1| predicted protein [Micromonas sp. RCC299] >g...    69   5e-10 
gb|EDP53557.1| alpha-ketoglutarate-dependent taurine dioxygenase...    69   5e-10 
gb|ADC33959.1| TfdA-like protein [uncultured bacterium]                69   6e-10 
emb|CAY27490.1| alpha-KG-dehydrogenase [uncultured bacterium]          69   6e-10 
gb|ADC34032.1| TfdA-like protein [uncultured bacterium]                69   6e-10 
ref|XP_002487959.1| alpha-ketoglutarate-dependent taurine dioxyg...    69   6e-10 
ref|ZP_04967409.1| dioxygenase TauD/TfdA family [Burkholderia ps...    69   6e-10 
emb|CBJ18907.1| alpha-ketoglutarate dioxygenase-like protein [un...    69   6e-10 
gb|EFY95010.1| alpha-ketoglutarate-dependent taurine dioxygenase...    69   6e-10 
emb|CAY27357.1| alpha-KG-dehydrogenase [uncultured bacterium]          69   6e-10 
emb|CBJ18759.1| alpha-ketoglutarate dioxygenase-like protein [un...    69   7e-10 
ref|XP_001820787.2| alpha-ketoglutarate-dependent taurine dioxyg...    69   7e-10 
emb|CAY27420.1| alpha-KG-dehydrogenase [uncultured bacterium]          69   7e-10 
emb|CBJ18754.1| alpha-ketoglutarate dioxygenase-like protein [un...    69   7e-10 
ref|XP_002836505.1| hypothetical protein [Tuber melanosporum Mel...    69   7e-10 
ref|YP_003951319.1| Taurine catabolism dioxygenase TauD/TfdA [St...    69   8e-10 
ref|ZP_08227343.1| putative taurine catabolism dioxygenase [Stre...    69   8e-10 
emb|CAY27452.1| alpha-KG-dehydrogenase [uncultured bacterium]          69   8e-10 
ref|XP_002376513.1| alpha-ketoglutarate-dependent sulfonate diox...    69   8e-10 
ref|YP_001826806.1| putative taurine catabolism dioxygenase [Str...    69   8e-10 
emb|CAY27378.1| alpha-KG-dehydrogenase [uncultured bacterium]          69   8e-10 
emb|CBJ18720.1| alpha-ketoglutarate dioxygenase-like protein [un...    69   9e-10 
emb|CBJ18782.1| alpha-ketoglutarate dioxygenase-like protein [un...    69   9e-10 
gb|AAR38315.1| alpha-ketoglutarate-dependent taurine dioxygenase...    69   9e-10 
gb|ADC33982.1| TfdA-like protein [uncultured bacterium]                69   9e-10 
gb|AAS64586.1| alpha-KG-dependent dioxygenase [uncultured soil b...    69   9e-10 
emb|CBJ18765.1| alpha-ketoglutarate dioxygenase-like protein [un...    69   9e-10 
ref|XP_001794409.1| hypothetical protein SNOG_03864 [Phaeosphaer...    69   9e-10 
ref|XP_001258733.1| alpha-ketoglutarate-dependent taurine dioxyg...    69   9e-10 
emb|CBJ19170.1| alpha-ketoglutarate dioxygenase-like protein [un...    69   1e-09 
gb|ADC34014.1| TfdA-like protein [uncultured bacterium]                69   1e-09 
ref|XP_001387045.1| predicted protein [Scheffersomyces stipitis ...    69   1e-09 
ref|XP_569951.1| taurine dioxygenase [Cryptococcus neoformans va...    69   1e-09 
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gb|EFW99341.1| alpha-ketoglutarate-dependent taurine dioxygenase...    69   1e-09 
ref|XP_001801455.1| hypothetical protein SNOG_11212 [Phaeosphaer...    69   1e-09 
emb|CBJ18969.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   1e-09 
ref|XP_754818.2| alpha-ketoglutarate-dependent taurine dioxygena...    68   1e-09 
gb|AAS64598.1| alpha-KG-dependent dioxygenase [uncultured soil b...    68   1e-09 
ref|XP_001031479.1| hypothetical protein TTHERM_00823770 [Tetrah...    68   1e-09 
emb|CBJ18774.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   1e-09 
ref|XP_569491.1| sulfonate dioxygenase [Cryptococcus neoformans ...    68   1e-09 
emb|CBJ18760.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   1e-09 
gb|ADC33966.1| TfdA-like protein [uncultured bacterium]                68   1e-09 
ref|XP_003042297.1| predicted protein [Nectria haematococca mpVI...    68   1e-09 
gb|AAS64593.1| alpha-KG-dependent dioxygenase [uncultured soil b...    68   1e-09 
ref|YP_002799362.1| TauD/TfdA family taurine catabolism dioxygen...    68   1e-09 
gb|ADC34026.1| TfdA-like protein [uncultured bacterium]                68   1e-09 
ref|XP_002152850.1| alpha-ketoglutarate-dependent taurine dioxyg...    68   1e-09 
emb|CBJ18836.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   1e-09 
emb|CBJ18778.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   1e-09 
ref|XP_748422.1| alpha-ketoglutarate-dependent taurine dioxygena...    68   2e-09 
emb|CBJ18775.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   2e-09 
ref|XP_659804.1| hypothetical protein AN2200.2 [Aspergillus nidu...    68   2e-09 
gb|ACG80578.1| TfdA [uncultured bacterium]                             68   2e-09 
ref|XP_001273439.1| alpha-ketoglutarate-dependent taurine dioxyg...    68   2e-09 
emb|CBJ19198.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   2e-09 
ref|XP_001483210.1| hypothetical protein PGUG_05165 [Meyerozyma ...    68   2e-09 
emb|CBJ18750.1| alpha-ketoglutarate dioxygenase-like protein [un...    68   2e-09 
ref|ZP_01692308.1| putative dioxygenase [Microscilla marina ATCC...    68   2e-09 
ref|XP_001261550.1| alpha-ketoglutarate-dependent taurine dioxyg...    68   2e-09 
ref|ZP_02414615.1| putative alpha-ketoglutarate-dependent taurin...    67   2e-09 
ref|ZP_03545787.1| Taurine dioxygenase [Comamonas testosteroni K...    67   2e-09 
ref|ZP_02484885.1| putative alpha-ketoglutarate-dependent taurin...    67   2e-09 
emb|CBJ18745.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   2e-09 
gb|ADI34074.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    67   2e-09 
ref|XP_001389970.1| alpha-ketoglutarate-dependent taurine dioxyg...    67   2e-09 
gb|ADI34073.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    67   2e-09 
emb|CAY25791.1| alpha-KG-dehydrogenase [uncultured bacterium]          67   2e-09 
ref|YP_713492.1| putative taurine dioxygenase [Frankia alni ACN1...    67   2e-09 
emb|CBJ18744.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   3e-09 
ref|XP_001816815.2| alpha-ketoglutarate-dependent sulfonate diox...    67   3e-09 
ref|YP_728585.1| taurine catabolism dioxygenase [Ralstonia eutro...    67   3e-09 
emb|CAY27450.1| alpha-KG-dehydrogenase [uncultured bacterium]          67   3e-09 
ref|ZP_08209666.1| taurine dioxygenase [Novosphingobium nitrogen...    67   3e-09 
gb|EFY87660.1| alpha-ketoglutarate-dependent taurine dioxygenase...    67   3e-09 
gb|ADC34009.1| TfdA-like protein [uncultured bacterium]                67   3e-09 
emb|CBJ18952.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   3e-09 
ref|XP_001483830.1| hypothetical protein PGUG_04559 [Meyerozyma ...    67   3e-09 
emb|CBJ18724.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   3e-09 
gb|EDK40461.2| hypothetical protein PGUG_04559 [Meyerozyma guill...    67   3e-09 
ref|YP_001701411.1| putative dioxygenase [Mycobacterium abscessu...    67   3e-09 
emb|CBJ18733.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   3e-09 
ref|YP_841050.1| taurine catabolism dioxygenase [Ralstonia eutro...    67   3e-09 
ref|XP_384843.1| hypothetical protein FG04667.1 [Gibberella zeae...    67   3e-09 
emb|CBJ18723.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   3e-09 
emb|CBJ18732.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   3e-09 
gb|EFX01178.1| alpha-ketoglutarate-dependent sulfonate dioxygena...    67   3e-09 
emb|CBJ19174.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   3e-09 
ref|XP_388516.1| hypothetical protein FG08340.1 [Gibberella zeae...    67   3e-09 
emb|CBJ18743.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
emb|CBJ18849.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
emb|CBJ19206.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
ref|YP_003060914.1| Taurine dioxygenase [Hirschia baltica ATCC 4...    67   4e-09 
gb|AAS64595.1| alpha-KG-dependent dioxygenase [uncultured soil b...    67   4e-09 
emb|CBJ19175.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
emb|CBJ18828.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
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emb|CBJ18763.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
emb|CBJ19203.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
emb|CBJ18796.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
ref|XP_003006979.1| alpha-ketoglutarate-dependent sulfonate diox...    67   4e-09 
emb|CBJ19055.1| alpha-ketoglutarate dioxygenase-like protein [un...    67   4e-09 
ref|XP_002153466.1| alpha-ketoglutarate-dependent taurine dioxyg...    67   4e-09 
gb|ADC33969.1| TfdA-like protein [uncultured bacterium]                67   4e-09 
gb|EDP48989.1| alpha-ketoglutarate-dependent taurine dioxygenase...    67   4e-09 
emb|CBJ18779.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   4e-09 
emb|CBJ18729.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   4e-09 
emb|CBJ18870.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   5e-09 
gb|ADC33976.1| TfdA-like protein [uncultured bacterium]                66   5e-09 
emb|CBJ18739.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   5e-09 
ref|XP_459245.1| DEHA2D17446p [Debaryomyces hansenii CBS767] >gi...    66   5e-09 
gb|EFW97202.1| taurine catabolism dioxygenase [Pichia angusta DL-1]    66   5e-09 
ref|YP_003344598.1| taurine dioxygenase [Streptosporangium roseu...    66   5e-09 
emb|CBJ18776.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   5e-09 
gb|EFQ86963.1| hypothetical protein PTT_17760 [Pyrenophora teres...    66   6e-09 
emb|CBJ18738.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   6e-09 
emb|CBJ18721.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   6e-09 
ref|XP_002486586.1| alpha-ketoglutarate-dependent taurine dioxyg...    66   6e-09 
emb|CBJ18837.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   6e-09 
emb|CBJ19213.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   6e-09 
emb|CBJ18853.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   6e-09 
ref|XP_748907.1| alpha-ketoglutarate-dependent taurine dioxygena...    66   6e-09 
ref|XP_001804284.1| hypothetical protein SNOG_14085 [Phaeosphaer...    66   6e-09 
emb|CBJ18741.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   7e-09 
emb|CBJ18749.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   7e-09 
gb|ACR50790.1| putative oxidoreductase [Streptomyces longisporof...    66   7e-09 
ref|XP_003052483.1| hypothetical protein NECHADRAFT_77499 [Nectr...    66   7e-09 
emb|CBJ18777.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   7e-09 
emb|CBJ18914.1| alpha-ketoglutarate dioxygenase-like protein [un...    66   7e-09 
ref|XP_001031478.1| Taurine catabolism dioxygenase TauD, TfdA fa...    65   8e-09 
dbj|BAE58785.1| unnamed protein product [Aspergillus oryzae]           65   8e-09 
emb|CBJ18975.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   8e-09 
gb|EDP48444.1| alpha-ketoglutarate-dependent taurine dioxygenase...    65   8e-09 
gb|ADC33977.1| TfdA-like protein [uncultured bacterium] >gi|2850...    65   8e-09 
gb|ABD39118.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    65   8e-09 
gb|AAS64585.1| alpha-KG-dependent dioxygenase [uncultured soil b...    65   8e-09 
emb|CBJ19168.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   8e-09 
emb|CBJ19044.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   8e-09 
ref|XP_001227262.1| hypothetical protein CHGG_09335 [Chaetomium ...    65   9e-09 
ref|XP_457378.2| DEHA2B09768p [Debaryomyces hansenii CBS767] >gi...    65   9e-09 
emb|CBJ18974.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   9e-09 
emb|CBJ18813.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   9e-09 
emb|CBJ18737.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   1e-08 
emb|CBJ18753.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   1e-08 
ref|XP_001482070.1| hypothetical protein PGUG_05833 [Meyerozyma ...    65   1e-08 
gb|ADC33950.1| TfdA-like protein [uncultured bacterium]                65   1e-08 
ref|XP_001273815.1| alpha-ketoglutarate-dependent taurine dioxyg...    65   1e-08 
emb|CBJ18829.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   1e-08 
emb|CBJ18819.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   1e-08 
gb|ACG80583.1| TfdA [uncultured bacterium]                             65   1e-08 
ref|XP_002548797.1| alpha-ketoglutarate-dependent sulfonate diox...    65   1e-08 
emb|CBJ18973.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   1e-08 
ref|XP_001939295.1| alpha-ketoglutarate-dependent taurine dioxyg...    65   1e-08 
dbj|BAB92967.1| alpha KG dependent 2,4-D dioxygenase [alpha prot...    65   1e-08 
ref|XP_001193736.1| PREDICTED: hypothetical protein [Strongyloce...    65   1e-08 
ref|XP_002497214.1| ZYRO0F00286p [Zygosaccharomyces rouxii] >gi|...    65   1e-08 
gb|EFQ87965.1| hypothetical protein PTT_16348 [Pyrenophora teres...    65   1e-08 
ref|XP_002562688.1| Pc20g01290 [Penicillium chrysogenum Wisconsi...    65   1e-08 
emb|CBJ18735.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   1e-08 
gb|EFW97392.1| taurine catabolism dioxygenase [Pichia angusta DL-1]    65   1e-08 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 39



emb|CBJ19204.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   1e-08 
ref|XP_001391238.1| alpha-ketoglutarate-dependent taurine dioxyg...    65   1e-08 
emb|CAY25793.1| alpha-KG-dehydrogenase [uncultured bacterium]          65   1e-08 
ref|YP_003743531.1| Taurine dioxygenase, N-terminal fragment [Er...    65   1e-08 
ref|XP_003040888.1| hypothetical protein NECHADRAFT_97607 [Nectr...    65   2e-08 
emb|CBJ19210.1| alpha-ketoglutarate dioxygenase-like protein [un...    65   2e-08 
emb|CBJ18821.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   2e-08 
emb|CBJ18746.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   2e-08 
emb|CBJ18722.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   2e-08 
ref|XP_746985.1| alpha-ketoglutarate-dependent taurine dioxygena...    64   2e-08 
ref|XP_001818415.2| alpha-ketoglutarate-dependent taurine dioxyg...    64   2e-08 
emb|CAY67032.1| Alpha-ketoglutarate-dependent sulfonate dioxygen...    64   2e-08 
emb|CBJ18770.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   2e-08 
ref|XP_003043934.1| hypothetical protein NECHADRAFT_76975 [Nectr...    64   2e-08 
gb|ADC33971.1| TfdA-like protein [uncultured bacterium]                64   2e-08 
ref|XP_002617710.1| hypothetical protein CLUG_03154 [Clavispora ...    64   2e-08 
ref|XP_001906307.1| hypothetical protein [Podospora anserina S m...    64   2e-08 
ref|XP_002567705.1| Pc21g06600 [Penicillium chrysogenum Wisconsi...    64   2e-08 
dbj|BAE54591.1| unnamed protein product [Aspergillus oryzae]           64   3e-08 
emb|CBJ19018.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   3e-08 
ref|XP_002383506.1| alpha-ketoglutarate-dependent taurine dioxyg...    64   3e-08 
ref|YP_001263745.1| taurine dioxygenase [Sphingomonas wittichii ...    64   3e-08 
ref|XP_002150987.1| TfdA family taurine dioxygenase, putative [P...    64   3e-08 
emb|CBJ18752.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   3e-08 
ref|XP_001593138.1| hypothetical protein SS1G_06060 [Sclerotinia...    64   3e-08 
emb|CBJ19021.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   3e-08 
ref|XP_001593310.1| hypothetical protein SS1G_06232 [Sclerotinia...    64   3e-08 
gb|ABD39120.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    64   3e-08 
emb|CBJ18950.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   3e-08 
gb|ADC33981.1| TfdA-like protein [uncultured bacterium]                64   3e-08 
emb|CBI54184.1| unnamed protein product [Sordaria macrospora]          64   3e-08 
emb|CBJ18767.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   4e-08 
emb|CBJ19209.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   4e-08 
emb|CBJ18768.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   4e-08 
emb|CBJ18728.1| alpha-ketoglutarate dioxygenase-like protein [un...    64   4e-08 
ref|XP_001803696.1| hypothetical protein SNOG_13485 [Phaeosphaer...    63   4e-08 
ref|YP_003276123.1| Taurine catabolism dioxygenase TauD/TfdA [Co...    63   4e-08 
emb|CBJ18725.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   4e-08 
emb|CBJ18956.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   4e-08 
ref|XP_001828620.2| alpha-ketoglutarate-dependent sulfonate diox...    63   4e-08 
gb|EGB09898.1| hypothetical protein AURANDRAFT_62958 [Aureococcu...    63   4e-08 
emb|CBJ18808.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   4e-08 
emb|CBJ18987.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   4e-08 
emb|CBJ18742.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   5e-08 
emb|CBJ18726.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   5e-08 
emb|CBJ18868.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   5e-08 
ref|XP_001525561.1| alpha-ketoglutarate-dependent sulfonate diox...    63   5e-08 
ref|ZP_07044532.1| Taurine catabolism dioxygenase TauD/TfdA [Com...    63   5e-08 
emb|CBJ18971.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   5e-08 
emb|CBJ18789.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   5e-08 
emb|CAY27234.1| alpha-KG-dehydrogenase [uncultured bacterium]          63   5e-08 
ref|XP_001836179.1| alpha-ketoglutarate-dependent sulfonate diox...    63   5e-08 
emb|CBJ18785.1| alpha-ketoglutarate dioxygenase-like protein [un...    63   6e-08 
emb|CBJ18727.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   7e-08 
ref|ZP_02189793.1| putative alpha-ketoglutarate-dependent taurin...    62   7e-08 
emb|CBI56031.1| unnamed protein product [Sordaria macrospora]          62   7e-08 
emb|CBJ18736.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   7e-08 
ref|XP_456245.1| hypothetical protein [Kluyveromyces lactis NRRL...    62   7e-08 
gb|ABD39112.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    62   7e-08 
ref|ZP_06496700.1| taurine catabolism dioxygenase [Pseudomonas s...    62   8e-08 
gb|ABD39116.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    62   8e-08 
ref|XP_001830736.2| alpha-ketoglutarate-dependent taurine dioxyg...    62   8e-08 
emb|CBJ19178.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   8e-08 
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ref|YP_237385.1| taurine catabolism dioxygenase [Pseudomonas syr...    62   9e-08 
ref|XP_001409620.1| hypothetical protein MGG_12505 [Magnaporthe ...    62   9e-08 
ref|XP_661715.1| hypothetical protein AN4111.2 [Aspergillus nidu...    62   9e-08 
gb|ABD39117.2| alpha-ketoglutarate dioxygenase [uncultured bacte...    62   9e-08 
emb|CBJ18855.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   9e-08 
emb|CBJ18897.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   9e-08 
ref|XP_002615194.1| hypothetical protein CLUG_05209 [Clavispora ...    62   1e-07 
gb|ABD39115.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    62   1e-07 
emb|CAK42812.1| unnamed protein product [Aspergillus niger]            62   1e-07 
gb|ABD39111.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    62   1e-07 
emb|CBJ18747.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   1e-07 
ref|XP_454600.1| hypothetical protein [Kluyveromyces lactis NRRL...    62   1e-07 
emb|CBJ18874.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   1e-07 
gb|EFW97400.1| TfdA family taurine dioxygenase, putative [Pichia...    62   1e-07 
emb|CBJ18941.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   1e-07 
ref|XP_001584962.1| hypothetical protein SS1G_14059 [Sclerotinia...    62   1e-07 
emb|CBJ18783.1| alpha-ketoglutarate dioxygenase-like protein [un...    62   1e-07 
emb|CBJ18748.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   1e-07 
ref|XP_002740180.1| PREDICTED: hypothetical protein [Saccoglossu...    61   1e-07 
emb|CBJ18867.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
dbj|BAD15042.1| hypothetical protein [Bradyrhizobium sp. BDV5419]      61   2e-07 
emb|CBJ19194.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
ref|NP_302343.1| putative oxidoreductase [Mycobacterium leprae T...    61   2e-07 
emb|CBJ18811.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
ref|ZP_06477056.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...    61   2e-07 
ref|XP_001394064.1| alpha-ketoglutarate-dependent taurine dioxyg...    61   2e-07 
emb|CBJ19211.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
emb|CBJ18766.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
emb|CBJ19184.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
ref|ZP_04588005.1| TauD/TfdA family dioxygenase [Pseudomonas syr...    61   2e-07 
ref|ZP_07308634.1| alpha-ketoglutarate-dependent taurine dioxyge...    61   2e-07 
emb|CBJ19014.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
ref|XP_002147238.1| alpha-ketoglutarate-dependent sulfonate diox...    61   2e-07 
ref|YP_003766480.1| taurine dioxygenase [Amycolatopsis mediterra...    61   2e-07 
emb|CBJ19208.1| alpha-ketoglutarate dioxygenase-like protein [un...    61   2e-07 
gb|ABN51234.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate di...    60   2e-07 
ref|XP_459311.1| DEHA2D18986p [Debaryomyces hansenii CBS767] >gi...    60   2e-07 
ref|XP_001268478.1| TfdA family taurine dioxygenase, putative [A...    60   3e-07 
ref|NP_983695.2| ACR293Cp [Ashbya gossypii ATCC 10895] >gi|29978...    60   3e-07 
ref|XP_001830759.2| alpha-ketoglutarate-dependent taurine dioxyg...    60   3e-07 
ref|XP_001526244.1| hypothetical protein LELG_02802 [Lodderomyce...    60   3e-07 
ref|XP_360574.1| hypothetical protein MGG_03117 [Magnaporthe ory...    60   3e-07 
ref|XP_001821088.1| alpha-ketoglutarate-dependent sulfonate diox...    60   3e-07 
ref|YP_003899861.1| Taurine catabolism dioxygenase TauD/TfdA [Cy...    60   3e-07 
ref|XP_001221616.1| conserved hypothetical protein [Chaetomium g...    60   3e-07 
emb|CAY25737.1| alpha-KG-dehydrogenase [uncultured bacterium]          60   3e-07 
gb|ADI34063.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    60   3e-07 
emb|CAY25758.1| alpha-KG-dehydrogenase [uncultured bacterium]          60   3e-07 
ref|NP_001191877.1| hypothetical protein LOC100163446 [Acyrthosi...    60   3e-07 
ref|ZP_06861621.1| Taurine dioxygenase [Citromicrobium bathyomar...    60   4e-07 
emb|CBJ19164.1| alpha-ketoglutarate dioxygenase-like protein [un...    60   4e-07 
ref|XP_002376836.1| alpha-ketoglutarate-dependent sulfonate diox...    60   4e-07 
dbj|BAD15034.1| hypothetical protein [Bradyrhizobium elkanii USD...    60   4e-07 
ref|ZP_07964195.1| TfdA family Taurine catabolism dioxygenase Ta...    60   4e-07 
ref|XP_003009781.1| alpha-ketoglutarate-dependent taurine dioxyg...    60   4e-07 
ref|XP_001387469.1| taurine catabolism dioxygenase [Scheffersomy...    60   4e-07 
emb|CBJ18771.1| alpha-ketoglutarate dioxygenase-like protein [un...    60   4e-07 
emb|CBJ19181.1| alpha-ketoglutarate dioxygenase-like protein [un...    60   4e-07 
emb|CBJ19183.1| alpha-ketoglutarate dioxygenase-like protein [un...    60   4e-07 
ref|NP_214611.1| oxidoreductase [Mycobacterium tuberculosis H37R...    60   5e-07 
emb|CBJ18780.1| alpha-ketoglutarate dioxygenase-like protein [un...    60   5e-07 
ref|YP_001417667.1| taurine dioxygenase [Xanthobacter autotrophi...    60   5e-07 
ref|XP_001558157.1| hypothetical protein BC1G_03189 [Botryotinia...    60   5e-07 
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ref|XP_002376025.1| alpha-ketoglutarate-dependent sulfonate diox...    60   5e-07 
ref|XP_003030923.1| hypothetical protein SCHCODRAFT_56708 [Schiz...    59   5e-07 
emb|CBJ18858.1| alpha-ketoglutarate dioxygenase-like protein [un...    59   5e-07 
ref|XP_002836921.1| hypothetical protein [Tuber melanosporum Mel...    59   5e-07 
ref|XP_664343.1| hypothetical protein AN6739.2 [Aspergillus nidu...    59   6e-07 
emb|CBJ18772.1| alpha-ketoglutarate dioxygenase-like protein [un...    59   6e-07 
ref|XP_002376500.1| alpha-ketoglutarate-dependent taurine dioxyg...    59   6e-07 
ref|ZP_07421035.1| oxidoreductase [Mycobacterium tuberculosis SU...    59   6e-07 
ref|YP_003039151.1| taurine dioxygenase, 2-oxoglutarate-dependen...    59   6e-07 
emb|CBJ19201.1| alpha-ketoglutarate dioxygenase-like protein [un...    59   6e-07 
ref|XP_001820775.1| alpha-ketoglutarate-dependent taurine dioxyg...    59   6e-07 
ref|XP_962940.1| hypothetical protein NCU07819 [Neurospora crass...    59   6e-07 
emb|CBJ18919.1| alpha-ketoglutarate dioxygenase-like protein [un...    59   6e-07 
emb|CAY27326.1| alpha-KG-dehydrogenase [uncultured bacterium]          59   6e-07 
ref|XP_001805839.1| hypothetical protein SNOG_15699 [Phaeosphaer...    59   6e-07 
ref|XP_001727715.2| tfdA family taurine dioxygenase [Aspergillus...    59   7e-07 
emb|CAY25785.1| alpha-KG-dehydrogenase [uncultured bacterium]          59   7e-07 
emb|CBJ19188.1| alpha-ketoglutarate dioxygenase-like protein [un...    59   7e-07 
ref|XP_962844.2| hypothetical protein NCU07610 [Neurospora crass...    59   7e-07 
ref|XP_500006.1| YALI0A12177p [Yarrowia lipolytica] >gi|49645871...    59   8e-07 
gb|EFQ34526.1| TfdA family Taurine catabolism dioxygenase TauD [...    59   8e-07 
ref|XP_001383149.1| taurine catabolism dioxygenase [Scheffersomy...    59   8e-07 
ref|XP_001905437.1| hypothetical protein [Podospora anserina S m...    59   8e-07 
emb|CAY25764.1| alpha-KG-dehydrogenase [uncultured bacterium]          59   8e-07 
ref|XP_001014128.1| hypothetical protein TTHERM_00405520 [Tetrah...    59   8e-07 
gb|ADI34064.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    59   9e-07 
ref|XP_001941451.1| taurine dioxygenase [Pyrenophora tritici-rep...    59   9e-07 
ref|XP_001258197.1| alpha-ketoglutarate-dependent taurine dioxyg...    59   9e-07 
tpe|CBF78371.1| TPA: TfdA family taurine dioxygenase, putative (...    59   1e-06 
emb|CAY25795.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    59   1e-06 
ref|XP_002490893.1| Fe(II)-dependent sulfonate/alpha-ketoglutara...    59   1e-06 
emb|CBJ20076.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    59   1e-06 
emb|CBJ18797.1| alpha-ketoglutarate dioxygenase-like protein [un...    59   1e-06 
emb|CAY27301.1| alpha-KG-dehydrogenase [uncultured bacterium]          59   1e-06 
dbj|BAF81037.1| 2,4-D dioxygenase [Bradyrhizobium sp. M75-VN10-2W]     59   1e-06 
ref|ZP_04982597.1| hypothetical oxidoreductase [Mycobacterium tu...    59   1e-06 
ref|XP_681863.1| hypothetical protein AN8594.2 [Aspergillus nidu...    59   1e-06 
emb|CAY25719.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    58   1e-06 
ref|XP_002486237.1| alpha-ketoglutarate-dependent sulfonate diox...    58   1e-06 
gb|AAO39411.1| TfdA alpha-like protein [uncultured bacterium]          58   1e-06 
gb|ABR27336.1| TfdA [uncultured bacterium]                             58   1e-06 
gb|ADC33958.1| TfdA-like protein [uncultured bacterium] >gi|2850...    58   1e-06 
ref|XP_001880709.1| predicted protein [Laccaria bicolor S238N-H8...    58   1e-06 
emb|CBJ19162.1| alpha-ketoglutarate dioxygenase-like protein [un...    58   1e-06 
emb|CAY25745.1| alpha-KG-dehydrogenase [uncultured bacterium]          58   1e-06 
emb|CAY25747.1| alpha-KG-dehydrogenase [uncultured bacterium]          58   1e-06 
ref|XP_001909009.1| hypothetical protein [Podospora anserina S m...    58   1e-06 
emb|CAY25751.1| alpha-KG-dehydrogenase [uncultured bacterium]          58   1e-06 
ref|YP_003467274.1| Pyoverdine biosynthesis protein [Xenorhabdus...    58   2e-06 
gb|AAO39410.1| TfdA alpha-like protein [uncultured bacterium]          58   2e-06 
emb|CBJ18761.1| alpha-ketoglutarate dioxygenase-like protein [un...    58   2e-06 
emb|CBJ19182.1| alpha-ketoglutarate dioxygenase-like protein [un...    58   2e-06 
ref|ZP_03790613.1| dioxygenase TauD/TfdA family [Burkholderia ps...    58   2e-06 
gb|ADC33943.1| TfdA-like protein [uncultured bacterium]                58   2e-06 
ref|XP_001522837.1| hypothetical protein MGCH7_ch7g935 [Magnapor...    58   2e-06 
emb|CAY25729.1| alpha-KG-dehydrogenase [uncultured bacterium]          58   2e-06 
gb|AAO39412.1| TfdA alpha-like protein [uncultured bacterium] >g...    58   2e-06 
gb|EFQ35578.1| TfdA family Taurine catabolism dioxygenase TauD [...    58   2e-06 
ref|XP_956199.1| hypothetical protein NCU01562 [Neurospora crass...    58   2e-06 
gb|AAO39408.1| TfdA alpha-like protein [uncultured bacterium]          58   2e-06 
ref|YP_001265314.1| taurine catabolism dioxygenase TauD/TfdA [Sp...    58   2e-06 
emb|CAY25765.1| alpha-KG-dehydrogenase [uncultured bacterium]          58   2e-06 
ref|XP_001555605.1| hypothetical protein BC1G_05880 [Botryotinia...    58   2e-06 
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gb|ADI34068.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    58   2e-06 
gb|ADI34071.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    58   2e-06 
gb|AAO39409.1| TfdA alpha-like protein [uncultured bacterium]          58   2e-06 
gb|ADC34030.1| TfdA-like protein [uncultured bacterium]                57   2e-06 
gb|ADC34022.1| TfdA-like protein [uncultured bacterium]                57   2e-06 
ref|XP_001908518.1| hypothetical protein [Podospora anserina S m...    57   2e-06 
gb|EFQ35233.1| TfdA family Taurine catabolism dioxygenase TauD [...    57   2e-06 
ref|XP_002483625.1| alpha-ketoglutarate-dependent sulfonate diox...    57   2e-06 
ref|XP_002339994.1| TfdA family taurine dioxygenase, putative [T...    57   2e-06 
dbj|BAD15040.1| hypothetical protein [Bradyrhizobium sp. BDV5111]      57   2e-06 
emb|CBJ18731.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   2e-06 
ref|XP_960110.1| hypothetical protein NCU09800 [Neurospora crass...    57   2e-06 
emb|CAY25732.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   3e-06 
ref|YP_001869152.1| taurine catabolism dioxygenase TauD/TfdA [No...    57   3e-06 
emb|CAY25797.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   3e-06 
emb|CBJ19195.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   3e-06 
dbj|BAD15036.1| hypothetical protein [Bradyrhizobium sp. th-b2] ...    57   3e-06 
ref|XP_002502407.1| predicted protein [Micromonas sp. RCC299] >g...    57   3e-06 
emb|CAY25723.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    57   3e-06 
dbj|BAD15035.1| hypothetical protein [Bradyrhizobium sp. jwc91-2]      57   3e-06 
gb|EGD92386.1| taurine dioxygenase [Trichophyton rubrum CBS 118892]    57   3e-06 
dbj|BAD15037.1| hypothetical protein [Bradyrhizobium sp. DesT1]        57   3e-06 
emb|CBJ18790.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   3e-06 
emb|CBJ18862.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   3e-06 
ref|XP_003015010.1| alpha-ketoglutarate-dependent taurine dioxyg...    57   3e-06 
emb|CAY25752.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   3e-06 
ref|XP_003025681.1| alpha-ketoglutarate-dependent taurine dioxyg...    57   3e-06 
ref|XP_001264040.1| TfdA family taurine dioxygenase, putative [N...    57   3e-06 
emb|CAY25784.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   3e-06 
emb|CAY25778.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   3e-06 
emb|CAY25736.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   3e-06 
ref|XP_753085.1| TfdA family taurine dioxygenase [Aspergillus fu...    57   3e-06 
ref|YP_857772.1| pyoverdine chromophore biosynthetic protein Pvc...    57   4e-06 
ref|XP_661174.1| hypothetical protein AN3570.2 [Aspergillus nidu...    57   4e-06 
ref|XP_003195287.1| hypothetical protein CGB_G4140W [Cryptococcu...    57   4e-06 
ref|XP_001217728.1| hypothetical protein ATEG_09106 [Aspergillus...    57   4e-06 
emb|CAY25776.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   4e-06 
emb|CAY25720.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   4e-06 
gb|ADC33956.1| TfdA-like protein [uncultured bacterium]                57   4e-06 
emb|CAY25799.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   4e-06 
emb|CBJ18922.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   4e-06 
emb|CBJ18981.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   4e-06 
emb|CBJ18872.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   4e-06 
emb|CAY25786.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   4e-06 
emb|CBJ19197.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   4e-06 
emb|CBJ18902.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   4e-06 
gb|AAQ21538.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    57   4e-06 
emb|CBJ18832.1| alpha-ketoglutarate dioxygenase-like protein [un...    57   4e-06 
emb|CAY25771.1| alpha-KG-dehydrogenase [uncultured bacterium]          57   4e-06 
emb|CAY25740.1| alpha-KG-dehydrogenase [uncultured bacterium]          56   5e-06 
ref|ZP_07778867.1| alpha-ketoglutarate-dependent taurine dioxyge...    56   5e-06 
emb|CAY25757.1| alpha-KG-dehydrogenase [uncultured bacterium]          56   5e-06 
ref|XP_001526245.1| hypothetical protein LELG_02803 [Lodderomyce...    56   5e-06 
gb|AAQ21542.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    56   5e-06 
ref|XP_001821071.1| tfdA family taurine dioxygenase [Aspergillus...    56   5e-06 
ref|XP_002376815.1| TfdA family taurine dioxygenase, putative [A...    56   5e-06 
emb|CBJ18896.1| alpha-ketoglutarate dioxygenase-like protein [un...    56   5e-06 
ref|XP_002736248.1| PREDICTED: hypothetical protein [Saccoglossu...    56   5e-06 
ref|XP_002373641.1| alpha-ketoglutarate-dependent taurine dioxyg...    56   5e-06 
emb|CBJ19033.1| alpha-ketoglutarate dioxygenase-like protein [un...    56   6e-06 
ref|XP_500332.2| YALI0A21439p [Yarrowia lipolytica] >gi|19942491...    56   6e-06 
emb|CAY25796.1| alpha-KG-dehydrogenase [uncultured bacterium]          56   6e-06 
ref|YP_001870085.1| taurine catabolism dioxygenase TauD/TfdA [No...    56   6e-06 
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ref|YP_001508997.1| taurine dioxygenase [Frankia sp. EAN1pec] >g...    56   6e-06 
emb|CAY25759.1| alpha-KG-dehydrogenase [uncultured bacterium]          56   6e-06 
ref|XP_002384446.1| alpha-ketoglutarate-dependent sulfonate diox...    56   6e-06 
ref|XP_001827203.1| alpha-ketoglutarate-dependent sulfonate diox...    56   6e-06 
ref|ZP_05095406.1| hypothetical protein GPB2148_781 [marine gamm...    56   6e-06 
ref|XP_002392556.1| hypothetical protein MPER_07845 [Moniliophth...    56   6e-06 
ref|ZP_04996765.1| taurine catabolism dioxygenase TauD/TfdA [Str...    56   6e-06 
ref|YP_001565905.1| taurine dioxygenase [Delftia acidovorans SPH...    56   6e-06 
emb|CBJ18869.1| alpha-ketoglutarate dioxygenase-like protein [un...    56   6e-06 
emb|CBJ18815.1| alpha-ketoglutarate dioxygenase-like protein [un...    56   6e-06 
emb|CAY25753.1| alpha-KG-dehydrogenase [uncultured bacterium]          56   6e-06 
ref|YP_002007989.1| taurine dioxygenase, 2-oxoglutarate-dependen...    56   7e-06 
ref|XP_002484418.1| alpha-ketoglutarate-dependent taurine dioxyg...    56   7e-06 
ref|YP_003468246.1| hypothetical protein XBJ1_2349 [Xenorhabdus ...    56   7e-06 
emb|CBJ18835.1| alpha-ketoglutarate dioxygenase-like protein [un...    56   7e-06 
ref|ZP_03525650.1| putative taurine dioxygenase protein [Rhizobi...    56   7e-06 
emb|CAY25768.1| alpha-KG-dehydrogenase [uncultured bacterium]          56   7e-06 
emb|CAY25746.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    56   7e-06 
emb|CAY25725.1| alpha-KG-dehydrogenase [uncultured bacterium]          56   8e-06 
ref|XP_001267511.1| taurine dioxygenase family protein [Neosarto...    56   8e-06 
ref|XP_001389376.2| tfdA family taurine dioxygenase [Aspergillus...    55   8e-06 
emb|CBJ19084.1| alpha-ketoglutarate dioxygenase-like protein [un...    55   8e-06 
ref|YP_003270385.1| taurine catabolism dioxygenase TauD/TfdA [Ha...    55   8e-06 
emb|CAK44006.1| unnamed protein product [Aspergillus niger]            55   8e-06 
ref|XP_001031480.1| hypothetical protein TTHERM_00823780 [Tetrah...    55   8e-06 
emb|CAY25783.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   8e-06 
emb|CBI55832.1| unnamed protein product [Sordaria macrospora]          55   8e-06 
emb|CAY25781.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   8e-06 
emb|CAY25749.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   8e-06 
ref|XP_750960.1| alpha-ketoglutarate-dependent taurine dioxygena...    55   8e-06 
gb|ACB30158.1| 2,4-D/alpha-ketoglutarate dioxygenase [Terrabacte...    55   9e-06 
ref|XP_001265562.1| taurine catabolism dioxygenase TauD, TfdA fa...    55   9e-06 
ref|XP_501183.1| YALI0B21472p [Yarrowia lipolytica] >gi|49647049...    55   9e-06 
emb|CBJ18986.1| alpha-ketoglutarate dioxygenase-like protein [un...    55   9e-06 
emb|CAY25726.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   9e-06 
emb|CBJ19176.1| alpha-ketoglutarate dioxygenase-like protein [un...    55   1e-05 
emb|CAY25722.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   1e-05 
emb|CAY25787.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   1e-05 
dbj|BAE92218.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia...    55   1e-05 
ref|XP_001387032.1| predicted protein [Scheffersomyces stipitis ...    55   1e-05 
ref|ZP_06475349.1| dioxygenase, TauD/TfdA [Frankia symbiont of D...    55   1e-05 
ref|XP_002165715.1| PREDICTED: similar to Taurine catabolism dio...    55   1e-05 
ref|YP_003040556.1| pyoverdine biosynthesis protein PvcB-like pr...    55   1e-05 
ref|XP_001903801.1| hypothetical protein [Podospora anserina S m...    55   1e-05 
ref|ZP_07151278.1| taurine dioxygenase domain protein [Escherich...    55   1e-05 
ref|XP_002900145.1| alpha-ketoglutarate-dependent sulfonate diox...    55   1e-05 
ref|XP_571891.1| hypothetical protein [Cryptococcus neoformans v...    55   1e-05 
dbj|BAD15043.1| hypothetical protein [Bradyrhizobium sp. BDV5680]      55   1e-05 
ref|XP_002149540.1| alpha-ketoglutarate-dependent sulfonate diox...    55   1e-05 
emb|CAY25721.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   1e-05 
ref|XP_002549195.1| alpha-ketoglutarate-dependent sulfonate diox...    55   1e-05 
ref|XP_003028210.1| hypothetical protein SCHCODRAFT_70480 [Schiz...    55   1e-05 
emb|CAY25754.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   1e-05 
ref|XP_459377.1| DEHA2E01188p [Debaryomyces hansenii CBS767] >gi...    55   1e-05 
ref|NP_930051.1| hypothetical protein plu2817 [Photorhabdus lumi...    55   1e-05 
emb|CAY25738.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   1e-05 
ref|XP_001268176.1| alpha-ketoglutarate-dependent taurine dioxyg...    55   1e-05 
ref|XP_003051284.1| hypothetical protein NECHADRAFT_41873 [Nectr...    55   1e-05 
emb|CAY25743.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   2e-05 
emb|CAY25730.1| alpha-KG-dehydrogenase [uncultured bacterium]          55   2e-05 
ref|XP_746445.1| TfdA family taurine dioxygenase [Aspergillus fu...    54   2e-05 
gb|EFY94168.1| hypothetical protein MAA_10359 [Metarhizium aniso...    54   2e-05 
emb|CBJ18856.1| alpha-ketoglutarate dioxygenase-like protein [un...    54   2e-05 
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emb|CAY25761.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   2e-05 
emb|CAY25748.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   2e-05 
gb|EFX06123.1| taurine catabolism dioxygenase [Grosmannia clavig...    54   2e-05 
emb|CAY25755.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   2e-05 
gb|AAL65149.1| 2,4-dichlorophenoxyacetate monooxygenase [Burkhol...    54   2e-05 
ref|XP_002896478.1| poly [ADP-ribose] polymerase, putative [Phyt...    54   2e-05 
ref|XP_002587293.1| hypothetical protein BRAFLDRAFT_129135 [Bran...    54   2e-05 
ref|ZP_06458186.1| taurine catabolism dioxygenase TauD/TfdA [Pse...    54   2e-05 
emb|CBJ18885.1| alpha-ketoglutarate dioxygenase-like protein [un...    54   2e-05 
emb|CBJ19165.1| alpha-ketoglutarate dioxygenase-like protein [un...    54   2e-05 
emb|CBJ18957.1| alpha-ketoglutarate dioxygenase-like protein [un...    54   2e-05 
ref|ZP_07276031.1| hypothetical protein SSMG_00071 [Streptomyces...    54   2e-05 
emb|CAY25741.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   3e-05 
ref|ZP_06478274.1| taurine catabolism dioxygenase TauD/TfdA [Pse...    54   3e-05 
gb|ABD39119.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    54   3e-05 
gb|EFY85365.1| hypothetical protein MAC_08614 [Metarhizium acrid...    54   3e-05 
ref|NP_968348.1| pyoverdine biosynthesis protein PvcB [Bdellovib...    54   3e-05 
emb|CBJ18895.1| alpha-ketoglutarate dioxygenase-like protein [un...    54   3e-05 
emb|CBJ18888.1| alpha-ketoglutarate dioxygenase-like protein [un...    54   3e-05 
ref|XP_661712.1| hypothetical protein AN4108.2 [Aspergillus nidu...    54   3e-05 
ref|ZP_03831920.1| pyoverdine biosynthesis protein PvcB [Pectoba...    54   3e-05 
ref|XP_001595570.1| hypothetical protein SS1G_03659 [Sclerotinia...    54   3e-05 
dbj|BAE92213.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia...    54   3e-05 
emb|CAY25735.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   3e-05 
emb|CAY25779.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   3e-05 
emb|CAY25789.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    54   3e-05 
ref|YP_908226.1| oxidoreductase [Mycobacterium ulcerans Agy99] >...    54   3e-05 
ref|XP_002472070.1| predicted protein [Postia placenta Mad-698-R...    54   3e-05 
emb|CAY25769.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   3e-05 
ref|XP_003048696.1| hypothetical protein NECHADRAFT_46558 [Nectr...    54   3e-05 
emb|CAY25766.1| alpha-KG-dehydrogenase [uncultured bacterium]          54   4e-05 
gb|EFX01815.1| alpha-ketoglutarate-dependent sulfonate dioxygena...    54   4e-05 
ref|XP_001547565.1| hypothetical protein BC1G_13809 [Botryotinia...    54   4e-05 
emb|CAY25750.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    54   4e-05 
ref|XP_659802.1| hypothetical protein AN2198.2 [Aspergillus nidu...    54   4e-05 
ref|NP_925626.1| taurine dioxygenase [Gloeobacter violaceus PCC ...    54   4e-05 
gb|AAD55077.1|AF176240_1 2,4-D-alpha ketoglutarate dioxygenase [...    53   4e-05 
ref|YP_001140900.1| pyoverdine biosynthesis protein [Aeromonas s...    53   4e-05 
emb|CBJ18887.1| alpha-ketoglutarate dioxygenase-like protein [un...    53   4e-05 
emb|CAY25727.1| alpha-KG-dehydrogenase [uncultured bacterium]          53   4e-05 
emb|CBJ18788.1| alpha-ketoglutarate dioxygenase-like protein [un...    53   4e-05 
ref|XP_002419144.1| alpha-ketoglutarate-dependent sulfonate diox...    53   4e-05 
ref|XP_503099.1| YALI0D21098p [Yarrowia lipolytica] >gi|49648967...    53   4e-05 
emb|CBJ18962.1| alpha-ketoglutarate dioxygenase-like protein [un...    53   4e-05 
gb|ACG80575.1| TfdA [uncultured bacterium]                             53   4e-05 
ref|XP_003174143.1| alpha-ketoglutarate-dependent sulfonate diox...    53   5e-05 
emb|CAY25718.1| alpha-KG-dehydrogenase [uncultured bacterium]          53   5e-05 
gb|ADI34070.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholder...    53   5e-05 
ref|XP_001826717.1| alpha-ketoglutarate-dependent sulfonate diox...    53   5e-05 
emb|CBX93828.1| hypothetical protein [Leptosphaeria maculans]          53   5e-05 
ref|XP_002841597.1| hypothetical protein [Tuber melanosporum Mel...    53   5e-05 
ref|YP_004015360.1| taurine catabolism dioxygenase TauD/TfdA [Fr...    53   5e-05 
gb|EGA73988.1| Jlp1p [Saccharomyces cerevisiae AWRI796]                53   5e-05 
ref|XP_721596.1| potential taurine catabolic dioxygenase Tcd3 [C...    53   6e-05 
ref|ZP_03517935.1| putative taurine dioxygenase protein [Rhizobi...    53   6e-05 
ref|XP_002385365.1| alpha-ketoglutarate-dependent sulfonate diox...    53   6e-05 
emb|CAY25760.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    53   6e-05 
ref|XP_002419281.1| alpha-ketoglutarate-dependent sulfonate diox...    53   6e-05 
ref|XP_002569045.1| Pc21g20580 [Penicillium chrysogenum Wisconsi...    52   7e-05 
gb|EFQ27447.1| TfdA family Taurine catabolism dioxygenase TauD [...    52   7e-05 
dbj|BAF81030.1| 2,4-D dioxygenase [Burkholderia sp. M3-VN6-5W] >...    52   7e-05 
dbj|BAF81045.1| 2,4-D dioxygenase [Burkholderia sp. 51-VN3-2W]         52   8e-05 
emb|CBJ18798.1| alpha-ketoglutarate dioxygenase-like protein [un...    52   8e-05 
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dbj|BAF81035.1| 2,4-D dioxygenase [Nocardioides sp. 116-VN10-1W]       52   8e-05 
dbj|BAF81044.1| 2,4-D dioxygenase [Burkholderia sp. M38-VN3-2W] ...    52   8e-05 
dbj|BAD15039.1| hypothetical protein [Bradyrhizobium sp. ApB16]        52   9e-05 
ref|XP_001526184.1| hypothetical protein LELG_02742 [Lodderomyce...    52   9e-05 
ref|XP_001201468.1| PREDICTED: hypothetical protein, partial [St...    52   9e-05 
ref|XP_001211559.1| conserved hypothetical protein [Aspergillus ...    52   9e-05 
ref|XP_002472100.1| predicted protein [Postia placenta Mad-698-R...    52   9e-05 
gb|EGD74167.1| taurine catabolism dioxygenase TauD [Salpingoeca ...    52   1e-04 
ref|XP_001391155.2| tfdA family taurine dioxygenase [Aspergillus...    52   1e-04 
ref|ZP_06192176.1| hypothetical protein SOD_f01220 [Serratia odo...    52   1e-04 
dbj|BAD15041.1| hypothetical protein [Bradyrhizobium sp. BDV5329]      52   1e-04 
ref|YP_003711498.1| Pyoverdine biosynthesis protein [Xenorhabdus...    52   1e-04 
emb|CBJ18982.1| alpha-ketoglutarate dioxygenase-like protein [un...    52   1e-04 
ref|XP_382474.1| hypothetical protein FG02298.1 [Gibberella zeae...    52   1e-04 
emb|CBJ18755.1| alpha-ketoglutarate dioxygenase-like protein [un...    52   1e-04 
ref|YP_003531145.1| pyoverdine biosynthesis protein PvcB [Erwini...    52   1e-04 
emb|CBJ19101.1| alpha-ketoglutarate dioxygenase-like protein [un...    52   1e-04 
gb|ABI95434.1| 2,4-D/alpha-ketoglutarate dioxygenase [uncultured...    52   1e-04 
ref|XP_001598964.1| hypothetical protein SS1G_01054 [Sclerotinia...    52   1e-04 
ref|XP_001216869.1| hypothetical protein ATEG_08248 [Aspergillus...    52   1e-04 
ref|ZP_03827804.1| pyoverdine biosynthesis protein PvcB [Pectoba...    51   1e-04 
ref|ZP_02383058.1| pyoverdine biosynthesis protein PvcB [Burkhol...    51   2e-04 
emb|CBJ19133.1| alpha-ketoglutarate dioxygenase-like protein [un...    51   2e-04 
emb|CAY25731.1| alpha-KG-dehydrogenase [uncultured bacterium]          51   2e-04 
gb|EEQ91806.1| alpha-ketoglutarate-dependent taurine dioxygenase...    51   2e-04 
emb|CBJ19006.1| alpha-ketoglutarate dioxygenase-like protein [un...    51   2e-04 
ref|XP_001217671.1| hypothetical protein ATEG_09049 [Aspergillus...    51   2e-04 
gb|ABD39113.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    51   2e-04 
ref|YP_001848583.1| oxidoreductase [Mycobacterium marinum M] >gi...    51   2e-04 
emb|CBJ18942.1| alpha-ketoglutarate dioxygenase-like protein [un...    51   2e-04 
gb|ABD39121.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    51   2e-04 
emb|CBJ19136.1| alpha-ketoglutarate dioxygenase-like protein [un...    51   2e-04 
emb|CBJ18830.1| alpha-ketoglutarate dioxygenase-like protein [un...    51   2e-04 
dbj|BAF81036.1| 2,4-D dioxygenase [Burkholderia sp. M36-VN10-2W]       50   3e-04 
ref|ZP_06474867.1| Taurine catabolism dioxygenase TauD/TfdA [Fra...    50   3e-04 
ref|YP_001476938.1| taurine catabolism dioxygenase TauD/TfdA [Se...    50   3e-04 
emb|CBJ18781.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   3e-04 
ref|XP_001224283.1| hypothetical protein CHGG_05069 [Chaetomium ...    50   3e-04 
emb|CBJ19135.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   3e-04 
ref|XP_003057027.1| predicted protein [Micromonas pusilla CCMP15...    50   3e-04 
gb|ACB21020.1| TfdA [uncultured bacterium]                             50   4e-04 
emb|CBJ19127.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   4e-04 
emb|CBJ19060.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   4e-04 
gb|EGD93099.1| hypothetical protein TESG_00655 [Trichophyton ton...    50   4e-04 
emb|CBJ18908.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   4e-04 
gb|EGE04589.1| taurine dioxygenase [Trichophyton equinum CBS 127...    50   4e-04 
gb|EFW98179.1| alpha-ketoglutarate-dependent sulfonate dioxygena...    50   5e-04 
ref|XP_002476351.1| predicted protein [Postia placenta Mad-698-R...    50   5e-04 
ref|XP_001947612.1| PREDICTED: hypothetical protein, partial [Ac...    50   5e-04 
emb|CBX80659.1| pyoverdine biosynthesis protein PvcB [Erwinia am...    50   5e-04 
emb|CBJ18943.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   5e-04 
emb|CAY25780.1| alpha-KG-dehydrogenase [uncultured bacterium]          50   5e-04 
ref|XP_001594485.1| hypothetical protein SS1G_04292 [Sclerotinia...    50   5e-04 
emb|CBJ19142.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   5e-04 
emb|CBJ18944.1| alpha-ketoglutarate dioxygenase-like protein [un...    50   5e-04 
ref|YP_003262840.1| Taurine catabolism dioxygenase TauD/TfdA [Ha...    49   6e-04 
emb|CBJ18984.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   6e-04 
emb|CBJ18927.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   6e-04 
ref|XP_001548982.1| hypothetical protein BC1G_12213 [Botryotinia...    49   6e-04 
emb|CBJ19138.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   6e-04 
ref|XP_001552854.1| hypothetical protein BC1G_09036 [Botryotinia...    49   6e-04 
emb|CBJ20077.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    49   6e-04 
ref|XP_002621709.1| alpha-ketoglutarate-dependent taurine dioxyg...    49   6e-04 
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ref|XP_003038633.1| hypothetical protein SCHCODRAFT_28913 [Schiz...    49   7e-04 
emb|CBJ18894.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   7e-04 
emb|CBJ18939.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   7e-04 
dbj|BAE60876.1| unnamed protein product [Aspergillus oryzae]           49   7e-04 
emb|CBJ18892.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   8e-04 
ref|XP_002904406.1| taurine dioxygenase, putative [Phytophthora ...    49   8e-04 
emb|CBJ18980.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   8e-04 
gb|EFY94724.1| alpha-ketoglutarate-dependent sulfonate dioxygena...    49   8e-04 
emb|CAY25739.1| alpha-KG-dehydrogenase [uncultured bacterium]          49   9e-04 
emb|CBJ18993.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   9e-04 
emb|CBJ18823.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   9e-04 
gb|EFQ93253.1| hypothetical protein PTT_09428 [Pyrenophora teres...    49   0.001 
gb|AAB08969.1| alpha ketoglutarate dioxygenase [Variovorax parad...    49   0.001 
emb|CBJ19160.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   0.001 
emb|CBJ19070.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   0.001 
emb|CBJ19042.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   0.001 
gb|AAX51275.1| TdfA [uncultured bacterium]                             49   0.001 
gb|ACB21019.1| TfdA [uncultured bacterium]                             49   0.001 
emb|CBJ18792.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   0.001 
emb|CBJ18773.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   0.001 
emb|CBJ19037.1| alpha-ketoglutarate dioxygenase-like protein [un...    49   0.001 
gb|ACB21025.1| TfdA [uncultured bacterium]                             48   0.001 
sp|P83309.1|SDPA_DELAC RecName: Full=(S)-2-(2,4-dichlorophenoxy)...    48   0.001 
emb|CBJ19008.1| alpha-ketoglutarate dioxygenase-like protein [un...    48   0.001 
ref|ZP_01630848.1| taurine dioxygenase [Nodularia spumigena CCY9...    48   0.001 
gb|ACB21023.1| TfdA [uncultured bacterium]                             48   0.001 
ref|ZP_04588004.1| taurine dioxygenase [Pseudomonas syringae pv....    48   0.001 
emb|CBJ19082.1| alpha-ketoglutarate dioxygenase-like protein [un...    48   0.002 
gb|ACB21028.1| TfdA [uncultured bacterium]                             48   0.002 
emb|CBJ18890.1| alpha-ketoglutarate dioxygenase-like protein [un...    48   0.002 
gb|AAB18140.1| 2,4-dichlorophenoxyacetate dioxygenase [Halomonad...    48   0.002 
gb|EFQ92006.1| hypothetical protein PTT_10996 [Pyrenophora teres...    48   0.002 
gb|AAX51279.1| TdfA [uncultured bacterium]                             48   0.002 
gb|ABE68889.1| TfdA [Burkholderia glathei]                             48   0.002 
emb|CBJ19079.1| alpha-ketoglutarate dioxygenase-like protein [un...    48   0.002 
gb|ACB21024.1| TfdA [uncultured bacterium]                             48   0.002 
emb|CBJ18764.1| alpha-ketoglutarate dioxygenase-like protein [un...    48   0.002 
ref|ZP_05883092.1| PvcB protein [Vibrio metschnikovii CIP 69.14]...    48   0.002 
emb|CBJ19143.1| alpha-ketoglutarate dioxygenase-like protein [un...    48   0.002 
ref|ZP_06188335.1| PvcB [Legionella longbeachae D-4968] >gi|2891...    48   0.002 
gb|AAX51272.1| TfdA [uncultured bacterium] >gi|61661373|gb|AAX51...    48   0.002 
emb|CBJ19153.1| alpha-ketoglutarate dioxygenase-like protein [un...    48   0.002 
ref|XP_001559770.1| hypothetical protein BC1G_01926 [Botryotinia...    48   0.002 
emb|CBJ18734.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.002 
gb|ADP12603.1| putative siderophore biosynthesis protein [Erwini...    47   0.002 
gb|AAF02720.2| alpha ketoglutarate dependent dioxygenase [Ralsto...    47   0.002 
gb|EFY88508.1| alpha-ketoglutarate-dependent sulfonate dioxygena...    47   0.002 
emb|CBJ19158.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.002 
emb|CBJ18931.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.002 
emb|CBJ18906.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.002 
ref|XP_002736252.1| PREDICTED: hypothetical protein [Saccoglossu...    47   0.003 
emb|CAK48940.1| unnamed protein product [Aspergillus niger]            47   0.003 
emb|CBJ19057.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.003 
ref|YP_125606.1| hypothetical protein lpl0237 [Legionella pneumo...    47   0.003 
emb|CBJ19054.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.003 
emb|CBJ19163.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.003 
gb|ABI94568.1| TfdA [Burkholderia hospita]                             47   0.003 
emb|CBJ19169.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.003 
gb|ADO34958.1| putative (R)-2,4-dichlorophenoxypropionate dioxyg...    47   0.003 
gb|AAX51288.1| TdfA [uncultured bacterium]                             47   0.003 
gb|AAX51276.1| TdfA [uncultured bacterium]                             47   0.003 
gb|EEQ42086.1| alpha-ketoglutarate-dependent sulfonate dioxygena...    47   0.003 
ref|XP_002419465.1| alpha-ketoglutarate-dependent sulfonate diox...    47   0.003 
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ref|XP_657819.1| hypothetical protein AN0215.2 [Aspergillus nidu...    47   0.003 
ref|XP_713065.1| potential taurine catabolic dioxygenase [Candid...    47   0.003 
emb|CBJ19159.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.004 
gb|AAX51287.1| TdfA [uncultured bacterium]                             47   0.004 
gb|EEQ44600.1| hypothetical protein CAWG_02874 [Candida albicans...    47   0.004 
ref|XP_001937063.1| taurine dioxygenase family protein [Pyrenoph...    47   0.004 
gb|ADO34952.1| putative (R)-2,4-dichlorophenoxypropionate dioxyg...    47   0.004 
ref|ZP_02357712.1| pyoverdine biosynthesis protein PvcB [Burkhol...    47   0.004 
emb|CBW98417.1| hypothetical protein LPW_02691 [Legionella pneum...    47   0.004 
ref|ZP_02364837.1| pyoverdine biosynthesis protein PvcB [Burkhol...    47   0.004 
emb|CBJ18810.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.005 
emb|CBJ19063.1| alpha-ketoglutarate dioxygenase-like protein [un...    47   0.005 
ref|XP_002383259.1| alpha-ketoglutarate-dependent sulfonate diox...    47   0.005 
gb|EFN53016.1| hypothetical protein CHLNCDRAFT_137505 [Chlorella...    46   0.005 
emb|CBJ19019.1| alpha-ketoglutarate dioxygenase-like protein [un...    46   0.005 
emb|CBJ19189.1| alpha-ketoglutarate dioxygenase-like protein [un...    46   0.005 
ref|YP_001629703.1| Alpha-ketoglutarate-dependent taurine dioxyg...    46   0.005 
gb|EEQ44372.1| hypothetical protein CAWG_02639 [Candida albicans...    46   0.005 
emb|CBJ18912.1| alpha-ketoglutarate dioxygenase-like protein [un...    46   0.006 
emb|CBJ19023.1| alpha-ketoglutarate dioxygenase-like protein [un...    46   0.006 
ref|YP_003018467.1| Taurine catabolism dioxygenase TauD/TfdA [Pe...    46   0.006 
ref|XP_720183.1| potential taurine catabolic dioxygenase [Candid...    46   0.006 
emb|CBJ18997.1| alpha-ketoglutarate dioxygenase-like protein [un...    46   0.006 
ref|YP_094229.1| pyoverdine biosynthesis protein PvcB [Legionell...    46   0.006 
emb|CBJ19026.1| alpha-ketoglutarate dioxygenase-like protein [un...    46   0.006 
ref|XP_714705.1| potential taurine catabolic dioxygenase [Candid...    46   0.007 
gb|ACG80556.1| TfdA [uncultured bacterium]                             46   0.007 
ref|XP_003002132.1| alpha-ketoglutarate-dependent sulfonate diox...    45   0.008 
ref|YP_122580.1| hypothetical protein lpp0237 [Legionella pneumo...    45   0.009 
gb|ADC33970.1| TfdA-like protein [uncultured bacterium]                45   0.009 
ref|XP_387766.1| hypothetical protein FG07590.1 [Gibberella zeae...    45   0.010 
ref|ZP_02484143.1| pyoverdine biosynthesis protein PvcB [Burkhol...    45   0.010 
gb|AAX51278.1| TdfA [uncultured bacterium]                             45   0.010 
gb|AAX51283.1| TdfA [uncultured bacterium] >gi|61661369|gb|AAX51...    45   0.010 
emb|CBJ18883.1| alpha-ketoglutarate dioxygenase-like protein [un...    45   0.010 
gb|ADC33968.1| TfdA-like protein [uncultured bacterium]                45   0.011 
emb|CBJ18865.1| alpha-ketoglutarate dioxygenase-like protein [un...    45   0.011 
ref|ZP_04522600.1| PvcB [Burkholderia pseudomallei MSHR346] >gi|...    45   0.012 
emb|CBJ18758.1| alpha-ketoglutarate dioxygenase-like protein [un...    45   0.013 
emb|CBJ20073.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    45   0.013 
ref|XP_003039403.1| hypothetical protein NECHADRAFT_98371 [Nectr...    45   0.013 
gb|AAZ39276.1| oxygenase [uncultured organism]                         45   0.014 
ref|ZP_04896071.1| pyoverdine biosynthesis protein PvcB [Burkhol...    45   0.014 
ref|ZP_03454489.1| pyoverdine biosynthesis protein PvcB [Burkhol...    45   0.015 
gb|EFQ32023.1| TfdA family Taurine catabolism dioxygenase TauD [...    45   0.016 
emb|CBJ18960.1| alpha-ketoglutarate dioxygenase-like protein [un...    45   0.016 
ref|ZP_02405336.1| pyoverdine biosynthesis protein PvcB [Burkhol...    45   0.016 
ref|ZP_02449958.1| pyoverdine biosynthesis protein PvcB [Burkhol...    45   0.017 
ref|YP_106451.1| pyoverdine chromophore biosynthetic protein Pvc...    45   0.018 
ref|ZP_02495768.1| pyoverdine chromophore biosynthetic protein P...    44   0.018 
ref|XP_001903241.1| hypothetical protein [Podospora anserina S m...    44   0.019 
gb|AAX51281.1| TdfA [uncultured bacterium]                             44   0.019 
gb|EFX05042.1| taurine catabolism dioxygenase [Grosmannia clavig...    44   0.020 
gb|ABD39114.1| alpha-ketoglutarate dioxygenase [uncultured bacte...    44   0.020 
ref|XP_002484628.1| conserved hypothetical protein [Talaromyces ...    44   0.021 
gb|AAX51277.1| TdfA [uncultured bacterium]                             44   0.022 
gb|ACB21022.1| TfdA [uncultured bacterium]                             44   0.022 
ref|ZP_06035601.1| PvcB protein [Vibrio cholerae RC27] >gi|26202...    44   0.023 
emb|CBJ18923.1| alpha-ketoglutarate dioxygenase-like protein [un...    44   0.024 
ref|XP_003041645.1| hypothetical protein NECHADRAFT_49706 [Nectr...    44   0.024 
ref|ZP_01680907.1| PvcB protein [Vibrio cholerae V52] >gi|147673...    44   0.025 
dbj|BAD15044.1| hypothetical protein [Sphingomonas sp. B6-5]           44   0.025 
emb|CBJ20460.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    44   0.028 
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ref|XP_002395867.1| hypothetical protein MPER_04001 [Moniliophth...    44   0.030 
ref|ZP_01767510.1| pyoverdine biosynthesis protein PvcB [Burkhol...    44   0.030 
ref|XP_001214255.1| hypothetical protein ATEG_05077 [Aspergillus...    44   0.032 
emb|CBJ20476.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    44   0.034 
ref|YP_001249599.1| pyoverdine biosynthesis protein PvcB [Legion...    44   0.036 
ref|YP_001061325.1| pyoverdine biosynthesis protein PvcB [Burkho...    43   0.040 
emb|CBJ20449.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    43   0.041 
emb|CAY25794.1| alpha-KG-dehydrogenase [uncultured bacterium] >g...    43   0.042 
ref|ZP_04967066.1| pyoverdine biosynthesis protein PvcB [Burkhol...    43   0.043 
emb|CBJ20434.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    43   0.047 
ref|ZP_01981895.1| PvcB protein [Vibrio cholerae 623-39] >gi|148...    43   0.048 
ref|ZP_06050330.1| PvcB protein [Vibrio cholerae CT 5369-93] >gi...    43   0.049 
emb|CBJ18838.1| alpha-ketoglutarate dioxygenase-like protein [un...    43   0.050 
emb|CBJ20482.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    43   0.050 
emb|CBJ20170.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    43   0.052 
ref|ZP_07276033.1| hypothetical protein SSMG_00073 [Streptomyces...    43   0.052 
emb|CBJ20074.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    43   0.054 
emb|CBJ18991.1| alpha-ketoglutarate dioxygenase-like protein [un...    43   0.055 
ref|ZP_05419250.1| PvcB protein [Vibrio cholera CIRS 101] >gi|26...    43   0.055 
ref|ZP_04418422.1| PvcB protein [Vibrio cholerae 12129(1)] >gi|2...    43   0.056 
emb|CAY67029.1| Alpha-ketoglutarate-dependent sulfonate dioxygen...    43   0.056 
ref|XP_001224155.1| hypothetical protein CHGG_04941 [Chaetomium ...    43   0.060 
ref|NP_231578.1| PvcB protein [Vibrio cholerae O1 biovar El Tor ...    43   0.062 
ref|ZP_04961829.1| PvcB protein [Vibrio cholerae AM-19226] >gi|1...    43   0.064 
ref|ZP_01677582.1| PvcB protein [Vibrio cholerae 2740-80] >gi|15...    42   0.070 
ref|ZP_02458135.1| pyoverdine chromophore biosynthetic protein P...    42   0.073 
emb|CBJ18859.1| alpha-ketoglutarate dioxygenase-like protein [un...    42   0.074 
ref|YP_001074272.1| pyoverdine biosynthesis protein PvcB [Burkho...    42   0.076 
emb|CBJ20175.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    42   0.077 
ref|YP_003018783.1| Taurine catabolism dioxygenase TauD/TfdA [Pe...    42   0.077 
gb|ABR27314.1| TfdA [uncultured bacterium]                             42   0.079 
emb|CBJ18850.1| alpha-ketoglutarate dioxygenase-like protein [un...    42   0.091 
ref|YP_106166.1| taurine dioxygenase-related protein [Burkholder...    42   0.092 
emb|CBJ20438.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    42   0.096 
ref|YP_004022174.1| hypothetical protein RBRH_04238 [Burkholderi...    42   0.100 
gb|EFZ38396.1| alpha-ketoglutarate-dependent taurine dioxygenase...    42   0.10  
emb|CAK44165.1| unnamed protein product [Aspergillus niger]            42   0.10  
emb|CBJ20437.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    42   0.11  
emb|CBJ20463.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    42   0.11  
ref|ZP_01909755.1| pyoverdine biosynthesis protein [Plesiocystis...    42   0.11  
ref|YP_438432.1| pyoverdine biosynthesis protein PvcB [Burkholde...    42   0.12  
ref|XP_001936735.1| taurine catabolism dioxygenase TauD [Pyrenop...    42   0.12  
ref|YP_051469.1| pyoverdine biosynthesis protein [Pectobacterium...    42   0.12  
ref|XP_003188569.1| hypothetical protein ANI_1_3376014 [Aspergil...    42   0.13  
emb|CBJ20176.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    42   0.13  
emb|CBJ20300.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    42   0.14  
emb|CBJ20465.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.15  
emb|CBJ20432.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.16  
emb|CBJ20446.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.16  
emb|CBJ20166.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.16  
emb|CBJ20456.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.17  
ref|YP_336837.1| pyoverdine chromophore biosynthetic protein Pvc...    41   0.17  
emb|CBJ20468.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.18  
emb|CBJ20110.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.18  
emb|CBJ20112.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.18  
emb|CBJ20454.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.20  
emb|CBJ20455.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.20  
emb|CBJ20282.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.21  
emb|CBJ20447.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.21  
emb|CBJ20177.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.21  
emb|CBJ20204.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.21  
emb|CBJ20485.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.21  
ref|YP_110182.1| siderophore biosynthesis-related protein [Burkh...    41   0.21  
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ref|YP_003258525.1| taurine catabolism dioxygenase TauD/TfdA [Pe...    41   0.22  
emb|CBJ20223.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.22  
ref|ZP_02369596.1| pyoverdine biosynthesis protein PvcB [Burkhol...    41   0.23  
emb|CBJ20471.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.24  
emb|CBJ20162.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    41   0.25  
emb|CBJ20459.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.26  
emb|CBJ20443.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.26  
emb|CBJ20436.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.27  
emb|CAY25744.1| alpha-KG-dehydrogenase [uncultured bacterium]          40   0.27  
gb|AAX51280.1| TdfA [uncultured bacterium]                             40   0.28  
emb|CBJ20479.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.28  
emb|CBJ20252.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.29  
emb|CBJ20427.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.29  
emb|CBJ20231.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.34  
emb|CAY25788.1| alpha-KG-dehydrogenase [uncultured bacterium]          40   0.34  
gb|ACF09926.1| alpha-ketoglutarate-dependent taurine dioxygenase...    40   0.38  
ref|XP_772077.1| hypothetical protein CNBM2340 [Cryptococcus neo...    40   0.39  
emb|CBJ20265.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.40  
ref|ZP_05225172.1| putative taurine dioxygenase [Mycobacterium i...    40   0.41  
emb|CBJ20466.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.41  
ref|ZP_05073584.1| taurine catabolism dioxygenase TauD/TfdA [Rho...    40   0.42  
emb|CBJ20277.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.42  
emb|CBJ20409.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.43  
emb|CBJ20286.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.45  
emb|CBJ20478.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.47  
emb|CBJ20349.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.47  
emb|CBJ20420.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.47  
emb|CBJ20276.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.47  
emb|CBJ20328.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.48  
emb|CBJ20375.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.50  
emb|CBJ20186.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.50  
emb|CBJ20188.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.54  
ref|YP_003743530.1| Taurine dioxygenase, C-terminal fragment [Er...    40   0.55  
emb|CBJ20255.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.55  
ref|ZP_01038110.1| hypothetical protein ROS217_03160 [Roseovariu...    40   0.55  
emb|CBJ20206.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.56  
emb|CBJ20444.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    40   0.57  
emb|CBJ20163.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.62  
ref|ZP_01881466.1| hypothetical conserved membrane protein [Rose...    39   0.63  
emb|CBJ20273.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.64  
emb|CBJ20337.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.66  
emb|CAI47587.1| alpha-ketoglutarate dependent xanthine dioxygena...    39   0.66  
emb|CBJ20281.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.67  
emb|CBJ20279.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.68  
emb|CBJ20296.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.69  
emb|CBJ20470.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.71  
emb|CBJ20336.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.71  
emb|CBJ20292.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.71  
gb|EFZ46473.1| alpha-ketoglutarate-dependent taurine dioxygenase...    39   0.72  
emb|CBJ20397.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.72  
tpe|CBF89386.1| TPA: Alpha-ketoglutarate dependent xanthine diox...    39   0.72  
emb|CBJ20344.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.74  
emb|CBJ20239.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.75  
emb|CBJ20241.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.77  
ref|XP_658092.1| hypothetical protein AN0488.2 [Aspergillus nidu...    39   0.77  
emb|CBJ20509.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.81  
emb|CBJ20111.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.86  
emb|CBJ20205.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate...    39   0.87  
emb|CBJ18807.1| alpha-ketoglutarate dioxygenase-like protein [un...    39   0.89  
 
>gb|AAP88277.1| S-2,4-dichlorophenoxypropionate/alpha-ketoglutarate dioxygenase 
           [Delftia acidovorans] 
          Length = 292 
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 Score =  596 bits (1537), Expect = e-168,   Method: Compositional matrix adjust. 
 Identities = 291/291 (100%), Positives = 291/291 (100%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
Sbjct: 2   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 61 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
Sbjct: 62  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 121 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
Sbjct: 122 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 181 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
           IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
Sbjct: 182 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 241 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 293 
           VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
Sbjct: 242 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 292 
 
 
>emb|CAF32813.1| (S)-2-(2,4-dichlorophenoxy)propionate,2- oxoglutarate dioxygenase 
           [Sphingobium herbicidovorans] 
 gb|ABD67501.1| (S)-2-(2,4-dichlorophenoxy)propionate/alpha-ketoglutarate 
           dioxygenase [Rhodoferax sp. P230] 
          Length = 287 
 
 Score =  369 bits (947), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 182/286 (63%), Positives = 217/286 (75%), Gaps = 7/286 (2%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
             I P  AT GA VTGV LA LDDAG+  L AAWL++ALL+FP QHL+ +QQI FA+RFG 
Sbjct: 5   FDIAPLDATFGAVVTGVKLADLDDAGWLDLQAAWLEYALLVFPDQHLTREQQIAFARRFG 64 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            +E     ++ AISNV+ DG++R  S  + DDMMK++ GNM WHADSTYMPV A+GAVFS 
Sbjct: 65  PLEF----EMAAISNVRPDGSLRVES--DNDDMMKILKGNMGWHADSTYMPVQAKGAVFS 118 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA-YIG 184 
           AEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH  +A    Y G 
Sbjct: 119 AEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGHQTKAADGEYSG 178 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
           YG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L+D+ACQ PR++ 
Sbjct: 179 YGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQLIDFACQPPRIY 238 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 290 
            H WA GD V+WDNRCLLH+A PWD    R+MWHSR+AG P +E A 
Sbjct: 239 HHDWAPGDAVLWDNRCLLHQATPWDMTQKRIMWHSRIAGDPASETA 284 
 
 
>ref|ZP_01615308.1| Taurine catabolism dioxygenase TauD/TfdA [marine gamma 
           proteobacterium HTCC2143] 
 gb|EAW32391.1| Taurine catabolism dioxygenase TauD/TfdA [marine gamma 
           proteobacterium HTCC2143] 
          Length = 289 
 
 Score =  310 bits (795), Expect = 1e-82,   Method: Compositional matrix adjust. 
 Identities = 161/279 (57%), Positives = 194/279 (69%), Gaps = 7/279 (2%) 
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Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           T GA VT + L  LD+  F+AL+ AWL++ LLIFPGQ+LS+ +Q TFA RFG +  I G  
Sbjct: 16  TFGAIVTDIRLNELDNRQFSALYQAWLEYGLLIFPGQYLSDAEQQTFAARFGDL--IKGV 73 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
           + V +SNV  +G++R    A  DDMMK+I GNM WH D+TYMPV A+GAVFSA+VVP    
Sbjct: 74  EAVELSNVLPNGSLRD---APDDDMMKIIRGNMHWHQDNTYMPVQAKGAVFSAKVVPQAQ 130 
 
Query: 134 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQQAGSAYIGYGMDTTAT 192 
           G T FADMRAA+DALD   R  V   SA HSLV+SQ  +G   +   S YIGYG+D   T 
Sbjct: 131 GDTGFADMRAAWDALDGGRRNQVAGLSAYHSLVHSQKLVGEETKSVDSEYIGYGLDIDDT 190 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAG 251 
           PLRPL+K+HPETGR SL IGRHA  IP M   ES +FL  L+D+A   P R + +QW  G 
Sbjct: 191 PLRPLLKIHPETGRKSLAIGRHAFGIPEMSEGESSKFLADLMDFATGDPQRTYQYQWTKG 250 
 
Query: 252 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 290 
           D VVWDNRCLLHRA  WD+  PRVM HSR+AG PETE A 
Sbjct: 251 DAVVWDNRCLLHRACSWDYSEPRVMLHSRIAGDPETESA 289 
 
 
>gb|ABL97633.1| 24-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase 
           [uncultured marine bacterium EB0_39H12] 
          Length = 284 
 
 Score =  271 bits (694), Expect = 6e-71,   Method: Compositional matrix adjust. 
 Identities = 135/288 (46%), Positives = 184/288 (63%), Gaps = 9/288 (3%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +++ P   + GA V  + L  L+      ++  WL++ALLIFPGQHLSNDQQI FAK FG 
Sbjct: 1   MRVEPLKRSFGAKVYDLSLPDLNTEQAQDVYDLWLKYALLIFPGQHLSNDQQIKFAKNFG 60 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
           A+E     D+  ISNV+ DG++R    A  DD++K + GNM WH DSTYMP+ A+GAVF+ 
Sbjct: 61  ALE----FDLSPISNVRNDGSIRD---ANDDDIVKSLRGNMEWHHDSTYMPIQAKGAVFT 113 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ-SKLGHVQQAGSAYIG 184 
           A  VP+ GG T +ADMRAAY+ALD++ +  +++ SA HS  +SQ  + GH     S +   
Sbjct: 114 AHKVPSHGGETGWADMRAAYEALDQSMKDKINELSAYHSYEWSQKERFGHKDPKVSEFNS 173 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR-V 243 
           YG D    PLRPLVK H ETG+  L IGRH + IPG+   E++   + L ++AC     V 
Sbjct: 174 YGFDIDPKPLRPLVKTHNETGQKCLTIGRHINKIPGLSDQEAQNLAKELEEYACSNKEWV 233 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 291 
           + H W  GD V+WDNRCL+H+A  WD    R+M+HSR+ G P  E A+ 
Sbjct: 234 YHHAWEVGDAVIWDNRCLMHQASMWDLSEGRIMYHSRIEGDPIAEAAS 281 
 
 
>gb|ADC34025.1| TfdA-like protein [uncultured bacterium] 
          Length = 201 
 
 Score =  266 bits (681), Expect = 2e-69,   Method: Compositional matrix adjust. 
 Identities = 135/207 (65%), Positives = 155/207 (74%), Gaps = 7/207 (3%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FAK+FG +E     ++ AISNV+ DGTVR    AE DD++KV+ GNM WH DSTYM 
Sbjct: 1   QQIAFAKKFGPLEF----EMAAISNVRKDGTVRIE--AENDDVVKVLKGNMGWHCDSTYM 54 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           PV A+GAVFSAEVVP+VGGRT +ADMRAAYDALD+A R+ V   +A HSL YSQSKLGH  
Sbjct: 55  PVQAKGAVFSAEVVPSVGGRTGWADMRAAYDALDDALRSKVETLTAYHSLYYSQSKLGHQ 114 
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Query: 176 QQA-GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
            +  GS Y GYG      PLRPLVK HPETGR SLLIGRHAH IP MD  ESER L+ LV 
Sbjct: 115 PKTQGSDYSGYGFHDGPVPLRPLVKSHPETGRKSLLIGRHAHNIPNMDKDESERLLQALV 174 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           D+ACQ PR++ H W  GD VVWDNRC+ 
Sbjct: 175 DFACQPPRIYHHTWTPGDAVVWDNRCV 201 
 
 
>emb|CBJ20087.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  196 bits (499), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 98/142 (69%), Positives = 112/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG+  AESERFL+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLAPAESERFLQEL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WAAGD V+ 
Sbjct: 121 IDFACQRPRIYHHDWAAGDAVL 142 
 
 
>emb|CBJ20295.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20360.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  196 bits (497), Expect = 4e-48,   Method: Compositional matrix adjust. 
 Identities = 97/142 (68%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGGRT FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGRTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20274.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  196 bits (497), Expect = 4e-48,   Method: Compositional matrix adjust. 
 Identities = 98/142 (69%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
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Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG+  AESERFL  L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLAPAESERFLREL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WAAGD V+ 
Sbjct: 121 IDFACQRPRIYHHDWAAGDAVL 142 
 
 
>emb|CBJ20081.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  195 bits (496), Expect = 5e-48,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP VGG+T FADMRAAYDALD+A +  V Q  A HSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPTVGGQTGFADMRAAYDALDDARKERVEQLQAHHSLHYSQSKLGH 60 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             Q+A   Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTQKADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20244.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  195 bits (495), Expect = 7e-48,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 112/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP +GG+T FADMRAAYDALD+A +  V Q  A HSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPTIGGQTGFADMRAAYDALDDARKERVEQLQAHHSLHYSQSKLGH 60 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             ++A   Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPGM  AES+RFL+ L 
Sbjct: 61  QTKKADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGMAPAESDRFLQEL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H W+AGD V+ 
Sbjct: 121 IDFACQRPRIYHHDWSAGDAVL 142 
 
 
>emb|CBJ20155.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  195 bits (495), Expect = 8e-48,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEGLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
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Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20145.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (494), Expect = 8e-48,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYLHDWAPGDAVL 142 
 
 
>emb|CBJ20533.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (494), Expect = 9e-48,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHNWAPGDAVL 142 
 
 
>emb|CBJ20525.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20526.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (494), Expect = 9e-48,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKACVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
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Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20227.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (494), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDYACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20345.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (494), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVESLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20085.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (494), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 97/142 (68%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           VD+ACQ PR++ H WA GD V+ 
Sbjct: 121 VDFACQPPRIYHHDWAPGDAVL 142 
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>emb|CBJ20394.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (493), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDMKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20102.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (493), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 113/142 (79%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALD+A +  V Q  A HSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDDARKERVEQLQAHHSLHYSQSKLGH 60 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             ++A   Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPGM  A+S+RFL+ L 
Sbjct: 61  QTKKADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGMALADSDRFLQEL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H W+AGD V+ 
Sbjct: 121 IDFACQRPRIYHHDWSAGDAVL 142 
 
 
>emb|CBJ20083.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20084.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20086.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20088.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20089.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20090.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20091.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20093.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20098.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20100.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20101.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
 emb|CBJ20103.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20104.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20105.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20106.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20113.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20114.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20115.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20116.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20118.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20119.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20120.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20121.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20126.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20127.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20128.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20129.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20130.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20131.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20132.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20133.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20135.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20136.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20138.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20140.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20141.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20142.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20144.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20147.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20148.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20149.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20150.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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 emb|CBJ20151.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20152.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20154.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20156.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20158.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20159.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20179.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20180.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20181.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20182.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20183.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20184.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20185.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20187.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20191.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20193.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20194.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20195.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20197.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20201.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20202.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20207.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20208.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20209.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20210.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20211.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20213.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20214.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20215.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20220.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20222.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20226.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
 emb|CBJ20229.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20234.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20237.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20238.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20242.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20245.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20248.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20256.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20258.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20260.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20266.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20268.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20272.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20275.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20278.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20288.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20289.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20297.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20299.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20301.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20302.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20307.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20308.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20312.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20313.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20315.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20317.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20318.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20319.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20320.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20322.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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 emb|CBJ20324.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20325.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20326.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20331.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20332.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20333.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20340.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20342.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20343.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20346.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20347.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20348.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20352.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20353.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20355.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20358.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20363.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20366.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20368.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20370.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20371.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20372.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20373.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20374.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20376.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20377.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20379.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20380.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20381.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20382.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20383.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20384.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
 emb|CBJ20386.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20389.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20392.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20393.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20395.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20398.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20400.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20402.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20403.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20404.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20408.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20414.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20415.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20422.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20486.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20487.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20489.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20491.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20494.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20497.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20498.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20499.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20501.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20502.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20503.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20517.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20518.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20521.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20523.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20527.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20531.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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 emb|CBJ20532.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20534.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20536.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20538.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20539.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20540.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20541.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20542.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20544.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20545.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20547.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20548.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20550.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20551.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20552.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20553.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20554.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (493), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20134.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (493), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
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Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             + A   Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGVYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20495.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (493), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVKTLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20327.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (492), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRESLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20079.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (492), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP++GG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSIGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
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Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20082.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (492), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 94/142 (66%), Positives = 113/142 (79%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP++GG+T FADMRAAYDALD+A +  V Q  A HSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSIGGQTGFADMRAAYDALDDARKERVEQLQAHHSLHYSQSKLGH 60 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             ++A   Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPGM  A+S+RFL+ L 
Sbjct: 61  QTKKADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGMALADSDRFLQEL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H W+AGD V+ 
Sbjct: 121 IDFACQRPRIYHHDWSAGDAVL 142 
 
 
>emb|CBJ20524.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (492), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKAHVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20387.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20506.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (492), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQRL 120 
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Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20125.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  194 bits (492), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAG-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAAVGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20496.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (491), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVRAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20146.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (491), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQA-GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAVDGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
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>emb|CBJ20356.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (491), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGVHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20535.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (491), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRRSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20543.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (491), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHVGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR + H WA GD V+ 
Sbjct: 121 IDFACQPPRTYHHDWAPGDAVL 142 
 
 
>emb|CBJ20107.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (491), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHA PG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDEPVPLRPLVKIHPETGRKSLLIGRHAHATPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20493.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20519.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (491), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D ACQ PR++ H WA GD V+ 
Sbjct: 121 IDLACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20410.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20504.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (490), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVGTLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
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>emb|CBJ20216.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20546.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (490), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L  L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLRQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20330.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (490), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR+  H WA GD V+ 
Sbjct: 121 IDFACQPPRIDHHDWAPGDAVL 142 
 
 
>emb|CBJ20092.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  193 bits (490), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERSLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20492.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG+  AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLGPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20405.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMR AYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRTAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20228.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T F DMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFTDMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20099.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20124.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLV++HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVRIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20488.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++  ESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPVESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20290.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20528.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMR AYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRVAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20139.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
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 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYD LDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDVLDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20123.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ CQ PR++ H WA GD V+ 
Sbjct: 121 IDFVCQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20080.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAH IPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHVIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20160.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
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Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSA+VVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAKVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20369.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T F DMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFPDMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20365.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (489), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 96/142 (67%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG      PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGPHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20416.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20421.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (488), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 73



Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MP  A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPAQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20413.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (488), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQ KLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQPKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20117.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (488), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVF AEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFGAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20516.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (488), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 111/142 (78%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
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Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ + WA GD V+ 
Sbjct: 121 IDFACQPPRIYHNDWAPGDAVL 142 
 
 
>emb|CBJ20515.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (487), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLI RHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLISRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20233.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (487), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPET R SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETSRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20097.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (487), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+V G+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVSGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
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Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20203.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (487), Expect = 6e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIP ++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPDLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20095.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (487), Expect = 6e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AE ER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAEFERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20096.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  192 bits (487), Expect = 7e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 109/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A GAVFSAEVVP+VGG+T FADMRAAYD LDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAMGAVFSAEVVPSVGGQTGFADMRAAYDTLDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
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           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20530.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (486), Expect = 8e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSK GH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKPGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20323.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (486), Expect = 8e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRP VK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPPVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20108.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (486), Expect = 8e-47,   Method: Compositional matrix adjust. 
 Identities = 95/141 (67%), Positives = 109/141 (77%), Gaps = 1/141 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A      ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARAETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHGGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVV 254 
           +D+ACQ PR++ H WA GD V 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAV 141 
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>emb|CBJ20529.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (486), Expect = 9e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG- 173 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLG  
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGP 60 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             + A   Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20189.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (485), Expect = 9e-47,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIP ++ AESER L+ L 
Sbjct: 61  QTKAADGEYGGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPSLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20507.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20537.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           + +ACQ PR++ H WA GD V+ 
Sbjct: 121 IGFACQPPRIYHHDWAPGDAVL 142 
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>emb|CBJ20399.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAY ALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYGALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20549.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HP TGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPGTGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20406.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALD   +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDGDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20490.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
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 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    AR SL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARRSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20153.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGR AHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRRAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20137.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 94/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAE+VP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEMVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLI RHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLISRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20200.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20505.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
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 Score =  191 bits (485), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           M V A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MSVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20520.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (484), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAV SAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVSSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20224.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (484), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T  ADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGSADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20157.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  191 bits (484), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
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Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADM AAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMCAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20143.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  190 bits (483), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAA DALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAACDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20522.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  190 bits (483), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 96/141 (68%), Positives = 109/141 (77%), Gaps = 1/141 (0%) 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           PV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH  
Sbjct: 2   PVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGHQ 61 
 
Query: 176 QQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
            +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ LV 
Sbjct: 62  TKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQLV 121 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           D+ACQ PR + H WA GD V+ 
Sbjct: 122 DFACQPPRNYHHDWAPGDAVL 142 
 
 
>emb|CBJ20122.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (481), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           M V A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MLVRAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
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Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20254.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (481), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 95/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    A HSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQAWHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20109.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (480), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 94/142 (66%), Positives = 109/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  RA V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLRARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PL PLVK+HPETGR S+LIGRH HAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLLPLVKIHPETGRKSVLIGRHPHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20418.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (480), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 94/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +PV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    AR SL YSQSKLGH 
Sbjct: 1   VPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARRSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
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Sbjct: 61  QTKAADGEYSGYGLHDGPAPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20354.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (479), Expect = 5e-46,   Method: Compositional matrix adjust. 
 Identities = 94/142 (66%), Positives = 109/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR S LI RHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSPLIDRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20417.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (479), Expect = 5e-46,   Method: Compositional matrix adjust. 
 Identities = 94/142 (66%), Positives = 110/142 (77%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+AC+ PR++ H  A GD V+ 
Sbjct: 121 IDFACRPPRIYHHDRAPGDAVL 142 
 
 
>emb|CBJ20512.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (479), Expect = 5e-46,   Method: Compositional matrix adjust. 
 Identities = 92/142 (64%), Positives = 109/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYD LD+  +  V +  A HSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDVLDDGRKERVEKLQAHHSLHYSQSKLGH 60 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             ++A   Y GYG+     PLRPLVK HPETGR SLLIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QAKKADGEYSGYGLHDGPVPLRPLVKTHPETGRKSLLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
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           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20412.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  189 bits (479), Expect = 5e-46,   Method: Compositional matrix adjust. 
 Identities = 93/142 (65%), Positives = 109/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV ++G VFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQSKGTVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPG++ AES R L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESGRLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20388.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  188 bits (477), Expect = 9e-46,   Method: Compositional matrix adjust. 
 Identities = 93/142 (65%), Positives = 108/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMR AYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRTAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPE GR S LIGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPEAGRKSPLIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
 
 
>emb|CBJ20309.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  187 bits (476), Expect = 1e-45,   Method: Compositional matrix adjust. 
 Identities = 94/142 (66%), Positives = 109/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y G G+     PLRPLVK+HPETGR SLLIGR AHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGCGLHDGPVPLRPLVKIHPETGRKSLLIGRRAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H WA GD V+ 
Sbjct: 121 IDFACQPPRIYHHDWAPGDAVL 142 
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>emb|CBJ20500.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 139 
 
 Score =  187 bits (474), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 93/139 (66%), Positives = 107/139 (76%), Gaps = 1/139 (0%) 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH  + 
Sbjct: 1   QAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGHQTK 60 
 
Query: 178 AGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           A    Y GYG+     PLRPLVK HPETGR SLLIGRHAHAIPG++ AESER L+ L+D+ 
Sbjct: 61  AADGEYSGYGLHDGPVPLRPLVKTHPETGRKSLLIGRHAHAIPGLEPAESERLLQQLIDF 120 
 
Query: 237 ACQAPRVHAHQWAAGDVVV 255 
           ACQ PR++ H WA GD V+ 
Sbjct: 121 ACQPPRIYHHDWAPGDAVL 139 
 
 
>emb|CBJ20094.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  184 bits (468), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 93/142 (65%), Positives = 108/142 (76%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           M V A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MLVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     PLRPLVK+HPETGR SL IGRHAHAIPG++ AESER L+ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLXIGRHAHAIPGLEPAESERLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H  A GD V+ 
Sbjct: 121 IDFACQPPRIYHHDRAPGDAVL 142 
 
 
>emb|CBJ20064.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  177 bits (449), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 86/142 (60%), Positives = 103/142 (72%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAE+VP +GGRT FADMRAAYDALD A +A +   +A HSL YSQ ++GH 
Sbjct: 1   MPVQAKGAVFSAEIVPTIGGRTGFADMRAAYDALDPAMKARIEGLNAYHSLHYSQGRVGH 60 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             ++A   Y GYG+     PLRPLVK HPETGR SLL GRHAH IPG+   ES+R L  L 
Sbjct: 61  QTKKADGEYSGYGLHDGPVPLRPLVKTHPETGRKSLLAGRHAHNIPGLAQEESDRLLREL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           +D+ACQ PR++ H W  GD VV 
Sbjct: 121 IDFACQPPRIYHHDWTPGDAVV 142 
 
 
>emb|CBJ20065.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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          Length = 142 
 
 Score =  176 bits (445), Expect = 4e-42,   Method: Compositional matrix adjust. 
 Identities = 87/142 (61%), Positives = 102/142 (71%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAE VP +GGRT FADMRAAYDALD A +A +   +A HSL YSQ ++GH 
Sbjct: 1   MPVQAKGAVFSAEEVPTIGGRTGFADMRAAYDALDPAMKARIEGLNAHHSLHYSQGRVGH 60 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             ++A   Y GYG+     PLRPLVK HPETGR SLL GRHAH IPG+   ES+R L  L 
Sbjct: 61  QTKKADGEYSGYGLHDGPVPLRPLVKTHPETGRKSLLAGRHAHNIPGLGQDESDRLLREL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           VD+ACQ PR++ H W  GD VV 
Sbjct: 121 VDFACQPPRIYHHDWTPGDAVV 142 
 
 
>emb|CBJ20514.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  174 bits (440), Expect = 2e-41,   Method: Compositional matrix adjust. 
 Identities = 88/142 (61%), Positives = 105/142 (73%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV A+GAVFSAEVVP VGG+T FADMRAA+DAL E  +A V    ARHSL YSQSKLGH 
Sbjct: 1   MPVQAKGAVFSAEVVPRVGGQTGFADMRAAFDALAEDLKARVETLQARHSLHYSQSKLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     P RPLVK+HPETGR SLLIGRHAHAIPG++ AESER ++ L 
Sbjct: 61  QTKAADGEYSGYGLHDGPVPPRPLVKIHPETGRKSLLIGRHAHAIPGLEPAESERLVQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           ++ + Q PR++   WA GD V+ 
Sbjct: 121 IELSYQLPRIYHQDWAPGDAVL 142 
 
 
>dbj|BAB92966.1| alpha KG dependent 2,4-D dioxygenase [alpha proteobacterium HW13] 
          Length = 295 
 
 Score =  162 bits (410), Expect = 6e-38,   Method: Compositional matrix adjust. 
 Identities = 96/262 (36%), Positives = 136/262 (51%), Gaps = 23/262 (8%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ +S+DQQ+ FA  FG  E   GG +              +SN+  
Sbjct: 33  IEAGMDKYAVLVFHGQDISDDQQMAFALNFGKRENARGGTVTKKEDYRLSSGLNDVSNLG 92 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV   GG T FADM 
Sbjct: 93  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADM 147 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 201 
           RAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ LV+ H 
Sbjct: 148 RAAYDALDDETKTEIDDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTH 202 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           P  GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+V+WDNR   
Sbjct: 203 PAHGRKSLYLSSHAGAIRGMSMPEARLLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQT 262 
 
Query: 262 LHRAEPWDFKLPRVMWHSRLAG 283 
           +HR   +D   PR M  + +AG 
Sbjct: 263 VHRVRRYDQSQPRDMRRATVAG 284 
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>dbj|BAB92964.1| alpha KG dependent 2,4-D dioxygenase [alpha proteobacterium RD5-C2] 
          Length = 295 
 
 Score =  162 bits (409), Expect = 7e-38,   Method: Compositional matrix adjust. 
 Identities = 96/262 (36%), Positives = 136/262 (51%), Gaps = 23/262 (8%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ +S+DQQ+ FA  FG  E   GG +              +SN+  
Sbjct: 33  IEAGMDKYAVLVFHGQDISDDQQMAFALNFGERENARGGTVTKKEDYRLSSGLNDVSNLG 92 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV   GG T FADM 
Sbjct: 93  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADM 147 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 201 
           RAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ LV+ H 
Sbjct: 148 RAAYDALDDETKTEIDDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTH 202 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           P  GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+V+WDNR   
Sbjct: 203 PAHGRKSLYLSSHAGAIRGMSMPEARLLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQT 262 
 
Query: 262 LHRAEPWDFKLPRVMWHSRLAG 283 
           +HR   +D   PR M  + +AG 
Sbjct: 263 VHRVRRYDQSQPRDMRRATVAG 284 
 
 
>ref|ZP_07575535.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
 gb|EFN09579.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
          Length = 304 
 
 Score =  160 bits (405), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 103/288 (35%), Positives = 154/288 (53%), Gaps = 30/288 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L+ TP      A   G+ L   L     AA+  A  ++ +++FP Q +S+D+Q  FA++F 
Sbjct: 14  LRCTPAHPHFAARAEGIDLRQPLTAEQKAAVKGAMDRYGVVVFPNQMMSDDEQAAFAEQF 73 
 
Query: 65  GAIE-----------RIGGGDIVAISNVKADGTVRQHSPAEW--DDMMKVI-VGNMAWHA 110 
           GAIE           RI    I  ISN+  DG +       W  DD  ++  +GN+ WH+ 
Sbjct: 74  GAIEETPTLVDQERRRIANMKINDISNLGPDGQI-------WGADDRRRMYNLGNLLWHS 126 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
           DS++ P  A  ++  A V+P VGG T + D R A+D L +  +A+     A HSL+YS+  
Sbjct: 127 DSSFKPTPAYWSMLQARVIPPVGGATEYIDTRVAWDHLPDELKAIARDLVAYHSLIYSRE 186 
 
Query: 171 KLGHVQQAGSAYIGYGMD-TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 229 
           ++G       A+    ++  T  P R LV++H E+GR +L +  H  AI G    E+    
Sbjct: 187 QMGF-----DAFSPEEVERCTPVPQR-LVRLHKESGRLALYLSAHIGAIEGWPRPEAMAL 240 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW-DFKLPRVM 276 
           +  L ++A Q P V+AHQWA GD+V+WDNRC +HR   + D K PR M 
Sbjct: 241 IRELTEFATQRPFVYAHQWAVGDLVIWDNRCTMHRGTRFDDKKYPRDM 288 
 
 
>dbj|BAB92965.1| alpha KG dependent 2,4-D dioxygenase [alpha proteobacterium HWK12] 
          Length = 295 
 
 Score =  160 bits (405), Expect = 2e-37,   Method: Compositional matrix adjust. 
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 Identities = 97/262 (37%), Positives = 135/262 (51%), Gaps = 23/262 (8%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ +S+DQQ+ FA  FG  E   GG +              +SN+  
Sbjct: 33  IEAGMDKYAVLVFHGQDISDDQQMAFALNFGKRENARGGTVTKKEDYRLSSGLNDVSNLG 92 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV   GG T FADM 
Sbjct: 93  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADM 147 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 201 
           RAAYDALD+ TRA +      HSL+YS+  LG +      Y           L+ LV+ H 
Sbjct: 148 RAAYDALDDETRAEIDDMICEHSLMYSRGSLGFLD-----YTDEEKQMFKPVLQRLVRTH 202 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           P  GR SL +  HA AI GM   E+   L  L + A     V+ H+W   D+V+WDNR   
Sbjct: 203 PGHGRRSLYLSSHAGAIRGMSVPEARVLLRDLNEHATSPEFVYVHKWTVHDLVMWDNRQT 262 
 
Query: 262 LHRAEPWDFKLPRVMWHSRLAG 283 
           +HR   +D   PR M  + +AG 
Sbjct: 263 MHRVRRYDQSQPRDMRRATVAG 284 
 
 
>ref|YP_001203232.1| alpha-ketoglutarate-dependent 2, 4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. ORS278] 
 emb|CAL74995.1| Alpha-ketoglutarate-dependent 2, 4-dichlorophenoxyacetate 
           dioxygenase (EC 1.14.11.-) (2,4-D dioxygenase) 
           [Bradyrhizobium sp. ORS278] 
          Length = 295 
 
 Score =  158 bits (400), Expect = 8e-37,   Method: Compositional matrix adjust. 
 Identities = 103/285 (36%), Positives = 146/285 (51%), Gaps = 36/285 (12%) 
 
Query: 19  VTGV---HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI 75 
           V+GV   H  T D+   A L AA   +A+L+F  Q + ++QQ+ FA  FG  E+  GG + 
Sbjct: 16  VSGVDLRHPLTRDEV--AELQAAIDHYAVLVFHDQDIGDEQQLAFALNFGDREKARGGTV 73 
 
Query: 76  VA------------ISNVKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGA 122 
                         +SN+  DG      P   D    +  +GN  WH+DS++ P+ A+ + 
Sbjct: 74  TKKEDYRLTTGLNDVSNLGKDG-----KPLPPDHRTHLFNLGNCLWHSDSSFRPIPAKYS 128 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           + SA +V   GG T FADMRAAYDALDE T+A +    + HSL+YS+  LG        + 
Sbjct: 129 ILSARIVNPKGGNTEFADMRAAYDALDEQTKAEIDDLVSEHSLMYSRGSLG--------F 180 
 
Query: 183 IGYGMDTTATPLRP----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
           + Y  D      +P    LV+ HP  GR SL +  HA A+ GM   E    L  L + A  
Sbjct: 181 LDY-TDEEKKMFKPVRQRLVRTHPAHGRKSLYLSSHAGAVVGMSMPEGRLLLRDLTEHAT 239 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           Q   V+ H+W   D+V+WDNR  +HR   +D   PR M  + +AG 
Sbjct: 240 QPEFVYVHKWRLHDLVMWDNRQTVHRVRRYDQSQPRDMRRATVAG 284 
 
 
>ref|YP_001242758.1| Alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. BTAi1] 
 gb|ABQ38852.1| 2,4-dichlorophenoxyacetate monooxygenase [Bradyrhizobium sp. BTAi1] 
          Length = 295 
 
 Score =  157 bits (398), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 95/265 (35%), Positives = 137/265 (51%), Gaps = 25/265 (9%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
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           A L  A   +A+L+F  Q ++++QQ+ FA  FG  E+  GG +              +SN 
Sbjct: 31  AELQTAIDHYAVLVFHDQDITDEQQLAFALSFGEREQARGGTVTKKEDYRLTTGLNDVSN 90 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 139 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA +V   GG T FA 
Sbjct: 91  LGKDG-----RPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKYSILSARIVNPKGGNTEFA 145 
 
Query: 140 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LV 198 
           DMRAAYDALD  T+A +      HSL+YS+  LG +  +      +       P+R  LV 
Sbjct: 146 DMRAAYDALDPETKAEIEDLVCEHSLMYSRGALGFLDYSDEEKEMF------KPVRQRLV 199 
 
Query: 199 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 258 
           + HP  GR SL +  HA A+ GM   E    L  L + A Q   VH H+WA  D+++WDN 
Sbjct: 200 RTHPAHGRKSLYLSSHAGAVVGMSLPEGRLLLRDLTEHATQREFVHVHKWALHDLIMWDN 259 
 
Query: 259 RCLLHRAEPWDFKLPRVMWHSRLAG 283 
           R  +HR   +D   PR M  + +AG 
Sbjct: 260 RQTMHRVRRYDQSQPRDMRRATVAG 284 
 
 
>ref|ZP_02186322.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [alpha proteobacterium BAL199] 
 gb|EDP66559.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [alpha proteobacterium BAL199] 
          Length = 295 
 
 Score =  156 bits (394), Expect = 4e-36,   Method: Compositional matrix adjust. 
 Identities = 102/295 (34%), Positives = 150/295 (50%), Gaps = 23/295 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           MA +   I P      A VTG+ +A  +  A    +  A  ++A+L+FP Q +++DQQ   
Sbjct: 1   MALSIRPINPKRDDFVAEVTGLDIAAGVSKAVAEEIEDAINRYAVLVFPEQRVNDDQQYV 60 
 
Query: 60  FAKRFGAIERIGGG-----------DIVAISNVKADGTVRQHSPAEWDDMMKVI-VGNMA 107 
           F+  FG +E   G            DI  ISN+  +G V Q      DD  ++  +GNM  
Sbjct: 61  FSTHFGPMETATGDIAAQGDRRLSMDINDISNLDKNGQVLQR-----DDRRRLFGLGNML 115 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH DS++    A+ ++ SA  +P  GG T FADMRAA+D LD  T+A +    A HS +Y 
Sbjct: 116 WHTDSSFKATPAKFSLLSARTIPGEGGNTEFADMRAAWDDLDPKTQADLMPLVAEHSQLY 175 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG  Q        +       P R +V+ HP +GR S+ +  HA  I G    E+  
Sbjct: 176 SRGLLGFDQFTDEERAKWA----PVPQR-MVRRHPGSGRLSVFLASHAGTIQGWPIPEAR 230 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            F+  L + A Q    +AH+W   D+V+WDNR ++HRA  +D   PR M  + +A 
Sbjct: 231 MFIRDLTEHATQREYTYAHRWRQYDLVMWDNRAVMHRARRYDHTQPRDMHRTTVA 285 
 
 
>ref|YP_002944024.1| Taurine catabolism dioxygenase TauD/TfdA [Variovorax paradoxus 
           S110] 
 gb|ACS18758.1| Taurine catabolism dioxygenase TauD/TfdA [Variovorax paradoxus 
           S110] 
          Length = 293 
 
 Score =  152 bits (385), Expect = 4e-35,   Method: Compositional matrix adjust. 
 Identities = 98/296 (33%), Positives = 150/296 (50%), Gaps = 23/296 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++L++TP      A   G+ +   L  +    ++AA  ++A+L++ GQ L+  QQI FAK 
Sbjct: 2   SSLELTPLHPLFAAEARGIDIRQPLSPSEVKQINAAMNRYAVLVWRGQPLTGQQQIDFAK 61 
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Query: 63  RFGAI-----------ERIGGGDIVAISNVKADGTV-RQHSPAEWDDMMKVIVGNMAWHA 110 
            FG +           ER+    ++ ISNV A+G V R+ SP    +       N  WH+ 
Sbjct: 62  AFGPLDLGLKKVFKRPERLEDERLIDISNVDAEGKVARRDSPKNLSNF-----ANQLWHS 116 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
           DS++    A  ++  A V+P+ GG T FA++RAAYDAL E TR+ +    A H  ++++  
Sbjct: 117 DSSFQNPRAAYSMLHALVLPSWGGNTEFAELRAAYDALPERTRSEIEGLRAEHYALHTRI 176 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
            LG       AY           + PL + HP +GR  L +G HA  I G   AE   FL 
Sbjct: 177 LLG-----DEAYTDDQKKAIPPAVWPLAQTHPGSGRKLLFVGVHAREIIGWPVAEGRMFL 231 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 286 
             L++ A +   V+ H+W  GD+V+WDNR  LHR   +D    R +  + +   PE 
Sbjct: 232 SDLLEHATRREFVYTHEWQVGDLVMWDNRSTLHRGRRYDIGERRELRRTTIEDVPE 287 
 
 
>ref|NP_768133.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium japonicum USDA 110] 
 dbj|BAC46758.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium japonicum USDA 110] 
          Length = 295 
 
 Score =  151 bits (382), Expect = 9e-35,   Method: Compositional matrix adjust. 
 Identities = 91/262 (34%), Positives = 132/262 (50%), Gaps = 23/262 (8%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + +A  ++A+L+F  Q ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 33  VESAMDKYAVLVFHDQDITDEQQMAFALNFGQREDARGGTVTKEKDYRLQSGLNDVSNLG 92 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV   GG T FADM 
Sbjct: 93  KDG-----KPLAKDSRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVVNPTGGNTEFADM 147 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 201 
           RAAYDALD+ T+A +      HSL+YS+  LG  +     Y           L+ LV+ H 
Sbjct: 148 RAAYDALDDETKAEIEDLVCEHSLMYSRGSLGFTE-----YTDEEKQMFKPVLQRLVRTH 202 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           P   R SL +  HA  I  M   E    L  L + A Q   V+ H+W   D+V+WDNR   
Sbjct: 203 PVHRRKSLYLSSHAGKIASMSVPEGRLLLRDLNEHATQPEFVYVHKWKLHDLVMWDNRQT 262 
 
Query: 262 LHRAEPWDFKLPRVMWHSRLAG 283 
           +HR   +D   PR M  + +AG 
Sbjct: 263 MHRVRRYDQSQPRDMRRATVAG 284 
 
 
>ref|YP_001206007.1| TauD/TfdA family dioxygenase [Bradyrhizobium sp. ORS278] 
 emb|CAL77782.1| putative TauD/TfdA family dioxygenase [Bradyrhizobium sp. ORS278] 
          Length = 308 
 
 Score =  151 bits (382), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 96/295 (32%), Positives = 149/295 (50%), Gaps = 30/295 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +++++I PTGA LGA V  V L  LDD  FA+L  A+  H++L+  GQ+L++   I F++ 
Sbjct: 25  RSSIEIVPTGAALGAEVRNVDLRHLDDQAFASLLQAFHDHSVLLVRGQNLTDQDLIAFSR 84 
 
Query: 63  RFGAIE---------RIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           RFG ++         R   G  +I  +SNVK +G            +  +  G   WH D 
Sbjct: 85  RFGDLDFAPIQENGRRFVDGLPEIYIVSNVKVNGEA----------IGSLGAGEAVWHTD 134 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
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            +Y+      +   A  +P VGG T F  M A YDAL    +A +     +H   Y+    
Sbjct: 135 MSYLDTPPIASALYALEIPPVGGNTSFCSMYAVYDALPADLKARIADLKIKHDGTYNSG- 193 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESER 228 
            G V+Q     +    D   +P  + PLV  HP++GR  L +GR  +A + G++ AESE  
Sbjct: 194 -GFVRQG----VTPTDDPRTSPGAVHPLVCTHPDSGRQMLYLGRRRNAYLTGLELAESEA 248 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L+ +     +      H W  GD+V+WDNRC +HR +P+D    R+M  +++ G 
Sbjct: 249 LLDEIWTHVARPAFAWEHAWKVGDLVIWDNRCTMHRRDPFDDHSRRIMHRTQIKG 303 
 
 
>gb|ADC33952.1| TfdA-like protein [uncultured bacterium] 
          Length = 123 
 
 Score =  150 bits (380), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 71/126 (56%), Positives = 89/126 (70%), Gaps = 3/126 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAA+DALD A R  +   +A HS+ YSQS+LG+     + Y   G      PLR 
Sbjct: 1   TEFCDMRAAWDALDPAMRKKLEGLNAYHSIYYSQSRLGYTHGTDNLY---GFHDKGEPLR 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           P+VK HPETGR S+  GRHAH IPGMD AESERFL+ L+++AC+APR + H+W  GD+VV 
Sbjct: 58  PVVKTHPETGRKSIYTGRHAHGIPGMDPAESERFLDDLLEFACRAPRTYLHRWTLGDLVV 117 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 118 WDNRCV 123 
 
 
>emb|CBJ20067.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 138 
 
 Score =  149 bits (377), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 78/141 (55%), Positives = 96/141 (68%), Gaps = 3/141 (2%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           M V A  ++ SA V P+ GG+T +ADMRAAYDALD+A R  +   SA HSL YSQS++GH 
Sbjct: 1   MRVSALASILSAHVTPSHGGQTEWADMRAAYDALDDAVRTRIEGLSAFHSLRYSQSQIGH 60 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
             +AGS+Y   G+     PLRPLVK HP TGR SL IGRHA+ IPG+   ES+  L  LV 
Sbjct: 61  DAKAGSSY---GLSEDIPPLRPLVKTHPVTGRKSLFIGRHAYGIPGLAEDESKALLSELV 117 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           D+AC+ PR +AH W  GDV V 
Sbjct: 118 DFACRPPRTYAHAWTPGDVAV 138 
 
 
>ref|YP_001240346.1| TauD/TfdA family dioxygenase [Bradyrhizobium sp. BTAi1] 
 gb|ABQ36440.1| putative TauD/TfdA family dioxygenase [Bradyrhizobium sp. BTAi1] 
          Length = 296 
 
 Score =  149 bits (377), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 97/298 (32%), Positives = 150/298 (50%), Gaps = 32/298 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++I PT  +LGA +  V L  LDDA FAA+  A+  H++L+  GQHLS+   I F++RF 
Sbjct: 15  NIEIVPTDRSLGAEIRNVDLRQLDDAAFAAVLRAFHTHSVLLVRGQHLSDQDLIAFSRRF 74 
 
Query: 65  GAIE---------RIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
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           G ++         R   G  +I  +SNVK +G            +  +  G   WH D + 
Sbjct: 75  GDLDWAPVQENGRRFVEGLPEIYIVSNVKVNGEA----------IGSLGAGEAVWHTDMS 124 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y+      +   A  +P VGG T F  M A YDAL    +  +     +H   Y+    G 
Sbjct: 125 YLETPPIASALYALEIPPVGGNTSFCSMYAVYDALPTELKHRIADLKIKHDGTYNSG--G 182 
 
Query: 174 HVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFL 230 
            V+Q     +    D  ++P  + PLV  HP++GR  L +GR  +A + G++ AESE  L 
Sbjct: 183 FVRQG----VTPTDDPRSSPGAVHPLVCTHPDSGRQMLYLGRRRNAYLVGLELAESEALL 238 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG--RPE 286 
           + L  +  +      H W  GD+V+WDNR  +HR +P+D +  R+M  +++ G  RP+ 
Sbjct: 239 DELWTYVARPEFAWEHVWQVGDLVIWDNRSTMHRRDPFDDQARRIMHRTQIKGTERPQ 296 
 
 
>ref|ZP_02187434.1| Taurine catabolism dioxygenase TauD/TfdA [alpha proteobacterium 
           BAL199] 
 gb|EDP65776.1| Taurine catabolism dioxygenase TauD/TfdA [alpha proteobacterium 
           BAL199] 
          Length = 295 
 
 Score =  148 bits (374), Expect = 8e-34,   Method: Compositional matrix adjust. 
 Identities = 92/287 (32%), Positives = 140/287 (48%), Gaps = 25/287 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L IT     +G  V G+ L   LD  G   L++ W++H +L+FP Q ++++QQI FA+ F 
Sbjct: 8   LAITRRHPLIGTEVRGIDLTKPLDRDGLDRLNSIWMEHPMLVFPNQKITDEQQIVFARNF 67 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +E             ++  +SNV   G +      EW    + +     WH DS++   
Sbjct: 68  GELEVHPSVAHRSSKNPEVYRVSNVDEQGNILPSESKEW----QYLELTWLWHTDSSFRE 123 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS---LVYSQSKLG 173 
           + + G++     VP  GG T FA+M AAY+AL + T+A +   + RHS   ++   +KL  
Sbjct: 124 IPSMGSILHGIEVPKDGGDTLFANMYAAYEALSDGTKAEIEGLTVRHSHDAVIARSAKLS 183 
 
Query: 174 HVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHA-HAIPGMDAAESERFLE 231 
             Q  G+        T   P+ +PLV+ HP TGR SL +  H    I GM   +    L+ 
Sbjct: 184 ARQDKGTY-------TELPPVEQPLVRRHPVTGRRSLFLSPHTMDGIVGMPNDKGFALLD 236 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 278 
            L   A     V+ H W   DV++WDNRC +H   P+D    R + H 
Sbjct: 237 DLTKHATHERFVYRHSWHQDDVIMWDNRCTMHAVMPYDSANQRRIMH 283 
 
 
>ref|NP_990895.1| TfdA [Achromobacter denitrificans] 
 gb|AAS49436.1| TfdA [Achromobacter denitrificans] 
          Length = 287 
 
 Score =  148 bits (374), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 94/251 (37%), Positives = 125/251 (49%), Gaps = 28/251 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           Q A+L+F GQ L  DQQI FA+ FG +E           R    ++  ISNV  DG VR+ 
Sbjct: 39  QKAVLVFRGQPLDQDQQIAFARNFGQLEGGFIKVNQRPSRFKYAELADISNVSVDGKVRE 98 
 
Query: 90  HSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 146 
               E       +VGN A   WH+DS++    A+ ++ SA V+P  GG T F DMRAAYD 
Sbjct: 99  RDARE-------VVGNFANQLWHSDSSFQQPAARYSMLSAIVLPPSGGDTEFCDMRAAYD 151 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG 205 
            L E  +  +    A H  + S+  LG    + S            P+  PLV+ H  +G 
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Sbjct: 152 DLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTHAGSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           R  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+WDNRC+LHR  
Sbjct: 206 RKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVMWDNRCVLHRG 265 
 
Query: 266 EPWDFKLPRVM 276 
             +D    R + 
Sbjct: 266 RRYDITARREL 276 
 
 
>gb|ACF35465.1| TfdA [Burkholderia sp. TFD36] 
 gb|ACF35466.1| TfdA [Burkholderia sp. TFD6] 
 gb|ACF35467.1| TfdA [Burkholderia sp. TFD2] 
 gb|ACF35468.1| TfdA [Burkholderia tropica] 
 gb|ACF35469.1| TfdA [Burkholderia sp. TFD4] 
 gb|ACF35470.1| TfdA [Burkholderia sp. TFD17] 
 gb|ACF35471.1| TfdA [Burkholderia sp. TFD20] 
 gb|ACF35472.1| TfdA [Burkholderia sp. TFD21] 
 gb|ACF35473.1| TfdA [Burkholderia sp. TFD23] 
 gb|ACF35474.1| TfdA [Burkholderia sp. TFD28] 
 gb|ACF35475.1| TfdA [Burkholderia sp. TFD31] 
 gb|ACF35476.1| TfdA [Burkholderia sp. TFD32] 
 gb|ACF35477.1| TfdA [Burkholderia sp. TFD34] 
 gb|ACF35478.1| TfdA [Burkholderia sp. TFD52] 
          Length = 297 
 
 Score =  148 bits (373), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 94/259 (36%), Positives = 129/259 (49%), Gaps = 28/259 (10%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           Q A+L+F GQ L  DQQI FA+ FG +E           R    ++  ISNV  DG V + 
Sbjct: 39  QKAVLVFRGQPLDQDQQIAFARNFGQLEGGFIKVNQRPSRFKYAELADISNVSVDGKVAE 98 
 
Query: 90  HSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 146 
               E       +VGN A   WH+DS++    A+ ++ SA V+P  GG T F DMRAAYD 
Sbjct: 99  RDARE-------VVGNFANQLWHSDSSFQQPAARYSMLSAIVLPPSGGDTEFCDMRAAYD 151 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG 205 
            L E  +  +    A H  ++S+  LG  + + S            P+  PL++ H  +G 
Sbjct: 152 DLPEDFKKELQGLRAEHYALHSRFILGDTEYSES------QRNAMPPVSWPLIRTHAGSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           R  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+WDNRC+LHR  
Sbjct: 206 RKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVMWDNRCVLHRG 265 
 
Query: 266 EPWDFKLPRVMWHSRLAGR 284 
             +D    R +  +   GR 
Sbjct: 266 RRYDVTARRELRRATTLGR 284 
 
 
>sp|Q45423.1|TFDA_BURSR RecName: Full=Alpha-ketoglutarate-dependent 
           2,4-dichlorophenoxyacetate dioxygenase; Short=2,4-D 
           dioxygenase 
 gb|AAB17363.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase 
           [Burkholderia sp. RASC] 
          Length = 297 
 
 Score =  147 bits (372), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 96/259 (37%), Positives = 131/259 (50%), Gaps = 28/259 (10%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           Q A+L+F GQ L  DQQI FA+ FG +E           R    ++  ISNV  DG V   
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Sbjct: 39  QKAVLVFRGQPLDQDQQIAFARNFGQLEGGFIKVNQRPSRFKYAELADISNVSVDGKV-- 96 
 
Query: 90  HSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 146 
              AE D   + +VGN A   WH+DS++    A+ ++ SA V+P  GG T F DMRAAYD 
Sbjct: 97  ---AEAD--AREVVGNFANQLWHSDSSFQQPAARYSMLSAIVLPPSGGDTEFCDMRAAYD 151 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG 205 
            L E  +  +    A H  ++S+  LG  + + S            P+  PL++ H  +G 
Sbjct: 152 DLPEDFKKELQGLRAEHYALHSRFILGDTEYSES------QRNAMPPVSWPLIRTHAGSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           R  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+WDNRC+LHR  
Sbjct: 206 RKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVMWDNRCVLHRG 265 
 
Query: 266 EPWDFKLPRVMWHSRLAGR 284 
             +D    R +  +   GR 
Sbjct: 266 RRYDVTARRELRRATTLGR 284 
 
 
>ref|YP_025400.1| 2,4-D / a-ketoglutarate dioxygenase [Ralstonia eutropha JMP134] 
 ref|YP_293634.1| taurine catabolism dioxygenase TauD/TfdA [Ralstonia eutropha 
           JMP134] 
 sp|P10088.1|TFDA_RALEJ RecName: Full=Alpha-ketoglutarate-dependent 
           2,4-dichlorophenoxyacetate dioxygenase; Short=2,4-D 
           dioxygenase 
 gb|AAA21983.1| 2,4-dichlorophenoxyacetate monooxygenase (gtg start codon) 
           [Cupriavidus necator] 
 gb|AAR31052.1| 2,4-D / a-ketoglutarate dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ65777.1| Taurine catabolism dioxygenase TauD/TfdA [Ralstonia eutropha 
           JMP134] 
 gb|ACF35489.1| TfdA [Burkholderia sp. TFD19] 
 gb|ACF35490.1| TfdA [Cupriavidus sp. TFD33] 
 gb|ACF35491.1| TfdA [Cupriavidus sp. TFD38] 
 gb|ACF35492.1| TfdA [Pseudomonas sp. TFD39] 
 gb|ACF35493.1| TfdA [Cupriavidus sp. TFD51] 
 gb|ACF35494.1| TfdA [Ralstonia eutropha JMP134] 
          Length = 287 
 
 Score =  147 bits (371), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 92/251 (36%), Positives = 128/251 (50%), Gaps = 28/251 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           + ++L+F GQ LS DQQI FA+ FG +E           R    ++  ISNV  DG V Q 
Sbjct: 39  EKSVLVFRGQPLSQDQQIAFARNFGPLEGGFIKVNQRPSRFKYAELADISNVSLDGKVAQ 98 
 
Query: 90  HSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 146 
               E       +VGN A   WH+DS++    A+ ++ SA VVP  GG T F DMRAAYD 
Sbjct: 99  RDARE-------VVGNFANQLWHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYD 151 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG 205 
           AL    ++ +    A H  + S+  LG    + +            P+  PLV+ H  +G 
Sbjct: 152 ALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVNWPLVRTHAGSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           R  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+WDNRC+LHR  
Sbjct: 206 RKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVMWDNRCVLHRG 265 
 
Query: 266 EPWDFKLPRVM 276 
             +D    R + 
Sbjct: 266 RRYDISARREL 276 
 
 
>gb|ACF35485.1| TfdA [Achromobacter xylosoxidans] 
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 gb|ACF35486.1| TfdA [Achromobacter xylosoxidans] 
 gb|ACF35487.1| TfdA [Cupriavidus sp. TFD42] 
 gb|ACF35488.1| TfdA [Burkholderia sp. TFD29] 
          Length = 287 
 
 Score =  146 bits (369), Expect = 3e-33,   Method: Compositional matrix adjust. 
 Identities = 92/251 (36%), Positives = 128/251 (50%), Gaps = 28/251 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           + ++L+F GQ LS DQQI FA+ FG +E           R    ++  ISNV  DG V Q 
Sbjct: 39  EKSVLVFRGQPLSQDQQIAFARNFGPLEGGFIKVNQRPSRFKYAELADISNVSLDGKVAQ 98 
 
Query: 90  HSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 146 
               E       +VGN A   WH+DS++    A+ ++ SA VVP  GG T F DMRAAYD 
Sbjct: 99  RDARE-------VVGNFANQLWHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYD 151 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG 205 
           AL    ++ +    A H  + S+  LG    + +            P+  PLV+ H  +G 
Sbjct: 152 ALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVNWPLVRTHAGSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           R  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+WDNRC+LHR  
Sbjct: 206 RKFLFIGAHAGHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVMWDNRCVLHRG 265 
 
Query: 266 EPWDFKLPRVM 276 
             +D    R + 
Sbjct: 266 RRYDISARREL 276 
 
 
>gb|AAM76772.1| 2,4-D/alpha-ketoglutarate dioxygenase [Delftia acidovorans] 
          Length = 287 
 
 Score =  146 bits (368), Expect = 3e-33,   Method: Compositional matrix adjust. 
 Identities = 93/251 (37%), Positives = 125/251 (49%), Gaps = 28/251 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           Q A+L+F GQ L  DQQI FA+ FG +E           R    ++  ISNV  DG V + 
Sbjct: 39  QKAVLVFRGQPLDQDQQIAFARNFGQLEGGFIKVNQRPSRFKYAELADISNVSVDGKVAE 98 
 
Query: 90  HSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 146 
               E       +VGN A   WH+DS++    A+ ++ SA V+P  GG T F DMRAAYD 
Sbjct: 99  RDARE-------VVGNYANQLWHSDSSFQQPAARYSMLSAIVLPPSGGDTEFCDMRAAYD 151 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG 205 
            L E  +  +    A H  ++S+  LG    + S            P+  PLV+ H  +G 
Sbjct: 152 DLPEDFKKELQGLRAEHYALHSRFILGDTDYSES------QRNAMPPVSWPLVRTHAGSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           R  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+WDNRC+LHR  
Sbjct: 206 RKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVMWDNRCVLHRG 265 
 
Query: 266 EPWDFKLPRVM 276 
             +D    R + 
Sbjct: 266 RRYDITARREL 276 
 
 
>gb|ADI17634.1| probable taurine catabolism dioxygenase [uncultured alpha 
           proteobacterium HF0130_20P23] 
          Length = 290 
 
 Score =  146 bits (368), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 84/287 (29%), Positives = 144/287 (50%), Gaps = 14/287 (4%) 
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Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I   G      VTG+     L      A+H    ++A+L F  Q L+ ++Q+ F+K+  
Sbjct: 3   VEIRQVGECFAGEVTGIDFTEPLSTENVNAIHEGMDKYAVLTFRKQPLTAEEQLAFSKQL 62 
 
Query: 65  GAIERIGGGDIVAISNVKADGTV-------RQHSPAEWDDMMKVI-VGNMAWHADSTYMP 116 
           G IE   G  +    + +   T        ++  P + +D  ++  +GN  WH+DS++   
Sbjct: 63  GDIEHAIGTSLREDKDARLPSTFADVSNLDKEDRPFDINDRRRLFAIGNRLWHSDSSFKV 122 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V A+ ++  A  +P+ GG T FA M +AYDALD+  +  +      HS ++S+ ++G    
Sbjct: 123 VPAKYSILHAISIPSKGGNTEFAHMPSAYDALDDEIKEELDGLICEHSQIFSRQQVGF-- 180 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
              + +    +D      + L++ HP TGR SL +  HA  I G+   +++  L  LV+  
Sbjct: 181 ---TDFTDEEIDRFKPVRQTLIRKHPATGRKSLYLSSHAGRIDGLSVPDAKLLLLDLVNH 237 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           A Q   V+ H+W  GD+V+WDNR  +HR  P+    PR M  + + G 
Sbjct: 238 ATQQKFVYVHEWQKGDLVMWDNRQTMHRVRPFPVDEPRDMRRTTIVG 284 
 
 
>gb|AAK81681.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia cepacia] 
 gb|ACF35479.1| TfdA [Variovorax soli] 
 gb|ACF35480.1| TfdA [Cupriavidus sp. TFD45] 
 gb|ACF35481.1| TfdA [Cupriavidus sp. TFD40] 
 gb|ACF35482.1| TfdA [Cupriavidus respiraculi] 
 gb|ACF35483.1| TfdA [Pseudomonas putida] 
 gb|ACF35484.1| TfdA [Pseudomonas sp. TFD50] 
          Length = 287 
 
 Score =  145 bits (366), Expect = 7e-33,   Method: Compositional matrix adjust. 
 Identities = 93/251 (37%), Positives = 124/251 (49%), Gaps = 28/251 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           Q A+L+F GQ L  DQQI FA+ FG +E           R    ++  ISNV  DG V + 
Sbjct: 39  QKAVLVFRGQPLDQDQQIAFARNFGQLEGGFIKVNQRPSRFKYAELADISNVSVDGKVAE 98 
 
Query: 90  HSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 146 
               E       +VGN A   WH+DS++    A+ ++ SA V+P  GG T F DMRAAYD 
Sbjct: 99  RDARE-------VVGNFANQLWHSDSSFQQPAARYSMLSAIVLPPSGGDTEFCDMRAAYD 151 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG 205 
            L E  +  +    A H  + S+  LG    + S            P+  PLV+ H  +G 
Sbjct: 152 DLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTHAGSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           R  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+WDNRC+LHR  
Sbjct: 206 RKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVMWDNRCVLHRG 265 
 
Query: 266 EPWDFKLPRVM 276 
             +D    R + 
Sbjct: 266 RRYDITARREL 276 
 
 
>gb|ACF98189.1| putative TauD/TfdA family dioxygenase [uncultured bacterium 1114] 
          Length = 287 
 
 Score =  144 bits (362), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 89/272 (32%), Positives = 139/272 (51%), Gaps = 22/272 (8%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           ++TT +  P  AT+GA  + + ++  D      + AA+ QH LL F GQ L+++Q   FA 
Sbjct: 7   SRTTARFQPLSATMGADTSDIDVSHADAVPMDDVLAAFRQHHLLSFRGQTLTDEQIYNFA 66 
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Query: 62  KRFGAIE----RIGGGDIVA----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            +FG +E    R   G ++A    I+N+ ADG      P+   D+ +    N  WH+D + 
Sbjct: 67  AKFGPVEQNKRRYADGTVMASVHGITNLDADG-----KPSSRPDVRE----NYYWHSDKS 117 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           +  V A   +     +P  GG T FADM  AY AL   T+  +      HS  Y +  +  
Sbjct: 118 HQEVPALTTMLYGVEIPPAGGETEFADMTRAYAALPPETKRRIDDLKVEHSWGYMRETV- 176 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
               AG A        +   + PLV++HP+TG  SL +G +   + GMD +E    L+ + 
Sbjct: 177 ----AGLAPTEEEKLKSPPVIHPLVRIHPDTGAKSLYVGMYCSRVIGMDVSEGRELLKEM 232 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +D A +   +  ++W  GD+V+WDNRCL+HRA 
Sbjct: 233 IDHATRPEFLFRYKWRQGDLVMWDNRCLVHRA 264 
 
 
>ref|YP_611286.1| taurine catabolism dioxygenase TauD/TfdA [Ruegeria sp. TM1040] 
 gb|ABF62024.1| Taurine catabolism dioxygenase TauD/TfdA [Ruegeria sp. TM1040] 
          Length = 294 
 
 Score =  142 bits (357), Expect = 8e-32,   Method: Compositional matrix adjust. 
 Identities = 89/282 (31%), Positives = 138/282 (48%), Gaps = 18/282 (6%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDA-GFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           TT++  P     G  V+G+ L+ +     FA L   + +H+ L+F  Q +SN++ +  A+ 
Sbjct: 2   TTIETKPLTPCFGVEVSGMTLSEVSKGHDFARLRDLFEEHSALLFRAQEISNEEHMALAQ 61 
 
Query: 63  RFGAIE------RIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
            FG IE      R  G   ++  +SNV+ DGT    +  E D     +  N  WH+DST+ 
Sbjct: 62  LFGPIEDRKADERKPGEAFEVPEVSNVQKDGT----TSGEMDLHTLNLKSNFLWHSDSTF 117 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +P  A   +    VV   GG T  A  RAA+ A+ E  ++ +  R   H   +S+ K+   
Sbjct: 118 LPTPALTNILIGRVVTTEGGATELASTRAAWAAMPEELKSRIRGRGIWHRYSHSRRKIS- 176 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
            + A         D   + + P    +P  GR  L I  HA  + G D AES+  L+ L+ 
Sbjct: 177 PELAKLPMFNKWPDQHWSAVWP----NPVNGREGLYIASHAFKVDGYDEAESQELLDELM 232 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
            +  Q    +AHQW  GDV++WD R +LHR  PW ++ PR + 
Sbjct: 233 AFCTQPEFTYAHQWNVGDVLIWDQRAVLHRGTPWPYEQPRTL 274 
 
 
>ref|YP_725771.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
 emb|CAJ92403.1| probable taurine catabolism dioxygenase [Ralstonia eutropha H16] 
          Length = 265 
 
 Score =  141 bits (355), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 91/264 (34%), Positives = 134/264 (50%), Gaps = 26/264 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+QI P   ++ A VTGV L   LDDA F  LH A+L+H +L+F GQ L    Q+ FA+R 
Sbjct: 3   TIQIKPLTGSVAAAVTGVDLNQPLDDASFEILHRAFLEHGVLVFRGQQLQPAAQVAFARR 62 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           +G  + + G  ++        G       A+   + K      AWH+DS Y  V  + ++ 
Sbjct: 63  WG--KPVQGNPLLK-------GLTEFPELAQVTRIPKETASTEAWHSDSIYTEVPPKISI 113 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
            SA  +P +GG T + +   +YD L  A + ++    AR    +S ++L  +         
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Sbjct: 114 LSAVTIP-IGGDTMWCNQYVSYDRLSPAMQRMIDGLRAR----FSGARLARMT------- 161 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR--HAHAIPGMDAAESERFLEGLVDWACQAP 241 
             G D   T + P+V+ HPETGR +L +G    A  I GM  AES   L+ L + +     
Sbjct: 162 --GSDKVPTAVHPIVRTHPETGRKALYVGHPDTAQCIEGMTEAESRPLLDFLYEHSVTPD 219 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
            V+ H W  GDVV+WDNRC +H A 
Sbjct: 220 NVYRHMWQEGDVVMWDNRCTMHYA 243 
 
 
>ref|ZP_02187618.1| Taurine catabolism dioxygenase TauD/TfdA [alpha proteobacterium 
           BAL199] 
 gb|EDP65960.1| Taurine catabolism dioxygenase TauD/TfdA [alpha proteobacterium 
           BAL199] 
          Length = 296 
 
 Score =  140 bits (353), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 88/279 (31%), Positives = 137/279 (49%), Gaps = 25/279 (8%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           ++   ++ P    LGA + G+ L   + +A FA ++  +L+  L++F    L    Q+ F 
Sbjct: 13  SRRPFEVRPLHPALGAEIAGITLEEAVGEAVFAEIYDVFLERGLILFHDVDLPPATQVAF 72 
 
Query: 61  AKRFGAIE---------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           A+RFG ++              +I  ++N+ ADG      P    DM     G M WH D 
Sbjct: 73  ARRFGEVQVHVMNQYHGYADHPEIYRLANLDADGNPNGKHP----DM-----GTMYWHTD 123 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            ++ P      +  +E+VP+ GG T FADM  AY++L    +  +    A H+L +S+++ 
Sbjct: 124 GSWRPTTGHATMMYSEMVPSEGGETHFADMYGAYESLSPQWKERLGSLKAFHNLDFSRTR 183 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
                + G   +         P+  P+V+ HPETGR SL +G HA  I GMD AE    + 
Sbjct: 184 -----RHGHDPMTEEQKAKVPPVAHPVVRTHPETGRKSLFLGDHAEWIDGMDYAEGRALI 238 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           E +   A     V+ H W+    +VWDNRCLLHRA  +D 
Sbjct: 239 EEINAMATPDHLVYRHHWSPRQCIVWDNRCLLHRATGYD 277 
 
 
>ref|ZP_01894281.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Marinobacter algicola DG893] 
 gb|EDM47650.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Marinobacter algicola DG893] 
          Length = 301 
 
 Score =  140 bits (352), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 95/285 (33%), Positives = 144/285 (50%), Gaps = 34/285 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA---TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + I P      A V  V L+   + DD+   A+  A+ ++A+L+FPGQ L+ +Q I FAK 
Sbjct: 3   ISIYPITQNFAAEVGDVDLSKPLSADDS--EAIKEAFWRYAVLVFPGQSLTPEQHIAFAK 60 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI----------------VGNM 106 
            FG +E   G +    S    D T + HS +E  D+  +                 +GN  
Sbjct: 61  EFGPLE---GENPTIASYRNRDVTTKSHS-SELADVSNLSPKNEVWTSGSRARMFHLGNQ 116 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH DS++  V A+ ++  A  +  +GG T FAD RAAYDAL EA +  +    A HS+  
Sbjct: 117 LWHTDSSFHHVPARASLLYAREIAPIGGHTEFADERAAYDALPEAMKRRIEGLIAEHSIF 176 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 224 
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           +S++K+G+             +  A P  L  LV+  PE+ R SL +  H   I  +  A 
Sbjct: 177 HSRAKIGYTDFPEE-------ERRALPPALHVLVRTIPESHRRSLYLAAHITRIVEISDA 229 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           ES+  L+ L + A Q   V+ H+W   D+V+WDNRC +HR + +D 
Sbjct: 230 ESQSLLDELTEHATQRQFVYTHRWRQHDLVMWDNRCTMHRGKDFD 274 
 
 
>ref|ZP_02186680.1| hypothetical protein BAL199_17688 [alpha proteobacterium BAL199] 
 gb|EDP66917.1| hypothetical protein BAL199_17688 [alpha proteobacterium BAL199] 
          Length = 290 
 
 Score =  139 bits (351), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 93/272 (34%), Positives = 142/272 (52%), Gaps = 20/272 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QITP      + VTG+ L T  DDA FA +  A+ + ++L+F  Q +S++ QI F++RF 
Sbjct: 2   IQITPLHPLFASEVTGLDLVTGPDDATFAQIEDAFRRRSVLVFREQAISDEIQIRFSQRF 61 
 
Query: 65  GAIE--RIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +E  ++G    G  +V +SN+  +G   Q  P     M+     N  WH DS++ P   
Sbjct: 62  GPLETTKVGTNGAGSHLVVLSNIGPEG---QIVPPTSRQMLNN-RANQFWHTDSSFKPNP 117 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           A+ ++ SA  +P  GG T +  MRA Y AL E  R  V  R A H   +S+S++       
Sbjct: 118 ARASMLSARAIPLTGGDTQYCCMRAVYTALPERLRDAVEGRVAIHDYTHSRSRI------ 171 
 
Query: 179 GSAYIGYGMDTTATPLR-PLVKVH-PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
               +         P+R  +V  H PE GR SL +G HA  + GM        ++ L+ + 
Sbjct: 172 DPELVTVEERKAVPPVRQAMVLDHGPELGR-SLYLGAHAAKVEGMSDDAGRSLIDELMAF 230 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 268 
           A +   V+ HQW   D+++WDNR +LHRA P+ 
Sbjct: 231 ATRDRFVYTHQWRPFDLILWDNRAVLHRATPF 262 
 
 
>ref|YP_001354176.1| taurine dioxygenase [Janthinobacterium sp. Marseille] 
 gb|ABR88626.1| taurine dioxygenase [Janthinobacterium sp. Marseille] 
          Length = 297 
 
 Score =  139 bits (349), Expect = 7e-31,   Method: Compositional matrix adjust. 
 Identities = 90/271 (33%), Positives = 134/271 (49%), Gaps = 21/271 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  I    A LGA + G+ L   LDDA F+ +H A L H LL+F  Q ++  QQI F++R 
Sbjct: 16  TFTIQLFDAPLGAELIGLDLTRPLDDADFSRVHQAHLDHHLLVFRDQQITPAQQIDFSRR 75 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FGA++          G  +I+ ISN+K +G      P    D          WH+D +Y+ 
Sbjct: 76  FGALQIHVLHQFQLPGHPEILIISNIKENG-----QPIGLGD------AGHFWHSDLSYV 124 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            + + G++  A+ +PA GG T FA+M  A+D LD   R  V    A HS +   ++L    
Sbjct: 125 DIPSLGSMLHAQELPAEGGDTLFANMHLAWDTLDVHLRNKVANLKAEHSYLAQYAELQRR 184 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
                      +      L+P+V+ HPETGR +L +  H    I G+   ES   L  L  
Sbjct: 185 NPWRPNLSEEQIAKVKPVLQPVVRTHPETGRKALFVSEHFTTRIDGLPEDESRDLLNQLF 244 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + + +   V+ H+W   D++ WDNR L+H A 
Sbjct: 245 EHSVKPEHVYRHRWQPHDLIFWDNRSLMHLA 275 
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>emb|CBJ20072.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 138 
 
 Score =  138 bits (348), Expect = 9e-31,   Method: Compositional matrix adjust. 
 Identities = 69/141 (48%), Positives = 91/141 (64%), Gaps = 3/141 (2%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MP+ ++ A+ +A VVP  GG T FADMRAA+DALDE T+A +    A HS+ YSQ++ G  
Sbjct: 1   MPIASKAAMLAALVVPPEGGETEFADMRAAWDALDEDTQARLEGLCAYHSIYYSQARAGF 60 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
           + +    Y   G      PLRP+VK HPETGR S+  GRHA+ IPG+   ESE  L  L+ 
Sbjct: 61  IHKTDHLY---GFHDKGAPLRPIVKTHPETGRKSIYTGRHAYGIPGLSETESETLLNKLM 117 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           D AC+ PR++ H W  GD+VV 
Sbjct: 118 DDACRPPRLYRHIWQPGDLVV 138 
 
 
>emb|CBJ20071.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 138 
 
 Score =  138 bits (347), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 65/141 (46%), Positives = 92/141 (65%), Gaps = 3/141 (2%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MP+ ++ A+  A VVP  GG T F+DMRAA+DALD+  +A + + SA HS+ YSQ ++G  
Sbjct: 1   MPLASKAAMLYAVVVPPDGGETEFSDMRAAWDALDKTMQARLEKLSAYHSIYYSQEQIGF 60 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
           V +    Y   G      PLRP+++ HPETGR S+  GRHAH IPGM   +S+  L+ L+ 
Sbjct: 61  VHKTDQVY---GFHDKGAPLRPIIRTHPETGRKSIYTGRHAHDIPGMSKEDSKALLDKLI 117 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + AC+ PR++ H W  GD+VV 
Sbjct: 118 EDACRPPRLYKHAWTTGDLVV 138 
 
 
>ref|ZP_04945417.1| Probable taurine catabolism dioxygenase [Burkholderia dolosa 
           AUO158] 
 gb|EAY68588.1| Probable taurine catabolism dioxygenase [Burkholderia dolosa 
           AUO158] 
          Length = 317 
 
 Score =  137 bits (346), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 97/291 (33%), Positives = 146/291 (50%), Gaps = 32/291 (10%) 
 
Query: 5   TLQITPTGATLGATV---TGVHLATLDDAGFA-ALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +L++ P  A     V   +G+ L +      A A+ AA  ++A+L+F GQ L+ DQQ+ F 
Sbjct: 14  SLEVVPIDAARADFVGLASGIDLTSPVSERLACAIDAAMNRYAVLVFRGQPLTQDQQLAF 73 
 
Query: 61  AKRFGAIE-----------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-- 107 
           A+  G ++           R+   ++  ISNV   G + + +        + IVGN+A   
Sbjct: 74  ARALGPLDLGFKRVARPHARLAYQELADISNVDESGQIAERT-------HRRIVGNLANQ 126 
 
Query: 108 -WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+DS++    A+ ++  A VVP  GG T FADMRAA+DALD   +  +    A H  + 
Sbjct: 127 LWHSDSSFQQPAARYSMLHAVVVPESGGETEFADMRAAWDALDPREQRELEGLEAEHYAL 186 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAE 225 
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           +S+  LG    +              P+R PLV+ H  +GR  L IG HA  I G   AE 
Sbjct: 187 HSRFLLGDTDYSDE------QRNALPPVRWPLVREHAGSGRRHLFIGAHATHIVGRTLAE 240 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               L  L++ A     V++H+W  GD+V+WDNRC LHR    D  + R + 
Sbjct: 241 GRVLLMDLLEHATARRFVYSHRWLPGDLVIWDNRCTLHRGRRHDLSVRREL 291 
 
 
>ref|NP_881979.1| putative taurine dioxygenase [Bordetella pertussis Tohama I] 
 ref|NP_887474.1| putative taurine dioxygenase [Bordetella bronchiseptica RB50] 
 emb|CAE43718.1| putative taurine dioxygenase [Bordetella pertussis Tohama I] 
 emb|CAE31424.1| putative taurine dioxygenase [Bordetella bronchiseptica RB50] 
          Length = 302 
 
 Score =  136 bits (343), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 93/296 (31%), Positives = 138/296 (46%), Gaps = 32/296 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + + + P G   GA V+G+ L   L     A L AAW +H +L+FPGQ L+  Q I F + 
Sbjct: 2   SDITVRPLGYAAGAAVSGIDLRQALQPEQLARLRAAWHEHLVLVFPGQDLNAPQLIDFTR 61 
 
Query: 63  RFGAIERIGG---------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            FG +ER             +++ ++N   DG      P++  +  +       WH+D + 
Sbjct: 62  HFGDVERNDSVPYYRDPDYPEVLLVTNKPRDG-----KPSQTRNTGR------NWHSDLS 110 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH--SLVYSQSK 171 
           Y    A+G+V   +  P VGG T FA+M  AY++L    +  V    A H  SL+    + 
Sbjct: 111 YTDRPAKGSVLMCKEKPPVGGDTMFANMYQAYESLSAPFKRFVDGLHAVHDISLIKGFDR 170 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
               Q A        +     P+  P+V++HPETGR  L +        GM   ES   L 
Sbjct: 171 RDPEQTAA-------LKRRNPPIAHPVVRIHPETGRKCLFVSDRVRTFVGMTEEESRPIL 223 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSRLAGRP 285 
           + L   A     V+ H+W+  D+V+WDNRC LH A P +D   PR M    + G P 
Sbjct: 224 DFLNRHATSPEFVYRHRWSVNDIVMWDNRCTLHIALPDFDQSKPRHMMRCSMLGEP 279 
 
 
>ref|YP_001262583.1| taurine dioxygenase [Sphingomonas wittichii RW1] 
 gb|ABQ68445.1| Taurine dioxygenase [Sphingomonas wittichii RW1] 
          Length = 293 
 
 Score =  135 bits (340), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 103/301 (34%), Positives = 146/301 (48%), Gaps = 38/301 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + I    A +GA V GV L+  LD    A L AA L+H +L F GQ  LS ++ + F +  
Sbjct: 1   MDIRKVTANIGADVHGVDLSQPLDKGVVAELRAALLEHLVLFFRGQRKLSVEEHVRFGRY 60 
 
Query: 64  FGAIE----RIGGG---DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG I+    R       +++ +      G                  G  +WHAD+TYMP 
Sbjct: 61  FGDIDPPLFRTASSPAPEVIVLDQKNPKGE-----------------GADSWHADNTYMP 103 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G++  A+++P++GG TCFA+M AAYDAL    RA++    A HSL     +  HV  
Sbjct: 104 APPMGSILQAQILPSIGGDTCFANMYAAYDALSPGLRAMLDGLHAIHSLEQMAERTKHVM 163 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
               A +   +D     L P+V VHPETGR  L +  +   AI GM  AES+  L  L D 
Sbjct: 164 ---GASLRDKVDQWPPVLHPVVAVHPETGRRLLNVNANWTVAIDGMSRAESDALLRLLYD 220 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH-----SRLAGRPETEG 289 
              ++P      +W  GDV  WDNR + H A   D++  R+M       +R+ G P+ E  
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Sbjct: 221 -HVRSPEFQVRLRWNTGDVAFWDNRSVQHYAVA-DYRERRMMQRVTIAGTRIQGIPDAER 278 
 
Query: 290 A 290 
           A 
Sbjct: 279 A 279 
 
 
>gb|ADC34040.1| TfdA-like protein [uncultured bacterium] 
          Length = 209 
 
 Score =  135 bits (340), Expect = 8e-30,   Method: Compositional matrix adjust. 
 Identities = 83/219 (37%), Positives = 111/219 (50%), Gaps = 23/219 (10%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVRQHSPAEWDDMMKVI- 102 
           QQI FA  FG  E   GG+I              +SN+  DG      P   D    +   
Sbjct: 1   QQIAFALNFGERENARGGNITKKEDYRLTTGLNDVSNLGKDG-----KPLPRDSRAHLFN 55 
 
Query: 103 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 162 
           +GN  WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +       
Sbjct: 56  LGNCLWHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDDTKAEIDDLICE 115 
 
Query: 163 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 222 
           HSL+YS+  LG +      Y           L+ LV+ HP   R SL +  HA AI GM  
Sbjct: 116 HSLMYSRGSLGFLD-----YTDEEKAMFKPVLQRLVRTHPVHRRKSLYLSSHAGAIQGMT 170 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             E+   L  L + A Q   V+ H+W   D+V+WDNRC+ 
Sbjct: 171 MPEARLLLRDLTEHATQPEFVYVHKWTLHDLVMWDNRCV 209 
 
 
>emb|CBJ20063.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20066.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20069.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 138 
 
 Score =  135 bits (339), Expect = 8e-30,   Method: Compositional matrix adjust. 
 Identities = 66/141 (46%), Positives = 91/141 (64%), Gaps = 3/141 (2%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MP+ ++ A+  A V P  GG T FADMRAA++AL++AT+A + + SA HSL YSQ + G  
Sbjct: 1   MPLASKAAMLYALVTPPEGGETEFADMRAAWEALNKATQAQLEKLSAYHSLYYSQEQAGF 60 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
           + +    Y   G       LRP++K HPETGR S+  GRHAH IPGM   ES+  L+ L+ 
Sbjct: 61  IHKTDQVY---GFHDKGATLRPIIKTHPETGRKSIYTGRHAHDIPGMSKEESKALLDKLM 117 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + AC+ PR++ H W  GD+VV 
Sbjct: 118 EDACRPPRLYKHAWTPGDLVV 138 
 
 
>ref|YP_293521.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ65664.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 264 
 
 Score =  135 bits (339), Expect = 8e-30,   Method: Compositional matrix adjust. 
 Identities = 87/270 (32%), Positives = 133/270 (49%), Gaps = 38/270 (14%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T++I P   ++GA+VTGV+L   ++DA F  LH A+L+H +L+F GQ L    Q+ FA+  
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Sbjct: 2   TIEIKPLTGSVGASVTGVNLNDPINDATFKVLHQAFLEHGVLVFRGQFLKPAAQVAFARL 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI------VGNMAWHADSTYMPV 117 
           +G                   G       AE+ ++ +V           AWH+DS Y PV 
Sbjct: 62  WGT---------------PVQGNPLLKGLAEFPELFQVTKIPKETASTEAWHSDSIYTPV 106 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
             + ++ S   +P VGG T + +   +Y+ L  A + L+    AR    +S  +L  +   
Sbjct: 107 PPKISILSGVTIP-VGGDTMWCNQYLSYERLSPAMQRLIEGLRAR----FSGGRLAKMT- 160 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR--HAHAIPGMDAAESERFLEGLVD 235 
                   G D   + + P+V+ HPETGR +L +G    A  I GM  AES   L+ L + 
Sbjct: 161 --------GSDKVPSAVHPIVRTHPETGRKALYVGHPDTAQCIEGMTEAESRPLLDFLYE 212 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +     V+ H W  GDV++WDNRC +H A 
Sbjct: 213 HSTTPDNVYRHMWQEGDVLMWDNRCTMHYA 242 
 
 
>gb|ADC34036.1| TfdA-like protein [uncultured bacterium] 
          Length = 210 
 
 Score =  135 bits (339), Expect = 9e-30,   Method: Compositional matrix adjust. 
 Identities = 84/221 (38%), Positives = 115/221 (52%), Gaps = 26/221 (11%) 
 
Query: 56  QQITFAKRFGAIE--------------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 101 
           QQI FA+ FG +E              R+G G +  +SN+  DG +       W    K+ 
Sbjct: 1   QQIAFARNFGELENYNTSGTVRKREDNRLGPG-MADLSNLTKDGKIISADDRVW--FFKL 57 
 
Query: 102 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 161 
             G+  WH+DS++ PV A+ ++ S   VP  GG T FADMRAAYDALD+ T+A V      
Sbjct: 58  --GDRLWHSDSSFRPVPAKYSLLSGRTVPGWGGNTEFADMRAAYDALDDRTKAEVAGLVC 115 
 
Query: 162 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPG 220 
            HSL+YS+  +G  +        +       P+R PLV+V   TGR SL +  HA  I G 
Sbjct: 116 EHSLLYSRQAVGFSEFTAEEISNF------QPVRHPLVRVQKATGRKSLYLSAHAGVIVG 169 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
               ES  FL  L + A +   V++H W   D+VVWDNRC+ 
Sbjct: 170 WSVPESRAFLRDLTEHATRPEFVYSHSWRLHDLVVWDNRCV 210 
 
 
>ref|YP_003982528.1| alpha-ketoglutarate-dependent taurine dioxygenase 2 
[Achromobacter 
           xylosoxidans A8] 
 gb|ADP19813.1| alpha-ketoglutarate-dependent taurine dioxygenase 2 [Achromobacter 
           xylosoxidans A8] 
          Length = 301 
 
 Score =  134 bits (337), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 93/295 (31%), Positives = 140/295 (47%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A     I P  A  GA + G+ L+  L  A FA +H A L H LL+F  Q ++  Q I F 
Sbjct: 17  ATQAFSIRPLAAVTGAEIVGIDLSRELAPADFAQVHRAHLDHHLLVFRDQRITPKQHIDF 76 
 
Query: 61  AKRFGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG +           G  +I+ +SN+  DG      P    D  K       WH+D  
Sbjct: 77  SRRFGRLMIHVLHQFHLPGHPEILIVSNIVEDG-----QPIGLGDAGKY------WHSDI 125 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y  + + G++  A+ +PA GG T FADM  AYD L    R  +  + A HS +   +K  
Sbjct: 126 SYKELPSLGSLLHAQELPAQGGDTLFADMHVAYDTLPAVLRDAIEGKRAVHSYL---AKY 182 
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Query: 173 GHVQQAGSAYIGYGMDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           G +Q+ G+          A     + P+V+ HPETGR +L +       I G+   ES + 
Sbjct: 183 GQLQKEGAWRPNLSAQQVAQVQEVIHPVVRTHPETGRRALFVSEGFTTRIEGLPEDESRQ 242 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L+ L   + +   ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 243 ILDELFAHSIRPEHIYRHQWQPHDLVFWDNRSLIHLAGGTPDHLRRKLYRTTIEG 297 
 
 
>ref|YP_001413770.1| taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
 gb|ABS64113.1| Taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
          Length = 285 
 
 Score =  134 bits (336), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 93/296 (31%), Positives = 142/296 (47%), Gaps = 30/296 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++ PTGA LGA V G+ L+  L    F A+  AW  H +L+F GQ +S+D  I F++ F 
Sbjct: 3   IEVIPTGAALGAEVRGLDLSKPLSADDFEAVQQAWYDHIVLLFRGQKISDDDLIRFSQHF 62 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN-----------MAWHADST 113 
           G +      DI   S     G   +  P  W  ++  ++ N             WH D + 
Sbjct: 63  GEL------DIAPASATDMAGGQEKSRPEIW--IISNVIENGKPIGALGDKEAEWHTDMS 114 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y+      +V  +  +P+ GG T FA+M  A + L    RA +  R   H    S + +G 
Sbjct: 115 YVAQPPMASVLYSLEIPSAGGDTSFANMYKALEELPADLRAAIETRMVNHDA--STTSVG 172 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEG 232 
            ++    A +   + T      P ++ HP TG  +L +GR  +  I G    ESE+ L+  
Sbjct: 173 ELRAGADAVLD--VRTAPGAKHPAIRTHPATGGKALYLGRRLNGYIEGCSVEESEKLLDR 230 
 
Query: 233 LVDWA-CQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           L  WA C  P     H+WA GD++VWDNR  +HR   +D +  RVM  +++ G RP 
Sbjct: 231 L--WAHCAKPEFSWTHKWAVGDLLVWDNRSAIHRRASFDGRERRVMHRTQIKGDRP 284 
 
 
>ref|YP_586272.1| taurine dioxygenase (TauD/TfdA family) [Cupriavidus metallidurans 
           CH34] 
 gb|ABF11003.1| taurine dioxygenase (TauD/TfdA family) [Cupriavidus metallidurans 
           CH34] 
 gb|EEF10497.1| predicted protein [Populus trichocarpa] 
          Length = 308 
 
 Score =  133 bits (335), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 92/288 (31%), Positives = 139/288 (48%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I P GA LGA V GV L   L    F  +H A L H +L+F  Q ++  QQI F++RF 
Sbjct: 28  FEIRPLGAALGAEVIGVDLGRPLSHGDFQRIHQAHLDHHVLVFRDQRITPAQQIAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SNV  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLNQFQLPGHPEVLIVSNVIENG-----KPIGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A  +PA GG T FA+M  A+++L EA +  V   +A H+ +   ++L     
Sbjct: 137 TPSLGSLLHARELPAEGGDTLFANMHTAWESLPEALQRKVADLTAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    I G+  AES   L+ L   
Sbjct: 197 PWRPNLTPEQIAQVKPVVHPVVRTHPETGRRALFVSEHFTTRIVGLPDAESRAILDELFA 256 
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Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +   V+ HQW   D+V WDNR LLH A     +L RVM+ + + G 
Sbjct: 257 HSVKPEHVYRHQWREHDLVFWDNRSLLHLAAGTPDQLRRVMYRTTIEG 304 
 
 
>ref|NP_641182.1| taurine dioxygenase [Xanthomonas axonopodis pv. citri str. 306] 
 gb|AAM35718.1| taurine dioxygenase [Xanthomonas axonopodis pv. citri str. 306] 
          Length = 286 
 
 Score =  133 bits (335), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 86/275 (31%), Positives = 135/275 (49%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M  ++++I P  A LGA V G+ LA  LD A FA +H A L H +L+F  Q ++  QQ+  
Sbjct: 1   MQTSSVRIVPFDAPLGAEVIGLDLAQPLDAATFARIHRAHLDHHVLVFRDQRITPAQQVE 60 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFG ++          G  +++ +SN+K +G      P    D          WH+D 
Sbjct: 61  FSRRFGPLQIHVLRNFQLRGQPEVLVVSNIKENG-----EPIGLGD------AGHYWHSD 109 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +P+ GG T FA+   A+  L E+ +  V    A HS +    + 
Sbjct: 110 LSYKQTPSLGSLLHAQELPSEGGDTLFANQHLAWQTLPESLKRTVQDLRAEHSYLAKYEE 169 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L        A     +        P+V+ HPETGR +L +  H    I G+   ES   L 
Sbjct: 170 LRARNPWRPALTPEQIAEVTPVQHPVVRTHPETGRKALFVSEHFTTRIVGLPEDESRALL 229 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L + + QA  V+ H+W   D+V WDNR ++H A 
Sbjct: 230 QTLFEHSTQAALVYRHRWQPHDMVFWDNRSVMHLA 264 
 
 
>ref|YP_001773839.1| taurine catabolism dioxygenase TauD/TfdA [Burkholderia 
cenocepacia 
           MC0-3] 
 gb|ACA95344.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia cenocepacia 
           MC0-3] 
          Length = 305 
 
 Score =  133 bits (334), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 96/291 (32%), Positives = 146/291 (50%), Gaps = 32/291 (10%) 
 
Query: 5   TLQITPTGATLGATV---TGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +L++ P  A     V   +GV L A + +    A+ AA  ++A+L+F  Q L+ DQQ+ F 
Sbjct: 2   SLEVVPIDAARPDFVGLASGVDLTAPVSEPLACAIDAAMNRYAVLVFRAQPLTQDQQLAF 61 
 
Query: 61  AKRFGAIE-----------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-- 107 
           A+  G ++           R+   ++  ISNV   G +        D   + IVGN+A   
Sbjct: 62  ARALGPLDVGFKRVARPHARLAYQELADISNVDESGQIA-------DRAHRRIVGNLANQ 114 
 
Query: 108 -WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+DS++    A+ ++  A VVP  GG T +ADMRAA+DALD   +  +    A H  + 
Sbjct: 115 LWHSDSSFQQPAARYSMLHAVVVPEWGGETEYADMRAAWDALDPREQCELDGFEAEHYAL 174 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAE 225 
           +S+  LG    + +            P+R PLV+ H  +GR  L IG HA  + G   AE 
Sbjct: 175 HSRFLLGDTDYSDA------QRNALPPVRWPLVREHAGSGRRHLFIGAHATHVVGRTLAE 228 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               L  L++ A     V++H+W  GD+V+WDNRC LHR    D  + R + 
Sbjct: 229 GRVLLMDLLEHATARRFVYSHRWQPGDLVIWDNRCTLHRGRRHDLSVRREL 279 
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>ref|YP_004115686.1| Taurine dioxygenase [Pantoea sp. At-9b] 
 gb|ADU69130.1| Taurine dioxygenase [Pantoea sp. At-9b] 
          Length = 284 
 
 Score =  133 bits (334), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 98/296 (33%), Positives = 142/296 (47%), Gaps = 31/296 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L++ P    +G  V  V     +D A F AL  A   H++L+   Q ++  Q + FA+ F 
Sbjct: 2   LELRPLTDHIGMEVLNVDATQPIDPATFTALRDALNTHSVLLLRNQPVTEAQHVAFAREF 61 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             ++  +SNVK DG    +    W+           WH+D +Y   
Sbjct: 62  GELQVHVLSQYLTTPYPELYVLSNVKQDGKPIGNHKEGWN-----------WHSDWSYYE 110 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V   G+V  A  VP VG  T F+ M AAYDALD+ T+ L+   SA HS     +K    + 
Sbjct: 111 VPCFGSVLHAVEVPPVGADTLFSSMFAAYDALDDDTKRLIQPLSAVHSYSTYYAKAFADR 170 
 
Query: 177 QAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
           +  SA         ATP  + PLV+ H ETGRPSL +G+     I G+   ES   L  L 
Sbjct: 171 EPLSA-----EQKAATPDVVHPLVRRHQETGRPSLFVGQDIVKEIVGLTPEESTALLARL 225 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW-DFKLPRVMWHSRLAG--RPE 286 
              A      + H+W A D+++WDNRC +H+A P+ D    RVM  + + G  RP+ 
Sbjct: 226 NAHAISETFTYRHKWQAHDLLIWDNRCTMHQATPYDDVAYRRVMHRATVKGSERPQ 281 
 
 
>ref|YP_002800232.1| taurine catabolic dioxygenase protein [Azotobacter vinelandii DJ] 
 gb|ACO79257.1| taurine catabolic dioxygenase protein [Azotobacter vinelandii DJ] 
          Length = 273 
 
 Score =  132 bits (333), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 87/281 (30%), Positives = 137/281 (48%), Gaps = 25/281 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+ L+  ++ A FA +H A+L H +L+F  Q ++ +QQI F++RFG ++      
Sbjct: 2   LGAEILGLDLSLPVNSADFARIHQAFLDHRVLVFREQRITPEQQIAFSRRFGELQIHVLK 61 
 
Query: 69  ---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                G  +I  ISN+  +G      P    D  K+      WH+D +Y  + + GA+   
Sbjct: 62  QFLLAGHPEIFIISNIVENG-----RPIGLGDAGKL------WHSDLSYKEIPSMGAMLY 110 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGSAYI 183 
           A ++P  GG T FAD + AY++L EA R  V  R A HS    Y       +++       
Sbjct: 111 ARILPEEGGDTLFADQQLAYESLPEALRKAVEGRRAVHSYTAHYEDEVFKGIRR--PTLT 168 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPR 242 
              ++     + P+V+ HPETGR  L +  +    I  +   ES R L  L   + +    
Sbjct: 169 TAQLEEVKEVVHPVVRTHPETGRKGLFVNENFTTRILDIPEDESRRLLAELYAHSIRPEF 228 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + H+W   D++ WDNR L+H A      LPR M  + + G 
Sbjct: 229 TYRHRWQENDLLFWDNRALIHLATGCPNHLPRRMHRTTIQG 269 
 
 
>ref|NP_882351.1| putative taurine catabolism dioxygenase [Bordetella pertussis 
           Tohama I] 
 ref|NP_891532.1| putative taurine catabolism dioxygenase [Bordetella bronchiseptica 
           RB50] 
 emb|CAE44111.1| putative taurine catabolism dioxygenase [Bordetella pertussis 
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           Tohama I] 
 emb|CAE35362.1| putative taurine catabolism dioxygenase [Bordetella bronchiseptica 
           RB50] 
          Length = 307 
 
 Score =  132 bits (333), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 90/289 (31%), Positives = 143/289 (49%), Gaps = 27/289 (9%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           + P    LGA + G+ LA  L  A FA +  A L H L++F  Q ++  Q I F++RFG  
Sbjct: 29  VRPLNDALGAEIVGIDLARALSAADFARVRRAHLDHHLVVFRDQRITPRQHIDFSRRFGR 88 
 
Query: 67  I--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           +              +I+ +SN+  +G     +P    D  K       WH+D +Y P+  
Sbjct: 89  LMIHVLHQFHLAHNPEILVVSNIVENG-----APVGLGDAGKY------WHSDISYKPLP 137 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           + G++  A+ +PA+GG T FA+M  AY+ L  A R  V  R A HS +   +K G +Q+  
Sbjct: 138 SLGSLLHAQELPAIGGDTLFANMHRAYETLPRALREAVDGRRAVHSYL---AKYGQLQKE 194 
 
Query: 179 GS---AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           G+         +        P+V+ HPETGR +L +       I G+ A ES + L+ L  
Sbjct: 195 GNWRPTLSAAQLAQVQEVAHPVVRTHPETGRRALFVSEGFTTRIEGVAADESRQILDELF 254 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             + ++  ++ HQW   D+V WDNR L+H A     +L R ++ + + G 
Sbjct: 255 AHSTRSEHIYRHQWRDHDLVFWDNRSLIHLAAGCPPELRRKLYRTTIEG 303 
 
 
>ref|YP_626229.1| taurine catabolism dioxygenase TauD/TfdA [Burkholderia cenocepacia 
           AU 1054] 
 ref|YP_840249.1| taurine catabolism dioxygenase TauD/TfdA [Burkholderia cenocepacia 
           HI2424] 
 gb|ABF81256.1| 2,4-dichlorophenoxyacetate monooxygenase [Burkholderia cenocepacia 
           AU 1054] 
 gb|ABK13356.1| 2,4-dichlorophenoxyacetate monooxygenase [Burkholderia cenocepacia 
           HI2424] 
          Length = 305 
 
 Score =  132 bits (333), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 96/291 (32%), Positives = 146/291 (50%), Gaps = 32/291 (10%) 
 
Query: 5   TLQITPTGATLGATV---TGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +L++ P  A     V   +GV L A + +    A+ AA  ++A+L+F  Q L+ DQQ+ F 
Sbjct: 2   SLEVVPIDAARPDFVGLASGVDLTAPVSEPLACAIDAAMNRYAVLVFRAQPLTQDQQLAF 61 
 
Query: 61  AKRFGAIE-----------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-- 107 
           A+  G ++           R+   ++  ISNV   G +        D   + IVGN+A   
Sbjct: 62  ARALGPLDVGFKRVARPHARLAHQELADISNVDESGQIA-------DRAHRRIVGNLANQ 114 
 
Query: 108 -WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+DS++    A+ ++  A VVP  GG T +ADMRAA+DALD   +  +    A H  + 
Sbjct: 115 LWHSDSSFQQPAARYSMLHAVVVPEWGGETEYADMRAAWDALDPREQRELDGLEAEHYAL 174 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAE 225 
           +S+  LG    + +            P+R PLV+ H  +GR  L IG HA  + G   AE 
Sbjct: 175 HSRFLLGDTDYSDA------QRNALPPVRWPLVREHAGSGRRHLFIGAHATHVVGRTLAE 228 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               L  L++ A     V++H+W  GD+V+WDNRC LHR    D  + R + 
Sbjct: 229 GRVLLMDLLEHATARRFVYSHRWRPGDLVIWDNRCTLHRGRRHDLSVRREL 279 
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>gb|ADC34003.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC34010.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC34037.1| TfdA-like protein [uncultured bacterium] 
          Length = 208 
 
 Score =  132 bits (333), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 82/221 (37%), Positives = 120/221 (54%), Gaps = 28/221 (12%) 
 
Query: 56  QQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQHSPAEW--DDMMKVI 102 
           QQI FA +FG IE           RI    I  ISN+  DG +       W  DD  ++  
Sbjct: 1   QQIAFALQFGEIEDTPTLVDQERRRIANMKINDISNLGPDGKI-------WAADDRRRMY 53 
 
Query: 103 -VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 161 
            +GN+ WH+DS++ P  A  ++  A V+P VGG T F D R A+D L + T+A +    A 
Sbjct: 54  NLGNLLWHSDSSFKPTPAYWSMLQARVIPPVGGNTEFLDTRVAWDHLPQETKAEIKDLIA 113 
 
Query: 162 RHSLVYSQSKLGHVQQAGSAYIGYGMD-TTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 220 
            HSL+YS+++LG       A+     +  T  P R LV++H E+GR ++ +  H  AI G 
Sbjct: 114 YHSLIYSRAQLGF-----EAFSPEEQERCTPVPQR-LVRLHQESGRLAVYLSAHIGAIEG 167 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
               E+   +  L ++A Q   V+AHQW+ GD+V+WDNRC+ 
Sbjct: 168 WQRPEALALINHLTEFATQREFVYAHQWSVGDLVIWDNRCV 208 
 
 
>ref|YP_001633627.1| taurine dioxygenase [Bordetella petrii DSM 12804] 
 emb|CAP45360.1| taurine dioxygenase [Bordetella petrii] 
          Length = 304 
 
 Score =  132 bits (332), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 90/295 (30%), Positives = 140/295 (47%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A     + P    +GA + G+ L   L D  FA +  A L+H +++F  Q ++  Q I F 
Sbjct: 20  ADQDFDVRPLPGGIGAEIVGIDLGRPLGDGDFARVRRAHLEHHVVVFRDQRITPQQHIDF 79 
 
Query: 61  AKRFGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG +           G  +I+ +SN+  DG      P    D  K       WH+D  
Sbjct: 80  SRRFGKLMVHVLHQFHLPGHPEILIVSNIIEDG-----KPVGLGDAGKY------WHSDI 128 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y P+ + G++  A+ +PA GG T FADM  AYD L    R  +  R A HS +   +K  
Sbjct: 129 SYKPLPSLGSLLHAQELPAEGGDTLFADMHKAYDTLPAHLRQAIAGRRAVHSYL---AKY 185 
 
Query: 173 GHVQQAGSAYIGYGMDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           G +Q+ G+       D  A     + P+V+ HPETGR +L +       I G+   ES + 
Sbjct: 186 GQMQKEGNWRPNLSADQLAQVQEVVHPVVRTHPETGRKALFVSEGFTTRIEGLPEDESRQ 245 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L+ L   + +   ++ H W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 246 VLDELFAHSIRPEHIYRHAWRERDLVFWDNRALIHLAAGCPPHLRRKLYRTTIEG 300 
 
 
>ref|NP_886536.1| putative taurine catabolism dioxygenase [Bordetella parapertussis 
           12822] 
 emb|CAE39689.1| putative taurine catabolism dioxygenase [Bordetella parapertussis] 
          Length = 307 
 
 Score =  132 bits (332), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 90/289 (31%), Positives = 143/289 (49%), Gaps = 27/289 (9%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           + P    LGA + G+ LA  L  A FA +  A L H L++F  Q ++  Q I F++RFG  
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Sbjct: 29  VRPLNDALGAEIVGIDLARALSVADFARVRRAHLDHHLVVFRDQRITPRQHIDFSRRFGR 88 
 
Query: 67  I--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           +              +I+ +SN+  +G     +P    D  K       WH+D +Y P+  
Sbjct: 89  LMIHVLHQFHLAHNPEILVVSNIVENG-----APVGLGDAGKY------WHSDISYKPLP 137 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           + G++  A+ +PA+GG T FA+M  AY+ L  A R  V  R A HS +   +K G +Q+  
Sbjct: 138 SLGSLLHAQELPAIGGDTLFANMHRAYETLPRALREAVDGRRAVHSYL---AKYGQLQKE 194 
 
Query: 179 GS---AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           G+         +        P+V+ HPETGR +L +       I G+ A ES + L+ L  
Sbjct: 195 GNWRPTLSAAQLAQVQEVAHPVVRTHPETGRRALFVSEGFTTRIEGVAADESRQILDELF 254 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             + ++  ++ HQW   D+V WDNR L+H A     +L R ++ + + G 
Sbjct: 255 AHSTRSEHIYRHQWRDHDLVFWDNRSLIHLAAGCPPELRRKLYRTTIEG 303 
 
 
>ref|YP_299483.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ64639.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 264 
 
 Score =  132 bits (331), Expect = 8e-29,   Method: Compositional matrix adjust. 
 Identities = 85/270 (31%), Positives = 132/270 (48%), Gaps = 38/270 (14%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T++I P   ++GA+VTGV+L   ++DA F  LH A+L+H +L+F GQ L    Q+ FA+  
Sbjct: 2   TIEIKPLTGSVGASVTGVNLNDPINDATFKVLHQAFLEHGMLVFRGQFLQPAAQVAFARL 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI------VGNMAWHADSTYMPV 117 
           +G                   G       AE+ ++ +V           AWH+DS Y  V 
Sbjct: 62  WGT---------------PVQGNPLLKGLAEFPELFQVTKIPKETASTEAWHSDSIYTAV 106 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
             + ++ S   +P +GG T + +   +Y+ L    + L+    AR    +S ++L  +   
Sbjct: 107 PPKISILSGVTIP-IGGDTMWCNQYLSYERLSPVMQRLIEGLRAR----FSGARLAKMT- 160 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR--HAHAIPGMDAAESERFLEGLVD 235 
                   G D   + + P+V+ HPETGR +L +G    A  I GM  AES   L+ L + 
Sbjct: 161 --------GSDKVPSAVHPIVRTHPETGRKALYVGHPDTAECIEGMTEAESRPLLDFLYE 212 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +     V+ H W  GDVV+WDNRC +H A 
Sbjct: 213 HSVTPDNVYRHMWQEGDVVMWDNRCTMHYA 242 
 
 
>ref|YP_553184.1| putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
 gb|ABE33834.1| Putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
          Length = 301 
 
 Score =  131 bits (330), Expect = 9e-29,   Method: Compositional matrix adjust. 
 Identities = 84/276 (30%), Positives = 138/276 (50%), Gaps = 23/276 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L +      + A + G+ L+  L D     +  A  Q+ +LIFP Q++ +DQ + FA   
Sbjct: 2   SLNVEAAHPFIAARIHGLDLSKPLSDERIVEIEQASGQYPVLIFPRQYIDDDQLLAFAAG 61 
 
Query: 64  FGAIE------------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           FG ++            R+    I  ISN+  +     + P +   M  +   +  WH+D 
Sbjct: 62  FGPLQVAVSYSTRPEDHRLAPM-INDISNLSKENQT--YRPGDRRRMNNLT--SRRWHSD 116 
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Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
           ++Y+P+ A+ +   + +VPAVGG+T FADMRAAYD L +  R +V   S  + ++ S++  
Sbjct: 117 ASYLPLPARYSFLLSYIVPAVGGQTQFADMRAAYDKLPDHLRKVVEGLSCHYDIMASRAA 176 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
            G    +            A  +  LV+ HP +GR SL +  HA  + G    E    L  
Sbjct: 177 AGFYDASDEE-----RKALAPCIHELVRTHPISGRKSLYLSSHATHVVGWPEPEGRDLLR 231 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
            L ++A Q   V++H+W+  D+V+WDNR L+HR  P 
Sbjct: 232 ELTEFATQPQFVYSHEWSVRDLVMWDNRALMHRGRP 267 
 
 
>ref|ZP_04943904.1| hypothetical protein BCPG_05482 [Burkholderia cenocepacia PC184] 
 gb|EAY67075.1| hypothetical protein BCPG_05482 [Burkholderia cenocepacia PC184] 
          Length = 317 
 
 Score =  131 bits (330), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 95/291 (32%), Positives = 145/291 (49%), Gaps = 32/291 (10%) 
 
Query: 5   TLQITPTGATLGATV---TGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +L++ P  A     V   +G+ L A + +    A+ AA  ++A+L+F  Q L+ DQQ+ F 
Sbjct: 14  SLEVVPIDAARPDFVGLASGIDLTAPVSEPLACAIDAAMNRYAVLVFRAQPLTQDQQLAF 73 
 
Query: 61  AKRFGAIE-----------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-- 107 
           A+  G ++           R+   ++  ISNV   G +        D   + IVGN+A   
Sbjct: 74  ARALGPLDVGFKRVARPHARLAYQELADISNVDESGQI-------ADRAHRRIVGNLANQ 126 
 
Query: 108 -WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+DS++    A+ ++  A VVP  GG T +ADMRAA+DALD   +  +    A H  + 
Sbjct: 127 LWHSDSSFQQPAARYSMLHAVVVPEWGGETEYADMRAAWDALDPREQRELDGLEAEHYAL 186 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAE 225 
           +S+  LG      +            P+R PLV+ H  +GR  L IG HA  + G   AE 
Sbjct: 187 HSRFLLGDTDYTDA------QRNALPPVRWPLVREHAGSGRRHLFIGAHATHVVGRTLAE 240 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               L  L++ A     V++H+W  GD+V+WDNRC LHR    D  + R + 
Sbjct: 241 GRVLLMDLLEHATARRFVYSHRWRPGDLVIWDNRCTLHRGRRHDLSVRREL 291 
 
 
>ref|ZP_03265714.1| Taurine dioxygenase [Burkholderia sp. H160] 
 gb|EEA02686.1| Taurine dioxygenase [Burkholderia sp. H160] 
          Length = 295 
 
 Score =  131 bits (330), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 88/289 (30%), Positives = 140/289 (48%), Gaps = 21/289 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           + +I    A LGA V G+ L   L D  FA +H A L H +L+F  Q ++ DQQI F++R 
Sbjct: 14  SFEIRAFDAPLGAEVLGLDLGQPLGDDDFARIHRAHLDHHVLVFREQRITPDQQIAFSRR 73 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG ++          G  +++ +SN+  +G      P    D          WH+D +Y  
Sbjct: 74  FGPLQIHVLHQFGLSGYSEVLVVSNIIENG-----KPIGLGD------AGHYWHSDLSYK 122 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
              + G++  A+ +PA GG T FA+M  A+D L    R+ V  RSA H+ +   ++L    
Sbjct: 123 DKPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPSHLRSAVEGRSAEHTYLAKYAELQKR 182 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
                      +      + P+V+ HPETGR +L +  H    + G+   ES   L+ L  
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Sbjct: 183 SPWRPNLSAEQIAQVRPVVHPIVRTHPETGRKALFVSEHFTTRVIGLPEDESRALLDELF 242 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             + +   ++ H+WAA D+V WDNR L+H A      L R ++ + + G 
Sbjct: 243 AHSVRPEHLYRHRWAAHDMVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 291 
 
 
>ref|YP_002008624.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           taiwanensis LMG 19424] 
 emb|CAQ72572.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           taiwanensis LMG 19424] 
          Length = 309 
 
 Score =  131 bits (329), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 90/289 (31%), Positives = 139/289 (48%), Gaps = 21/289 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
             +I P  A LGA V G+ L+  L DA FA +H A L + +++F  Q ++  QQI F++R 
Sbjct: 28  NFEIRPLDAPLGAEVIGLDLSQPLSDADFARIHRAHLDYHVVVFRDQQITPAQQIGFSRR 87 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG ++          G  +++ +SNV  +G      P    D          WH+D +Y  
Sbjct: 88  FGPLQIHVLHQFQLPGHPEVLVVSNVVENG-----KPIGLGD------AGHFWHSDLSYK 136 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
              + G++  A  +PA GG T FA+M  A+D L  A +  V    A H+ +   ++L    
Sbjct: 137 EKPSLGSLLHARELPAEGGDTLFANMHLAWDTLPAALQRAVDGLQAEHTYLARYAELQQR 196 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
                      +      L+P+V+ HPETGR +L +  H    I G+   ES   L+ L  
Sbjct: 197 SPWRPNLTPEQVAQVRPVLQPVVRTHPETGRKALFVSEHFTTRIVGLPEDESRDLLDQLF 256 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             + +   ++ HQW   D+V WDNR LLH A     +L RVM+ + + G 
Sbjct: 257 AHSVKPAHIYRHQWQPHDLVFWDNRSLLHLAAGCPPELRRVMYRTTIEG 305 
 
 
>ref|YP_345870.1| taurine catabolism dioxygenase TauD/TfdA [Pseudomonas fluorescens 
           Pf0-1] 
 gb|ABA71881.1| putative taurine catabolism dioxygenase [Pseudomonas fluorescens 
           Pf0-1] 
          Length = 298 
 
 Score =  130 bits (328), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 84/291 (28%), Positives = 140/291 (48%), Gaps = 25/291 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T +I P    +GA + G+ L   ++D  FA++H A L H +++F  Q ++  QQI F++R 
Sbjct: 17  TFEIRPFSGAVGAEIIGLDLTRPVNDEDFASIHRAHLDHHVVVFRDQRITPQQQIDFSRR 76 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADST 113 
           FG ++             +I+ +SN+  +G               + +G+    WH+D + 
Sbjct: 77  FGVLQIHVLKQFLLANHPEILIVSNIVENG-------------QNIGLGDAGKFWHSDLS 123 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y  + + G++  A+ +P  GG T FADM  A+D+L +A R  V  RSA HS     S+   
Sbjct: 124 YKELPSLGSMLHAQELPPEGGDTLFADMHKAWDSLPDALRKAVEGRSAAHSYTARYSETK 183 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
                        +   A  + P+V+ HPE GR +L +       I G+   ES++ L+  
Sbjct: 184 FEGNWRPTLTPEQLAQVAEVVHPVVRTHPENGRKALFVSEGFTTRIVGLPEDESKQLLDE 243 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
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           L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 244 LYAHSVLPQNIYRHQWQPHDLVFWDNRSLIHLAAGCPAHLRRKLYRTTIQG 294 
 
 
>ref|YP_257284.1| taurine catabolism dioxygenase TauD [Pseudomonas fluorescens Pf-5] 
 gb|AAY95549.1| taurine dioxygenase, TauD/TfdA family [Pseudomonas fluorescens 
           Pf-5] 
          Length = 295 
 
 Score =  130 bits (328), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 86/290 (29%), Positives = 139/290 (47%), Gaps = 25/290 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I P    +GA + G+ L+  ++D  FA +H A L H +++F  Q +S +QQI F++RF 
Sbjct: 15  FEIRPLNGAVGAEIVGLDLSRPVNDQDFARIHRAHLDHHVVVFRDQRISPEQQIAFSRRF 74 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTY 114 
           G ++          G  +I+ +SN+  +G               + +G+    WH+D +Y 
Sbjct: 75  GVLQIHVLKQFLLAGHPEILIVSNIIENG-------------QSIGLGDAGKFWHSDLSY 121 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
             + + G++  A+ +PA GG T FA+M  A+D L EA R  V  RSA HS     S+    
Sbjct: 122 KELPSLGSMLHAQELPAEGGDTLFANMHQAWDNLPEALRKAVEGRSAAHSYTARYSETKF 181 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
                       +   A  + P+V+ HPE GR +L +       I G+   ES + L  L 
Sbjct: 182 EGNWRPTLTPEQLAQVAEVVHPVVRTHPENGRKALFVSEGFTTRIVGLPEDESAQLLAEL 241 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 242 YAHSVLPDNIYRHQWQPHDLVFWDNRSLIHLAAGCPSHLRRKLYRTTIQG 291 
 
 
>ref|YP_001666439.1| taurine dioxygenase [Pseudomonas putida GB-1] 
 gb|ABY96103.1| Taurine dioxygenase [Pseudomonas putida GB-1] 
          Length = 299 
 
 Score =  130 bits (328), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 89/293 (30%), Positives = 147/293 (50%), Gaps = 31/293 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I P    +GA + G+ LA  ++   FA +H A L H +L+F  Q +S  QQITF++RF 
Sbjct: 19  FEIRPFSGAVGAEIIGLDLARPVNVEDFARIHRAHLDHHVLVFRDQRISPQQQITFSRRF 78 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTY 114 
           G ++          G  +I+ +SN+  +G               + +G+    WH+D +Y 
Sbjct: 79  GELQIHVLKQFLLTGHPEILIVSNIVENG-------------QNIGLGDAGKFWHSDLSY 125 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL 172 
             + + G++  A+ +P+ GG T FADM  A+DA+ +A R +V  RSA HS    Y+++K  
Sbjct: 126 KALPSLGSMLHAQELPSEGGDTLFADMHKAWDAVPDALRKVVEGRSAAHSYTARYAETKF 185 
 
Query: 173 -GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
            G+ +   +A     +      + P+V+ HPE GR +L +       I G+   ES   L 
Sbjct: 186 EGNWRPTLTA---EQLAQVQEVIHPVVRTHPENGRKALFVSEGFTTRIVGLPDDESRDVL 242 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           + L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 243 QQLYALSVLEKNIYRHQWQPHDLVFWDNRSLIHLATGCPAHLRRKLYRTTIQG 295 
 
 
>gb|ADO34964.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
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 gb|ADO34965.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34966.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34967.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34968.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34969.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34970.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34975.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34976.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34977.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34978.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 96 
 
 Score =  130 bits (327), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 67/96 (69%), Positives = 74/96 (77%), Gaps = 1/96 (1%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAEVVP+VGG+T FADMRAAYDALDE  +A V    ARHSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEVVPSVGGQTGFADMRAAYDALDEDLKARVETLQARHSLHYSQ 60 
 
Query: 170 SKLGHVQQAGSA-YIGYGMDTTATPLRPLVKVHPET 204 
           SKLGH  +A    Y GYG+     PLRPLVK+HPET 
Sbjct: 61  SKLGHQTKAADGEYSGYGLHDGPVPLRPLVKIHPET 96 
 
 
>ref|YP_002942895.1| Taurine dioxygenase [Variovorax paradoxus S110] 
 gb|ACS17629.1| Taurine dioxygenase [Variovorax paradoxus S110] 
          Length = 287 
 
 Score =  130 bits (327), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 80/270 (29%), Positives = 131/270 (48%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P  A +GA + G+ ++  ++D  FA +H A L H +L+F  Q ++  + I F++RF 
Sbjct: 7   FEVRPFNAPVGAEIVGLDISKPINDEDFARIHRAHLDHHVLVFRNQQITPAEHIEFSRRF 66 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +E             +I+ +SN+K +G      P    D        + WH+D +Y P 
Sbjct: 67  GPLEIHVLHQFHLKNHPEILIVSNIKENG-----EPIGLGD------AGVYWHSDISYKP 115 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +P+ GG T FAD   A++ L    +  +    A HS +     L     
Sbjct: 116 QPSLGSLLHAQELPSEGGDTLFADQHLAWETLSPELQQRILPLKAEHSYLAKYEALRAKN 175 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +D  A  ++P+V+ HPETGR +L +  H    I G+   ES+  L  L   
Sbjct: 176 PWRPKLSQEQIDQVAPAVQPVVRTHPETGRKALFVSEHFTTRIVGLSPQESDALLAELFA 235 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   V+ HQWA  D+V WDNR L+H A 
Sbjct: 236 HSVKPQFVYRHQWAPHDLVFWDNRSLMHLA 265 
 
 
>ref|YP_244520.1| taurine dioxygenase [Xanthomonas campestris pv. campestris str. 
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           8004] 
 gb|AAY50500.1| taurine dioxygenase [Xanthomonas campestris pv. campestris str. 
           8004] 
          Length = 300 
 
 Score =  130 bits (326), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 86/270 (31%), Positives = 131/270 (48%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QI P  A LGA V G+ L+  LD   FA LH A L H +L+F  Q ++  QQ+ F++RF 
Sbjct: 20  VQIVPFDAPLGAEVIGLALSQPLDADTFARLHRAHLDHHVLVFRDQRITPAQQVEFSRRF 79 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+K +G      P    D          WH+D +Y   
Sbjct: 80  GPLQIHVLRNFQLRGHPEVLVVSNIKENG-----QPIGLGD------AGHYWHSDLSYKE 128 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+   A+  L +A +  V  R A HS +    +L     
Sbjct: 129 TPSLGSLLHAQELPAEGGDTLFANQHLAWQTLPDALKRAVEGRQAEHSYLAKYEELRARN 188 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
               A     +        P+V+ HPETGR +L +  H    I G+   ES   L+ L D 
Sbjct: 189 PWRPALTAEQIAEVTPVQHPIVRTHPETGRKALFVSEHFTTRIVGLPDDESHALLQALFD 248 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 249 HSTRDALVYRHRWQPHDMVFWDNRSVMHLA 278 
 
 
>ref|YP_003977545.1| taurine catabolism dioxygenase TauD, TfdA family protein 1 
           [Achromobacter xylosoxidans A8] 
 gb|ADP14830.1| taurine catabolism dioxygenase TauD, TfdA family protein 1 
           [Achromobacter xylosoxidans A8] 
          Length = 281 
 
 Score =  129 bits (325), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 93/306 (30%), Positives = 147/306 (48%), Gaps = 53/306 (17%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +   P    +GA V  V L TLDDA F  ++A +L+H LL+F  Q LS + Q+ F++R G 
Sbjct: 2   MNAIPLSPLIGAAVHDVDLETLDDAAFEDVNALFLRHQLLVFKNQRLSPEGQLRFSRRLG 61 
 
Query: 66  AIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            ++             +I  +SN   +G      PA   D      G   WH+D  +    
Sbjct: 62  ELDIHVLAQYNHAEYPEIFVLSNEVKNGV-----PAGIAD------GGSYWHSDFAFREC 110 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA------LVHQRSARHSLVY--SQ 169 
            A+  + +A+++P  GG T F +M  AY+ LD A ++       VH+   +++     +Q 
Sbjct: 111 PAKATILNAQLIPPEGGNTLFINMYRAYEELDGAVQSQLAGLQAVHRYRPKNTRAEEGTQ 170 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA------ 223 
            K+   Q AG+  + +          P+V+ HPETGR +L +       PGM A       
Sbjct: 171 VKMDASQLAGTPDVEH----------PIVRTHPETGRKALYVH------PGMTAEVSGWG 214 
 
Query: 224 -AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF--KLPRVMWHSR 280 
            A+S+  LE L     Q    +A QW  GDVV+WDNRC++H+A   +    + R ++ +  
Sbjct: 215 EADSQELLERLFAHCTQEKYQYALQWEPGDVVMWDNRCVMHKATTRELPASMRRTIYRTT 274 
 
Query: 281 LAG-RP 285 
           + G RP 
Sbjct: 275 VMGERP 280 
 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 115



>ref|ZP_06704693.1| Taurine dioxygenase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 11122] 
 ref|ZP_06730962.1| taurine dioxygenase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 10535] 
 gb|EFF43750.1| Taurine dioxygenase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 11122] 
 gb|EFF47905.1| taurine dioxygenase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 10535] 
          Length = 305 
 
 Score =  129 bits (325), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 84/272 (30%), Positives = 133/272 (48%), Gaps = 21/272 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++++I P  A LGA V G+ LA  LD A FA +H A L H +L+F  Q ++  QQ+ F++ 
Sbjct: 23  SSVRIVPFDAPLGAEVIGLDLAQPLDAATFARIHRAHLDHHVLVFRDQRITPAQQVEFSR 82 
 
Query: 63  RFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG ++          G  +++ +SN+K +G      P    D          WH+D +Y 
Sbjct: 83  RFGPLQIHVLRNFQLRGQPEVLVVSNIKENG-----EPIGLGD------AGHYWHSDLSY 131 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
               + G++  A+ +P+ GG T FA+   A+  L E+ +  V    A HS +    +L   
Sbjct: 132 KQTPSLGSLLHAQELPSEGGDTLFANQHLAWQTLPESLKRTVQDLRAEHSYLAKYEELRA 191 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
                 A     +        P+V+ HPETGR +L +  H    I G+   ES   L+ L 
Sbjct: 192 RNPWRPALTPEQIAEVTPVQHPVVRTHPETGRKALFVSEHFTTRIVGLPEDESRALLQTL 251 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +  A  V+ H+W   D+V WDNR ++H A 
Sbjct: 252 FEHSTHAALVYRHRWQPHDMVFWDNRSVMHLA 283 
 
 
>ref|ZP_04586493.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. oryzae str. 
           1_6] 
          Length = 298 
 
 Score =  129 bits (324), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 83/270 (30%), Positives = 131/270 (48%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P    +GA V G+ L+  L DA FA +H A L H +++F  QH++  QQI F++RF 
Sbjct: 18  FDVRPFTDKVGAEVVGLDLSRPLKDADFARVHQAHLNHHVVVFRDQHITPQQQIDFSRRF 77 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +I+ +SN+  +G      P    D  K       WH+D +Y   
Sbjct: 78  GVLQIHVLKQFLLPDHPEILIVSNIVENG-----QPVGLGDAGKY------WHSDLSYKE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     ++  +   
Sbjct: 127 LPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYAEGHNAA 186 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                     +        P+V+ HPE GR +L +       I G+  AES + L+ +   
Sbjct: 187 SWRPTLTAEQLAQVVEVSHPIVRTHPENGRKALFVSEGFTTRILGLPEAESRQILDEIYA 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   ++ HQW  GD+V WDNR L+H A 
Sbjct: 247 HSVKPEHIYRHQWQPGDMVFWDNRSLIHLA 276 
 
 
>ref|YP_001904982.1| Taurine dioxygenase [Xanthomonas campestris pv. campestris str. 
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           B100] 
 emb|CAP52942.1| Taurine dioxygenase [Xanthomonas campestris pv. campestris] 
          Length = 300 
 
 Score =  129 bits (324), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 85/270 (31%), Positives = 131/270 (48%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QI P  A LGA V G+ L+  LD   FA +H A L H +L+F  Q ++  QQ+ F++RF 
Sbjct: 20  VQIVPFDAPLGAEVIGLALSQPLDADTFARIHRAHLDHHVLVFRDQRITPAQQVEFSRRF 79 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+K +G      P    D          WH+D +Y   
Sbjct: 80  GPLQIHVLRNFQLRGHPEVLVVSNIKENG-----QPIGLGD------AGHYWHSDLSYKE 128 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+   A+  L +A +  V  R A HS +    +L     
Sbjct: 129 TPSLGSLLHAQELPAEGGDTLFANQHLAWQTLPDALKRAVEGRQAEHSYLAKYEELRARN 188 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
               A     +        P+V+ HPETGR +L +  H    I G+   ES   L+ L D 
Sbjct: 189 PWRPALTAEQIAEVTPVQHPIVRTHPETGRKALFVSEHFTTRIVGLPDDESHALLQALFD 248 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 249 HSTRDALVYRHRWQPHDMVFWDNRSVMHLA 278 
 
 
>ref|YP_003606832.1| Taurine dioxygenase [Burkholderia sp. CCGE1002] 
 gb|ADG17321.1| Taurine dioxygenase [Burkholderia sp. CCGE1002] 
          Length = 298 
 
 Score =  129 bits (323), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 87/289 (30%), Positives = 139/289 (48%), Gaps = 21/289 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           + +I    A LGA V G+ L   L D  FA +H A L H +L+F  Q ++ +QQI F++R 
Sbjct: 17  SFEIRAFDAPLGAEVLGLDLGQPLGDDDFARIHRAHLDHHVLVFRDQRITPEQQIAFSRR 76 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG ++          G  +++ +SNV  +G      P    D          WH+D +Y  
Sbjct: 77  FGPLQIHVLHQFGLAGYPEVLVVSNVIENG-----KPVGLGD------AGHYWHSDLSYK 125 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
              + G++  A+ +PA GG T FA+M  A+D L    R+ V  RSA H+ +   ++L    
Sbjct: 126 EKPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPARLRSAVEGRSAEHTYLAKYAELQKR 185 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
                      +      + P+V+ HPETGR +L +  H    + G+   ES   L+ L  
Sbjct: 186 SPWRPNLSAEQIAQVKPVVHPIVRTHPETGRKALFVSEHFTTRVIGLPEDESRALLDELF 245 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             + +   ++ H+WA  D+V WDNR L+H A      L R ++ + + G 
Sbjct: 246 AHSVRPEHLYRHRWAEHDMVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 294 
 
 
>ref|YP_003910369.1| Taurine dioxygenase [Burkholderia sp. CCGE1003] 
 gb|ADN61078.1| Taurine dioxygenase [Burkholderia sp. CCGE1003] 
          Length = 305 
 
 Score =  129 bits (323), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 87/296 (29%), Positives = 149/296 (50%), Gaps = 27/296 (9%) 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 117



Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +A   ++I P    +GA V  + L+  L+   FA +H A L H +L+F  Q ++ D+QI  
Sbjct: 20  IASQPIEIRPFDGPVGAEVLRLDLSKPLNQQDFARIHRAHLDHHVLVFRDQRITPDEQIA 79 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFG ++          G  +++ +SN+  +G      P    D          WH+D 
Sbjct: 80  FSRRFGPLQIHVLHQFQLPGYPEVLVVSNIVENG-----KPIGLGD------AGHYWHSD 128 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +PA GG T FA+M  A+D L    R+ V  R+A H+ +   +K 
Sbjct: 129 LSYKEKPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRSAVEGRTAEHTYL---AK 185 
 
Query: 172 LGHVQQAGSAYIGYGMDTTA--TPLR-PLVKVHPETGRPSLLIGRH-AHAIPGMDAAESE 227 
              +Q+          +  A   P++ P+V+ HPETGR +L +  H    + G+   ES+ 
Sbjct: 186 YAELQKRSPWRPNLSPEQIAQVKPVQHPIVRTHPETGRKALFVSEHFTTRVIGLPEDESK 245 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           + L+ +   + +A  V+ H+WA  D+V WDNR L+H A      L R ++ + + G 
Sbjct: 246 QLLDEIFAHSVRAEHVYRHRWAEHDMVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 301 
 
 
>ref|YP_605938.1| taurine catabolic dioxygenase [Pseudomonas entomophila L48] 
 emb|CAK13121.1| putative taurine catabolic dioxygenase [Pseudomonas entomophila 
           L48] 
          Length = 299 
 
 Score =  128 bits (322), Expect = 8e-28,   Method: Compositional matrix adjust. 
 Identities = 89/294 (30%), Positives = 145/294 (49%), Gaps = 31/294 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  I P    +GA + G+ LA  ++   F  +H A L H +L+F  Q +S +QQI F++R 
Sbjct: 18  TFDIRPFPGAVGAEIVGLDLARPVNVEDFTRIHRAHLDHHVLVFRDQRISPEQQIAFSRR 77 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADST 113 
           FG ++          G  +I+ +SN+  DG               V +G+    WH+D + 
Sbjct: 78  FGELQIHVLKQFLLAGHPEILIVSNIVEDGR-------------NVGLGDAGKFWHSDLS 124 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSK 171 
           Y  + + G++  A+ +P+ GG T FADM  A+DA+ +A R +V  R A HS    Y+++K 
Sbjct: 125 YKELPSLGSMLHAQELPSEGGDTLFADMHKAWDAVPDALRKVVEGRDAAHSYTARYAETK 184 
 
Query: 172 L-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERF 229 
             G+ +   +A     +      + P+V+ HPE GR +L +       I G+   ES    
Sbjct: 185 FEGNWRPTLTA---EQLAQVQEVIHPVVRTHPENGRKALFVSEGFTTRIVGLPDDESRDV 241 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L+ L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 242 LQQLYALSVLEQHIYRHQWQPNDLVFWDNRSLIHLAAGCPAHLRRKLYRTTIQG 295 
 
 
>ref|YP_001751903.1| taurine dioxygenase [Pseudomonas putida W619] 
 gb|ACA75534.1| Taurine dioxygenase [Pseudomonas putida W619] 
          Length = 299 
 
 Score =  128 bits (321), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 89/292 (30%), Positives = 146/292 (50%), Gaps = 27/292 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T +I P    +GA + G+ LA  ++   F+ +H A L+H +L+   Q +S +QQI F++R 
Sbjct: 18  TFEIRPFSGAVGAEIIGLDLAKPVNAEDFSLIHRAHLEHHVLVLRDQRISPEQQIAFSRR 77 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG ++          G  +I+ +SN+  +G    H+    D           WH+D +Y  
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Sbjct: 78  FGQLQIHVLKQFLLKGHPEILIVSNIIENG----HNIGLGD-------AGKFWHSDLSYK 126 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL- 172 
            + + G++  A+ +P+ GG T FADM  A+DA+ +A R  V  RSA HS    Y+++K   
Sbjct: 127 ELPSLGSMLHAQELPSEGGDTLFADMHKAWDAVPQALRKQVEGRSAAHSYTARYAETKFE 186 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
           G+ +   SA     +      + P+V+ HPE GR +L +       I G+   ES   L+ 
Sbjct: 187 GNWRPTLSA---EQLAQVQEVVHPVVRTHPENGRKALFVSEGFTTRIVGLPDDESRDVLQ 243 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 244 QLYALSVLEQNIYRHQWQPHDLVFWDNRSLIHLATGCPAHLRRKLFRTTIQG 295 
 
 
>ref|NP_794929.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato str. 
           DC3000] 
 gb|AAO58624.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato str. 
           DC3000] 
          Length = 298 
 
 Score =  128 bits (321), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 89/282 (31%), Positives = 135/282 (47%), Gaps = 37/282 (13%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A  +  + P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQI F 
Sbjct: 14  ASQSFDVRPFAGKMGAEIVGLDLSRPLNDADFARVHRAHLDHHVVVFRDQQITPQQQIDF 73 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++             +I+ +SN+     V    P    D  K       WH+D  
Sbjct: 74  SRRFGVLQIHVLKQFLLANHPEILIVSNI-----VENEKPVGLGDAGKY------WHSDL 122 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y  + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     S+  
Sbjct: 123 SYKELPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYSE- 181 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPL-------RPLVKVHPETGRPSLLI--GRHAHAIPGMDA 223 
                 G   + +    TA  L        P+V+ HPE GR +L +  G   H I G+   
Sbjct: 182 ------GHNAVNWRPTLTAEQLAQVVEVSHPIVRTHPENGRKALFVSEGFTTH-ILGLPE 234 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            ES   L  L   + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 235 DESREILGELYAHSVRPEHIYRHQWQANDMVFWDNRSLIHLA 276 
 
 
>ref|YP_002869819.1| putative taurine catabolism dioxygenase [Pseudomonas fluorescens 
           SBW25] 
 emb|CAY46407.1| putative taurine catabolism dioxygenase [Pseudomonas fluorescens 
           SBW25] 
          Length = 297 
 
 Score =  127 bits (320), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 84/291 (28%), Positives = 137/291 (47%), Gaps = 25/291 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T +I P   ++GA + G+ L   ++D  FA +H A L H +++F  Q ++ +QQI F++R 
Sbjct: 16  TFEIRPLPGSVGAEIIGLDLTRAINDKDFARIHRAHLDHHVVVFRDQRITPEQQIAFSRR 75 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADST 113 
           FG ++             +I+ +SN+  +G               + +G+    WH+D + 
Sbjct: 76  FGVLQIHVLKQFLLANHPEILIVSNIIENG-------------QSIGLGDAGKFWHSDLS 122 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
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           Y  + + G++  A+ +P+ GG T FADM  A+D L E  R  V  RSA HS     S+   
Sbjct: 123 YKELPSLGSMLHAQELPSEGGDTLFADMHKAWDQLPEHLRNAVEGRSAAHSYTARYSETK 182 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
                        +   A  + P+V+ HPE GR +L +       I G+   ES   L   
Sbjct: 183 FEGNWRPTLTPEQLAQVAEVVHPIVRTHPENGRKALFVSEGFTTRIVGLPEDESRDLLAQ 242 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 243 LYAHSVLPQNIYRHQWQPHDLVFWDNRSLIHLAAGCPSHLRRKLFRTTIQG 293 
 
 
>ref|YP_998536.1| taurine dioxygenase [Verminephrobacter eiseniae EF01-2] 
 gb|ABM59518.1| Taurine dioxygenase [Verminephrobacter eiseniae EF01-2] 
          Length = 267 
 
 Score =  127 bits (320), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 85/265 (32%), Positives = 132/265 (49%), Gaps = 24/265 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP   ++GA+V G+ L   +DDA FAALH A+L H +L++ GQ L    Q+ FA+ 
Sbjct: 2   TKPKVTPLTGSIGASVEGIDLNKPVDDATFAALHDAFLTHCVLVYRGQQLQPAAQVEFAR 61 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            +G            I ++++   + Q +      + K      AWH DS Y+PV  + + 
Sbjct: 62  CWGTPLNTNP----LIKHIESHPEIVQVT-----KIPKATASTEAWHYDSPYIPVPPKIS 112 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           + SA  VP  GG T + +   +YD L    +  +     +    +   +LG +  A +A  
Sbjct: 113 ILSAVTVPH-GGDTMWCNQCLSYDRLSPTMKGALEGLRVK----FVGLRLGRMMGADAAS 167 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH--AHAIPGMDAAESERFLEGLVDWACQA 240 
           +        + + PLV+ HPETGR +L +G    A  I GM A ES   L+ L   +    
Sbjct: 168 L-------PSAVHPLVRTHPETGRKALYVGHRETAQLIDGMTAEESRPLLDFLYQHSTSP 220 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
             ++ H W  GDVV+WDNRC +H A 
Sbjct: 221 DNIYRHMWQPGDVVMWDNRCTMHYA 245 
 
 
>ref|YP_003210470.1| hypothetical protein CTU_21070 [Cronobacter turicensis z3032] 
 emb|CBA30822.1| hypothetical protein CTU_21070 [Cronobacter turicensis z3032] 
          Length = 316 
 
 Score =  127 bits (320), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 93/296 (31%), Positives = 142/296 (47%), Gaps = 28/296 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +A  +  ITP  A LGA +TG+ L   +++A FA +H A L H +++F  Q L+  QQI  
Sbjct: 32  VAAQSFTITPF-ARLGAEITGLDLRLPVNNADFARIHQAHLDHHVVVFRDQKLTPRQQID 90 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFG ++             +I+ +SN+  +G      P    D  K       WH+D 
Sbjct: 91  FSRRFGPLQIHVLKQFLLPDHPEILIVSNIIENG-----QPTGLGDAGKF------WHSD 139 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQ 169 
            +Y  + + G++  A+ +P  GG T FADM  AY+ L    R  +  + A HS    YS+ 
Sbjct: 140 LSYKTLPSLGSMLYAQELPEEGGDTLFADMELAYETLPAELRRAIEGKKAVHSYTATYSR 199 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESE 227 
            K G             +        P+V+ HPET R +L +  G   H I G+   ES  
Sbjct: 200 PKFG--SHWRPQLTEQQLAEVQAVSHPVVRTHPETRRKALFVSEGFTTH-IEGLPETESR 256 
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Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             LE L   + +   ++ HQW  GD+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 EILEALWAHSVRPEHIYRHQWQPGDMVFWDNRSLIHLATGCPAHLRRKLYRTTIEG 312 
 
 
>gb|AAB47567.1| 2,4-D dioxygenase [Burkholderia cepacia] 
          Length = 288 
 
 Score =  127 bits (319), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 86/249 (34%), Positives = 122/249 (48%), Gaps = 23/249 (9%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQ 89 
           + A+L+F GQ L  DQQI FA+ FG +E           R    ++  ISNV  DG V   
Sbjct: 39  KKAVLVFRGQPLDQDQQIAFARNFGQLEGGFIKVNQRPSRFKYAELADISNVSVDGKV-- 96 
 
Query: 90  HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-YDAL 148 
            +  E  + +     N  WH+DS++    A+ ++ SA V+P +GG T F D+ A       
Sbjct: 97  -ADREARESVGNFANNQLWHSDSSFQQAAARYSMLSASVLPPLGGDTEFWDIHATNLGGR 155 
 
Query: 149 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRP 207 
           D+  R L   R+ R+ L  S+  LG    + S            P+  PLV+ H  +GR  
Sbjct: 156 DDLPRELQGLRAERY-LQNSRFILGDTDYSES------QRNAMPPVSWPLVRTHAGSGRK 208 
 
Query: 208 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
            L IG HA  I G   AE    L  L++ A Q   V+ H+W  GD+V+WDNRC+LHR    
Sbjct: 209 FLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHRWKVGDLVMWDNRCVLHRGRG 268 
 
Query: 268 WDFKLPRVM 276 
           +D    R + 
Sbjct: 269 YDITARREL 277 
 
 
>ref|NP_959172.1| hypothetical protein MAP0238c [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
 gb|AAS02555.1| hypothetical protein MAP_0238c [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
          Length = 295 
 
 Score =  127 bits (319), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 91/287 (31%), Positives = 144/287 (50%), Gaps = 21/287 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAG--FAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I  +G    A + GV +A +  +   +A + AA+ +H++LIF  QH+S++ Q+ F++R 
Sbjct: 1   MEIVASGPGFAAELRGVTIADVAASPDVYAQVRAAFEEHSVLIFRDQHVSDEAQLAFSRR 60 
 
Query: 64  FGAIE--RIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG +E  ++G    G  +V +  +  DG V    P +    ++    N  WH DS++  V 
Sbjct: 61  FGPLEVTKVGAVGRGSHLVVLKTLDDDGNV---VPTDHRLALEN-KANQLWHTDSSFKRV 116 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A  +V S+ +VP  GG T +   R A++ LD   R  V    A H   YS+ K+      
Sbjct: 117 PALASVLSSRIVPGRGGETEYVSTRIAFERLDPGLRERVENSFAWHEYAYSRGKI----- 171 
 
Query: 178 AGSAYIGYGMDTTATPLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
             +  +    +  A P +   LV  +P  GR +L +  HA+ I GM+ A +   L  L + 
Sbjct: 172 --APDLARPEERAALPPQCWRLVWRNPVNGRKALYLASHAYGIEGMEPAAARELLAALTE 229 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            A      + H W AGDVV+WDNR  +HR  PW    PR M  S +A 
Sbjct: 230 AATAPGASYLHSWRAGDVVMWDNRATMHRGRPWPAHQPRYMVRSTIA 276 
 
 
>ref|ZP_03397512.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato T1] 
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 ref|ZP_07235053.1| dioxygenase, TauD/TfdA family protein [Pseudomonas syringae pv. 
           tomato Max13] 
 ref|ZP_07259849.1| dioxygenase, TauD/TfdA family protein [Pseudomonas syringae pv. 
           tomato NCPPB 1108] 
 gb|EEB59304.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato T1] 
          Length = 298 
 
 Score =  127 bits (319), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 89/282 (31%), Positives = 136/282 (48%), Gaps = 37/282 (13%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A  +  + P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQI F 
Sbjct: 14  ASQSFDVRPFTGKVGAEIVGLDLSRPLNDADFARVHRAHLDHHVVVFRDQQITPQQQIDF 73 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++             +I+ +SN+     V    P    D  K       WH+D  
Sbjct: 74  SRRFGVLQIHVLKQFLLANHPEILIVSNI-----VENEKPVGLGDAGKY------WHSDL 122 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y  + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     S+  
Sbjct: 123 SYKELPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYSE- 181 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPL-------RPLVKVHPETGRPSLLI--GRHAHAIPGMDA 223 
                 G   + +    TA  L        P+V+ HPE GR +L +  G   H I G+   
Sbjct: 182 ------GHNAVNWRPTLTAEQLAQVVEVSHPIVRTHPENGRKALFVSEGFTTH-ILGLPE 234 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            ES + L  L   + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 235 DESRQILGELYAHSVRPEHIYRHQWQANDMVFWDNRSLIHLA 276 
 
 
>ref|NP_636166.1| taurine dioxygenase [Xanthomonas campestris pv. campestris str. 
           ATCC 33913] 
 gb|AAM40090.1| taurine dioxygenase [Xanthomonas campestris pv. campestris str. 
           ATCC 33913] 
          Length = 300 
 
 Score =  127 bits (319), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 85/270 (31%), Positives = 130/270 (48%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QI P  A LGA V G+ L+  LD   FA LH A L H +L+F  Q ++  QQ+ F++RF 
Sbjct: 20  VQIVPFDAPLGAEVIGLALSQPLDADTFARLHRAHLDHHVLVFRDQRITPAQQVEFSRRF 79 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+K +G      P    D          WH+D +Y   
Sbjct: 80  GPLQIHVLRNFQLRGHPEVLVVSNIKENG-----QPIGLGD------AGHYWHSDLSYKE 128 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+   A+  L +A +  V  R A HS +    +L     
Sbjct: 129 TPSLGSLLHAQELPAEGGDTLFANQHLAWQTLPDALKRAVEGRQAEHSYLAKYEELRARN 188 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
               A     +        P+V+ HP TGR +L +  H    I G+   ES   L+ L D 
Sbjct: 189 PWRPALTAEQIAEVTPVQHPIVRTHPATGRKALFVSEHFTTRIVGLPDDESHALLQALFD 248 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 249 HSTRDALVYRHRWQPHDMVFWDNRSVMHLA 278 
 
 
>ref|YP_001586000.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 gb|ABX19708.1| Taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
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          Length = 291 
 
 Score =  127 bits (318), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 88/292 (30%), Positives = 138/292 (47%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A    +I P  A LGA V G+ L+  LD   FA +  A L H +L+F  Q ++ D+ + F 
Sbjct: 7   APQRFEIVPFDAPLGAEVVGIDLSQPLDADAFARIRRAHLDHHVLVFRDQRITPDEHVAF 66 
 
Query: 61  AKRFGAIER--------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN+  +G      P    D          WH+D  
Sbjct: 67  SRRFGPLQTHVLHQFALPGHPEVLIVSNIVENG-----KPIGLGD------AGYFWHSDL 115 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +PA GG T FA+M  A+D L EA R  V  R A H+ +   ++L 
Sbjct: 116 SYKRRPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPEALRRAVEGRRAEHTYLARYAEL 175 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                         +      + P+V+ HPETGR +L +  H    I G+   ES   L+ 
Sbjct: 176 QARSPWRPNLSAEQIAQVEPVVHPVVRTHPETGRRALFVSEHFTTRIVGLPDDESRALLD 235 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +A   + H+W   D+V WDNR LLH A      L R ++ + + G 
Sbjct: 236 ELFAHSVRAEHQYRHRWRDHDLVFWDNRSLLHLAAGTPDHLRRKLYRTTIEG 287 
 
 
>ref|ZP_06878755.1| putative taurine catabolism dioxygenase [Pseudomonas aeruginosa 
           PAb1] 
          Length = 295 
 
 Score =  127 bits (318), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 94/295 (31%), Positives = 145/295 (49%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   LQI    A  GA V G+ L     AG F  +H A L H +L+F  Q ++  QQI F 
Sbjct: 11  ADVPLQIRALDAAFGAEVLGLDLGLPLAAGDFRRIHRAHLDHHVLVFREQRITPAQQIAF 70 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +I+ +SN+  +G      P    D  K       WH+D  
Sbjct: 71  SRRFGELQIHVLKQFLLPGHPEILIVSNIVENG-----QPVGLGDAGKF------WHSDL 119 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQS 170 
           +Y  + + G++  A+ +P  GG T FADM  A+D+L EA R  +  R+A HS    YS+  
Sbjct: 120 SYKELPSLGSMLHAQELPEEGGDTLFADMHKAWDSLPEALRKAIEGRTAAHSYTARYSEP 179 
 
Query: 171 KL-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           +  G+ +   SA     +      + P+V+ HPE+GR +L +       I G+ A ES + 
Sbjct: 180 RFEGNWRPTLSA---AQLAEVREVVHPIVRTHPESGRKALFVSEGFTTRIVGLPADESAQ 236 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L   + +   ++ H+W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 237 LLAELYAHSVRPEHIYRHRWQAHDLVFWDNRSLIHLAGGCPAHLRRKLYRTTIQG 291 
 
 
>ref|ZP_06485157.1| taurine dioxygenase [Xanthomonas campestris pv. vasculorum 
           NCPPB702] 
          Length = 305 
 
 Score =  127 bits (318), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 81/275 (29%), Positives = 134/275 (48%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +  ++++I P    LGA V G+ L+  LD   FA +H A L H +L+F  Q ++  QQ+  
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Sbjct: 20  LQSSSVRIVPFDGPLGAEVIGLDLSQPLDADTFARIHRAHLDHHVLVFRDQRITPAQQVE 79 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFG ++          G  +++ +SN+K +G      P    D          WH+D 
Sbjct: 80  FSRRFGPLQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHYWHSD 128 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +P+ GG T FA+   A+  L E+ +  V    A HS +    + 
Sbjct: 129 LSYKETPSLGSLLHAQELPSEGGDTLFANQHLAWQTLPESLKRTVQDLRAEHSYLAKYEE 188 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L        A +   +        P+V+ HPETGR +L +  H    I G+   ES   L 
Sbjct: 189 LRARNPWRPALMPEQIAEVTPVQHPVVRTHPETGRKALFVSEHFTTRIVGLPKDESRALL 248 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L + + +A  V+ H+W   D+V WDNR ++H A 
Sbjct: 249 QTLFEHSTRAALVYRHRWQPHDMVFWDNRSVMHLA 283 
 
 
>ref|ZP_06842038.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
 gb|EFG70263.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
          Length = 302 
 
 Score =  127 bits (318), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 88/283 (31%), Positives = 139/283 (49%), Gaps = 29/283 (10%) 
 
Query: 15  LGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           +GA V G+ L   L    F  +H A L H +L+F  Q ++ DQQI F++RFG ++      
Sbjct: 31  VGAEVLGLDLGRPLSQDDFERIHRAHLDHHVLVFRDQRITPDQQIAFSRRFGPLQIHVLH 90 
 
Query: 69  ---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                G  +++ +SN+  +G      P    D          WH+D +Y    + G++   
Sbjct: 91  QFQLPGHPEVLVVSNIVENG-----QPIGLGD------AGHFWHSDLSYKETPSLGSLLH 139 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY--- 182 
           A+ +PA GG T FA+M  A+D L    RA V  RSA H+ +   ++L    Q  S +    
Sbjct: 140 AQELPAEGGDTLFANMHLAWDTLPAHLRAAVEGRSAEHTYLAKYAEL----QKRSPWRPD 195 
 
Query: 183 IGYGMDTTATPL-RPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQA 240 
           +  G      P+  P+V+ HPETGR +L +  H    + G+   ES+  LE +   + +  
Sbjct: 196 LTAGQIAQVKPVTHPIVRTHPETGRKALFVSEHFTTRVIGLPEDESQSLLEEIFAHSVRP 255 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             ++ HQWA  D+V WDNR L+H A      L R ++ + + G 
Sbjct: 256 EHLYRHQWAEHDMVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 298 
 
 
>ref|ZP_07254236.1| dioxygenase, TauD/TfdA family protein [Pseudomonas syringae pv. 
           tomato K40] 
          Length = 298 
 
 Score =  127 bits (318), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 89/282 (31%), Positives = 136/282 (48%), Gaps = 37/282 (13%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A  +  + P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQI F 
Sbjct: 14  ASQSFDVRPFTGKVGAEIVGLDLSRPLNDADFARVHRAHLDHHVVVFRDQQITPQQQIDF 73 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++             +I+ +SN+     V    P    D  K       WH+D  
Sbjct: 74  SRRFGVLQIHVLKQFLLANHPEILIVSNI-----VENEKPVGLGDAGKY------WHSDL 122 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
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           +Y  + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     S+  
Sbjct: 123 SYKELPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYSE- 181 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPL-------RPLVKVHPETGRPSLLI--GRHAHAIPGMDA 223 
                 G   + +    TA  L        P+V+ HPE GR +L +  G   H I G+   
Sbjct: 182 ------GHNAVNWRPTLTAEQLAQVVEVSHPIVRTHPENGRKALFVSEGFTTH-ILGLPD 234 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            ES + L  L   + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 235 DESRQILGELYAHSVRPEHIYRHQWQANDMVFWDNRSLIHLA 276 
 
 
>ref|YP_555428.1| taurine dioxygenase [Burkholderia xenovorans LB400] 
 gb|ABE36078.1| Taurine dioxygenase [Burkholderia xenovorans LB400] 
          Length = 302 
 
 Score =  126 bits (317), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 84/288 (29%), Positives = 138/288 (47%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I      +GA V G+ L   L    FA +H A L H +L+F  Q ++ DQQ+ F++RF 
Sbjct: 22  IEIRAFDGPVGAEVFGLDLGQPLSPEDFARIHRAHLDHHVLVFRDQRITPDQQVAFSRRF 81 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  DG      P    D          WH+D +Y   
Sbjct: 82  GPLQIHVLHQFQLPGYPEVLVVSNIVEDG-----KPIGLGD------AGHYWHSDLSYKE 130 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  RSA H+ +   ++L     
Sbjct: 131 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRTAVEGRSAEHTYLAKYAELQKRS 190 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     + +    + P+V+ HPETGR +L +  H    + G+   ES+  L+ L   
Sbjct: 191 PWRPNLSAEQIASVKPVVHPIVRTHPETGRKALFVSEHFTTRVIGLPEDESQTLLDELFA 250 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +   ++ H+WA  D+V WDNR L+H A      L R ++ + + G 
Sbjct: 251 HSVRPEHLYRHRWAEHDMVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 298 
 
 
>ref|YP_001941299.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 dbj|BAG47309.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
          Length = 309 
 
 Score =  126 bits (317), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 88/292 (30%), Positives = 138/292 (47%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A    +I P  A LGA V G+ L+  LD   FA +  A L H +L+F  Q ++ D+ + F 
Sbjct: 25  APQRFEIVPFDAPLGAEVVGIDLSQPLDADAFARIRRAHLDHHVLVFRDQRITPDEHVAF 84 
 
Query: 61  AKRFGAIER--------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN+  +G      P    D          WH+D  
Sbjct: 85  SRRFGPLQTHVLHQFALPGHPEVLIVSNIVENG-----KPIGLGD------AGYFWHSDL 133 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +PA GG T FA+M  A+D L EA R  V  R A H+ +   ++L 
Sbjct: 134 SYKRRPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPEALRRAVEGRRAEHTYLARYAEL 193 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                         +      + P+V+ HPETGR +L +  H    I G+   ES   L+ 
Sbjct: 194 QARSPWRPNLSAEQIAQVEPVVHPVVRTHPETGRRALFVSEHFTTRIVGLPDDESRALLD 253 
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Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +A   + H+W   D+V WDNR LLH A      L R ++ + + G 
Sbjct: 254 ELFAHSVRAEHQYRHRWRDHDLVFWDNRSLLHLAAGTPDHLRRKLYRTTIEG 305 
 
 
>ref|ZP_06492039.1| taurine dioxygenase [Xanthomonas campestris pv. musacearum 
           NCPPB4381] 
          Length = 305 
 
 Score =  126 bits (317), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 81/275 (29%), Positives = 134/275 (48%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +  ++++I P    LGA V G+ L+  LD   FA +H A L H +L+F  Q ++  QQ+  
Sbjct: 20  LQSSSVRIVPFDGPLGAEVIGLDLSQPLDADTFARIHRAHLDHHVLVFRDQRITPAQQME 79 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFG ++          G  +++ +SN+K +G      P    D          WH+D 
Sbjct: 80  FSRRFGPLQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHYWHSD 128 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +P+ GG T FA+   A+  L E+ +  V    A HS +    + 
Sbjct: 129 LSYKETPSLGSLLHAQELPSEGGDTLFANQHLAWQTLPESLKRTVQDLRAEHSYLAKYEE 188 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L        A +   +        P+V+ HPETGR +L +  H    I G+   ES   L 
Sbjct: 189 LRARNPWRPALMPEQIAEVTPVQHPVVRTHPETGRKALFVSEHFTTRIVGLPKDESRALL 248 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L + + +A  V+ H+W   D+V WDNR ++H A 
Sbjct: 249 QTLFEHSTRAALVYRHRWQPHDMVFWDNRSVMHLA 283 
 
 
>ref|YP_879528.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium avium 104] 
 gb|ABK68373.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium avium 104] 
          Length = 295 
 
 Score =  126 bits (316), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 90/287 (31%), Positives = 144/287 (50%), Gaps = 21/287 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAG--FAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I  +G    A + GV +A +  +   +A + AA+ +H++L+F  QH+S++ Q+ F++R 
Sbjct: 1   MEIVASGPGFAAELRGVTIADVAASPDVYAQVRAAFEEHSVLVFRDQHVSDEAQLAFSRR 60 
 
Query: 64  FG--AIERIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG   + ++G    G  +V +  +  DG V    PA+    ++    N  WH DS++  V 
Sbjct: 61  FGPLGVTKVGAVGHGSHLVVLKTLDDDGNV---VPADHRLALEN-KANQLWHTDSSFKRV 116 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A  +V S+ +VP  GG T +   R A++ LD   R  V    A H   YS+ K+      
Sbjct: 117 PALASVLSSRIVPGRGGETEYVSTRIAFERLDPGLRERVENSFAWHEYAYSRGKI----- 171 
 
Query: 178 AGSAYIGYGMDTTATPLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
             +  +    +  A P +   LV  +P  GR +L +  HA+ I GM+ A +   L  L + 
Sbjct: 172 --APDLARPEERAALPPQCWRLVWRNPVNGRKALYLASHAYGIEGMEPAAARELLAALTE 229 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            A      + H W AGDVV+WDNR  +HR  PW    PR M  S +A 
Sbjct: 230 AATAPGASYLHSWRAGDVVMWDNRATMHRGRPWPAHQPRCMVRSTIA 276 
 
 
>ref|ZP_04948709.1| Probable taurine catabolism dioxygenase [Burkholderia dolosa 
           AUO158] 
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 gb|EAY71880.1| Probable taurine catabolism dioxygenase [Burkholderia dolosa 
           AUO158] 
          Length = 310 
 
 Score =  126 bits (316), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 86/292 (29%), Positives = 139/292 (47%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A  +  I P  A LGA V G+ L+  L DA FA +H A L H +L+F  Q ++ D+ + F 
Sbjct: 26  AAQSFDIVPFDAPLGAEVVGIDLSRPLADADFACIHRAHLDHHVLVFRDQRITPDEHVAF 85 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN+  +G      P    D          WH+D  
Sbjct: 86  SRRFGPLQIHVLHQFALAGHPEVLIVSNIVENG-----KPIGLGD------AGHFWHSDL 134 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L 
Sbjct: 135 SYKEKPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAEL 194 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                         +      + P+V+ HPETGR +L +  H    I  +   ES   L+ 
Sbjct: 195 QARSPWRPNLSPEQIAQVKPVVHPVVRTHPETGRKALFVSEHFTTRIVDLPDDESRALLD 254 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +A  ++ H+W   D+V WDNR L+H A     +L R ++ + + G 
Sbjct: 255 ELFAHSVRAEHLYRHRWRDHDLVFWDNRSLMHLAAGTPDRLRRKLYRTTIEG 306 
 
 
>ref|ZP_05214809.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium avium 
           subsp. avium ATCC 25291] 
          Length = 295 
 
 Score =  126 bits (316), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 90/287 (31%), Positives = 144/287 (50%), Gaps = 21/287 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAG--FAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I  +G    A + GV +A +  +   +A + AA+ +H++L+F  QH+S++ Q+ F++R 
Sbjct: 1   MEIVASGPGFAAELRGVTIADVAASPDVYAQVRAAFEEHSVLVFRDQHVSDEAQLAFSRR 60 
 
Query: 64  FGAIE--RIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG +   ++G    G  +V +  +  DG V    PA+    ++    N  WH DS++  V 
Sbjct: 61  FGPLRVTKVGAVGHGSHLVVLKTLDDDGNV---VPADHRLALEN-KANQLWHTDSSFKRV 116 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A  +V S+ +VP  GG T +   R A++ LD   R  V    A H   YS+ K+      
Sbjct: 117 PALASVLSSRIVPGRGGETEYVSTRIAFERLDPGLRERVENSFAWHEYAYSRGKI----- 171 
 
Query: 178 AGSAYIGYGMDTTATPLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
             +  +    +  A P +   LV  +P  GR +L +  HA+ I GM+ A +   L  L + 
Sbjct: 172 --APDLARPEERAALPPQCWRLVWRNPVNGRKALYLASHAYGIEGMEPAAARELLAALTE 229 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            A      + H W AGDVV+WDNR  +HR  PW    PR M  S +A 
Sbjct: 230 AATAPGASYLHSWRAGDVVMWDNRATMHRGRPWPAHQPRCMVRSTIA 276 
 
 
>ref|ZP_07796648.1| putative taurine catabolism dioxygenase [Pseudomonas aeruginosa 
           39016] 
 gb|EFQ41744.1| putative taurine catabolism dioxygenase [Pseudomonas aeruginosa 
           39016] 
          Length = 295 
 
 Score =  126 bits (316), Expect = 4e-27,   Method: Compositional matrix adjust. 
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 Identities = 93/295 (31%), Positives = 144/295 (48%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   LQI    A  GA V G+ L   L    F  +H A L H +L+F  Q ++  QQI F 
Sbjct: 11  ADVPLQIRALDAAFGAEVLGLDLGLPLAAEDFRRIHRAHLDHHVLVFREQRITPAQQIAF 70 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +I+ +SN+  +G      P    D  K       WH+D  
Sbjct: 71  SRRFGELQIHVLKQFLLPGHPEILIVSNIVENG-----QPVGLGDAGKF------WHSDL 119 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQS 170 
           +Y  + + G++  A+ +P  GG T FADM  A+D+L EA R  +  R+A HS    YS+  
Sbjct: 120 SYKELPSLGSMLHAQELPKEGGDTLFADMHKAWDSLPEALRKAIEGRTAAHSYTARYSEP 179 
 
Query: 171 KL-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           +  G+ +   SA     +      + P+V+ HPE+GR +L +       I G+ A ES + 
Sbjct: 180 RFEGNWRPTLSA---AQLAEVREVVHPIVRTHPESGRKALFVSEGFTTRIVGLPADESAQ 236 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L   + +   ++ H+W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 237 LLAELYAHSVRPEHIYRHRWQAHDLVFWDNRSLIHLAGGCPAHLRRKLYRTTIQG 291 
 
 
>ref|YP_790929.1| putative taurine catabolism dioxygenase [Pseudomonas aeruginosa 
           UCBPP-PA14] 
 gb|ABJ11490.1| putative taurine catabolism dioxygenase [Pseudomonas aeruginosa 
           UCBPP-PA14] 
          Length = 295 
 
 Score =  126 bits (316), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 93/295 (31%), Positives = 144/295 (48%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   LQI    A  GA V G+ L   L    F  +H A L H +L+F  Q ++  QQI F 
Sbjct: 11  ADVPLQIRALDAAFGAEVLGLDLGLPLAAEDFRRIHRAHLDHHVLVFREQRITPAQQIAF 70 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +I+ +SN+  +G      P    D  K       WH+D  
Sbjct: 71  SRRFGELQIHVLKQFLLPGHPEILIVSNIVENG-----QPVGLGDAGKF------WHSDL 119 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQS 170 
           +Y  + + G++  A+ +P  GG T FADM  A+D+L EA R  +  R+A HS    YS+  
Sbjct: 120 SYKELPSLGSMLHAQELPEEGGDTLFADMHKAWDSLPEALRKAIEGRTAAHSYTARYSEP 179 
 
Query: 171 KL-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           +  G+ +   SA     +      + P+V+ HPE+GR +L +       I G+ A ES + 
Sbjct: 180 RFEGNWRPTLSA---AQLAEVREVVHPIVRTHPESGRKALFVSEGFTTRILGLPADESAQ 236 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L   + +   ++ H+W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 237 LLAELYAHSVRPEHIYRHRWQAHDLVFWDNRSLIHLAGGCPAHLRRKLYRTTIQG 291 
 
 
>ref|YP_001265549.1| taurine dioxygenase [Pseudomonas putida F1] 
 gb|ABQ76365.1| Taurine dioxygenase [Pseudomonas putida F1] 
          Length = 299 
 
 Score =  126 bits (316), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 85/294 (28%), Positives = 144/294 (48%), Gaps = 31/294 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
             ++ P    +GA + G+ LA  +    F  +H A L H +L+F  Q +S +QQI F++R 
Sbjct: 18  VFEVRPFSGAVGAEIIGLDLAKPVSAEDFTRIHRAHLDHHVLVFRDQRISPEQQIAFSRR 77 
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Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADST 113 
           FG ++          G  +I+ +SN+  +G               + +G+    WH+D + 
Sbjct: 78  FGELQIHVLKQFLLTGHPEILIVSNIIENG-------------QNIGLGDAGKFWHSDLS 124 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSK 171 
           Y  + + G++  A+ +P+ GG T FADM  A+DA+ +  R +V  RSA HS    Y+++K 
Sbjct: 125 YKELPSLGSMLHAQELPSEGGDTLFADMHKAWDAVPDTLRKVVEGRSAAHSYTARYAETK 184 
 
Query: 172 L-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERF 229 
             G+ +   +A     +      + P+V+ HPE GR +L +       I G+   ES    
Sbjct: 185 FEGNWRPTLTA---EQLAQVKEVIHPVVRTHPENGRKALFVSEGFTTRIVGLPDDESRDV 241 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L+ L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 242 LQQLYALSVLEQNIYRHQWQPHDLVFWDNRSLIHLATGCPAHLRRKLYRTTIQG 295 
 
 
>ref|ZP_08185828.1| putative taurine catabolism dioxygenase [Xanthomonas gardneri 
ATCC 
           19865] 
 gb|EGD16544.1| putative taurine catabolism dioxygenase [Xanthomonas gardneri ATCC 
           19865] 
          Length = 305 
 
 Score =  125 bits (315), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 82/270 (30%), Positives = 131/270 (48%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QI P  A LGA V G+ L+  LD   FA +H A L H +L+F  Q +S  QQ+ F++RF 
Sbjct: 25  VQIVPFDAPLGAEVIGLDLSQPLDADTFARIHQAHLDHHVLVFRDQRISPAQQVDFSRRF 84 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+K +G      P    D          WH+D +Y   
Sbjct: 85  GPLQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHYWHSDLSYKE 133 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +P+ GG T FA+   A+  L +A +  V    A HS +    +L     
Sbjct: 134 TPSLGSLLHAQELPSEGGDTLFANQHLAWQTLPDALKRTVQDLRAEHSYLAKYEELRARN 193 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
               A     +        P+V+ HPETG+ +L +  H    I G+   ES+  L+ L + 
Sbjct: 194 PWRPALTAEQIAEVTPVQHPIVRTHPETGQKALFVSEHFTTRIVGLPDDESDALLQALFE 253 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 254 HSTREALVYRHRWQPHDMVFWDNRSVMHLA 283 
 
 
>ref|NP_251000.1| hypothetical protein PA2310 [Pseudomonas aeruginosa PAO1] 
 ref|YP_002440583.1| putative taurine catabolism dioxygenase [Pseudomonas aeruginosa 
           LESB58] 
 ref|ZP_04928643.1| hypothetical protein PACG_01220 [Pseudomonas aeruginosa C3719] 
 gb|AAG05698.1|AE004657_5 hypothetical protein PA2310 [Pseudomonas aeruginosa PAO1] 
 gb|EAZ52762.1| hypothetical protein PACG_01220 [Pseudomonas aeruginosa C3719] 
 emb|CAW27721.1| putative taurine catabolism dioxygenase [Pseudomonas aeruginosa 
           LESB58] 
          Length = 295 
 
 Score =  125 bits (315), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 93/295 (31%), Positives = 144/295 (48%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
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           A   LQI    A  GA V G+ L   L    F  +H A L H +L+F  Q ++  QQI F 
Sbjct: 11  ADVPLQIRALDAAFGAEVLGLDLGLPLAAEDFRRIHRAHLDHHVLVFREQRITPAQQIAF 70 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +I+ +SN+  +G      P    D  K       WH+D  
Sbjct: 71  SRRFGELQIHVLKQFLLPGHPEILIVSNIVENG-----QPIGLGDAGKF------WHSDL 119 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQS 170 
           +Y  + + G++  A+ +P  GG T FADM  A+D+L EA R  +  R+A HS    YS+  
Sbjct: 120 SYKELPSLGSMLHAQELPEEGGDTLFADMHKAWDSLPEALRKAIEGRTAAHSYTARYSEP 179 
 
Query: 171 KL-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           +  G+ +   SA     +      + P+V+ HPE+GR +L +       I G+ A ES + 
Sbjct: 180 RFEGNWRPTLSA---AQLAEVREVVHPIVRTHPESGRKALFVSEGFTTRIVGLPADESAQ 236 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L   + +   ++ H+W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 237 LLAELYAHSVRPEHIYRHRWQAHDLVFWDNRSLIHLAGGCPAHLRRKLYRTTIQG 291 
 
 
>ref|ZP_08187882.1| putative taurine catabolism dioxygenase [Xanthomonas perforans 
           91-118] 
 gb|EGD14521.1| putative taurine catabolism dioxygenase [Xanthomonas perforans 
           91-118] 
          Length = 305 
 
 Score =  125 bits (315), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 83/272 (30%), Positives = 132/272 (48%), Gaps = 21/272 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++++I P  A LGA V G+ LA  LD A FA +H A L + +L+F  Q ++  QQ+ F++ 
Sbjct: 23  SSVRIVPFDAPLGAEVIGLDLAQPLDAATFARIHRAHLDYHVLVFRDQRITPAQQVEFSR 82 
 
Query: 63  RFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG ++          G  +++ +SN+K +G      P    D          WH+D +Y 
Sbjct: 83  RFGPLQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHYWHSDLSY 131 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
               + G++  A+ +P  GG T FA+   A+  L E+ +  V    A HS +    +L   
Sbjct: 132 KQTPSLGSLLHAQELPGEGGDTLFANQHLAWQTLPESLKRAVQDLRAEHSYLAKYEELRA 191 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
                 A     +        P+V+ HPETGR +L +  H    I G+   ES   L+ L 
Sbjct: 192 RNPWRPALTPEQIAEVTPVQHPVVRTHPETGRKALFVSEHFTTRIVGLPEDESRALLQRL 251 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +  A  V+ H+W   D+V WDNR ++H A 
Sbjct: 252 FEHSTHAALVYRHRWQPHDMVFWDNRSVMHLA 283 
 
 
>ref|YP_841732.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
 emb|CAJ97002.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
          Length = 309 
 
 Score =  125 bits (315), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 87/289 (30%), Positives = 136/289 (47%), Gaps = 21/289 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
             +I P  A LGA V G+ L+  L DA    +H A L + +++F  Q ++  QQI F++R 
Sbjct: 28  NFEIRPLDAPLGAEVIGLDLSQPLSDADVVRIHRAHLDYHVVVFRDQQITPAQQIDFSRR 87 
 
Query: 64  FGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG ++          G  +++ +SNV  +G      P    D          WH+D +Y  
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Sbjct: 88  FGPLQIHVLHQFQLPGHAEVLVVSNVVENG-----KPIGLGD------AGHFWHSDLSYK 136 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
              + G++  A  +PA GG T FA+M  A+D L  A +  V    A H+ +   ++L    
Sbjct: 137 EKPSLGSLLHARELPAEGGDTLFANMHLAWDTLPSALQRAVDGLHAEHTYLARYAELQQR 196 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
                      +      L+P+V+ HPETGR +L +  H    I G+   ES   L+ L  
Sbjct: 197 SPWRPDLTPEQIAQVRPVLQPVVRTHPETGRKALFVSEHFTTRIVGLPEQESRDLLDQLF 256 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             + +   ++ HQW   D+V WDNR LLH A     +  RVM+ + + G 
Sbjct: 257 AHSVKPAHIYRHQWQPHDLVFWDNRSLLHLAAGCPPEQRRVMYRTTIEG 305 
 
 
>gb|AAT51290.1| PA2310 [synthetic construct] 
          Length = 296 
 
 Score =  125 bits (315), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 93/295 (31%), Positives = 144/295 (48%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   LQI    A  GA V G+ L   L    F  +H A L H +L+F  Q ++  QQI F 
Sbjct: 11  ADVPLQIRALDAAFGAEVLGLDLGLPLAAEDFRRIHRAHLDHHVLVFREQRITPAQQIAF 70 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +I+ +SN+  +G      P    D  K       WH+D  
Sbjct: 71  SRRFGELQIHVLKQFLLPGHPEILIVSNIVENG-----QPIGLGDAGKF------WHSDL 119 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQS 170 
           +Y  + + G++  A+ +P  GG T FADM  A+D+L EA R  +  R+A HS    YS+  
Sbjct: 120 SYKELPSLGSMLHAQELPEEGGDTLFADMHKAWDSLPEALRKAIEGRTAAHSYTARYSEP 179 
 
Query: 171 KL-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           +  G+ +   SA     +      + P+V+ HPE+GR +L +       I G+ A ES + 
Sbjct: 180 RFEGNWRPTLSA---AQLAEVREVVHPIVRTHPESGRKALFVSEGFTTRIVGLPADESAQ 236 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L   + +   ++ H+W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 237 LLAELYAHSVRPEHIYRHRWQAHDLVFWDNRSLIHLAGGCPAHLRRKLYRTTIQG 291 
 
 
>ref|ZP_05635920.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. tabaci 
ATCC 
           11528] 
          Length = 298 
 
 Score =  125 bits (315), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 82/288 (28%), Positives = 135/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQ+ F++RF 
Sbjct: 18  FDVRPFTGKVGAEIVGLDLSMPLNDADFARVHQAHLDHHVVVFRDQQITPQQQVDFSRRF 77 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +I+ +SN+     V    P    D  K       WH+D +Y   
Sbjct: 78  GVLQIHVLKQFLLANHPEILIVSNI-----VENEKPVGLGDAGKY------WHSDLSYKE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     ++  +   
Sbjct: 127 LPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYAEGHNAA 186 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
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                     +        P+V+ HPETGR +L +       I  +   ES + L  +   
Sbjct: 187 NWRPTLTAEQLAQVVEVSHPIVRTHPETGRKALFVSEGFTTRILDLPEDESRQILNEIYA 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +   ++ HQW A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 247 HSVKPEHIYRHQWQANDMVFWDNRSLIHLAAGCPAHLRRKLYRTTIQG 294 
 
 
>ref|YP_002908767.1| Taurine dioxygenase [Burkholderia glumae BGR1] 
 gb|ACR31532.1| Taurine dioxygenase [Burkholderia glumae BGR1] 
          Length = 305 
 
 Score =  125 bits (314), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 85/288 (29%), Positives = 137/288 (47%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P    LGA V G+ L+  L +A FA +H A L H LL+F  Q ++ +QQ+ F++RF 
Sbjct: 25  FDIVPFDGPLGAEVVGLDLSQPLGEAAFARIHRAHLDHHLLVFREQRITPEQQVAFSRRF 84 
 
Query: 65  GAIER--------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 85  GPLQTHVLHQFALPGHPEVLIVSNIVENG-----KPIGLGD------AGHFWHSDLSYKE 133 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +P  GG T FA+M  A++ L EA +  V  R A H+ +   ++L     
Sbjct: 134 KPSLGSLLHAQELPTEGGDTLFANMHLAWETLPEALKQAVRGRRAEHTYLARYAELQARS 193 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +       +P+V+ HPETGR +L +  H    I G+   ES   L+ L   
Sbjct: 194 PWRPNLSAEQLAQVKAVQQPIVRTHPETGRRALFVSEHFTTRIVGLPEDESRALLDELFA 253 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +   V+ H+W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 254 HSVRDEFVYRHRWREHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 301 
 
 
>ref|YP_001117391.1| taurine dioxygenase [Burkholderia vietnamiensis G4] 
 gb|ABO57926.1| Taurine dioxygenase [Burkholderia vietnamiensis G4] 
          Length = 309 
 
 Score =  125 bits (314), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 86/292 (29%), Positives = 138/292 (47%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A     I P  A +GA V G+ L+  LD A FA +H A L H +L+F  Q ++ +Q I F 
Sbjct: 25  AAQRFDIIPLDAPVGAEVVGIDLSQPLDAAAFARIHRAHLDHHVLVFRDQRITPEQHIAF 84 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN+  +G      P    D          WH+D  
Sbjct: 85  SRRFGPLQIHVLHQFALAGHPEVLIVSNIVENG-----KPIGLGD------AGHFWHSDL 133 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L 
Sbjct: 134 SYKEKPSLGSLLHAQELPADGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAEL 193 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
               +         +      + P+V+ HPETGR +L +  H    I  + A ES   L+ 
Sbjct: 194 QARNRWRPVLSAEQLAQVEAVVHPIVRTHPETGRKALFVSEHFTTRIVDLPADESRALLD 253 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +   ++ H+W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 254 ELFAHSVRDEHLYRHRWRDHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 305 
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>ref|ZP_08183773.1| putative taurine catabolism dioxygenase [Xanthomonas gardneri 
ATCC 
           19865] 
 gb|EGD18602.1| putative taurine catabolism dioxygenase [Xanthomonas gardneri ATCC 
           19865] 
          Length = 309 
 
 Score =  125 bits (314), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 81/272 (29%), Positives = 133/272 (48%), Gaps = 21/272 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++++I P  A LGA V G+ L+  LD   FA +H A L H +L+F  Q +S  QQ+ F++ 
Sbjct: 27  SSVRIVPFDAPLGAEVIGLDLSQPLDADTFARIHQAHLDHHVLVFRDQRISPAQQVDFSR 86 
 
Query: 63  RFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG ++          G  +++ +SN+K +G      P    D          WH+D +Y 
Sbjct: 87  RFGPLQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHYWHSDLSY 135 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
               + G++  A+ +P+ GG T FA+   A+  L +A +  V    A HS +    +L   
Sbjct: 136 KETPSLGSLLHAQELPSEGGDTLFANQHLAWQTLPDALKRTVQDLRAEHSYLAKYEELRA 195 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
                 A     +        P+V+ HPETG+ +L +  H    I G+   ES+  L+ L 
Sbjct: 196 RNPWRPALTAEQIAEVTPVQHPIVRTHPETGQKALFVSEHFTTRIVGLPDDESDALLQAL 255 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 256 FEHSTREALVYRHRWQPHDMVFWDNRSVMHLA 287 
 
 
>ref|YP_362614.1| taurine dioxygenase [Xanthomonas campestris pv. vesicatoria str. 
           85-10] 
 emb|CAJ22514.1| Taurine dioxygenase [Xanthomonas campestris pv. vesicatoria str. 
           85-10] 
          Length = 305 
 
 Score =  125 bits (314), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 83/272 (30%), Positives = 132/272 (48%), Gaps = 21/272 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++++I P  A LGA V G+ LA  LD A FA +H A L + +L+F  Q ++  QQ+ F++ 
Sbjct: 23  SSVRIVPFDAPLGAEVIGLDLAQPLDAATFARIHRAHLDYHVLVFRDQRITPAQQVEFSR 82 
 
Query: 63  RFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG ++          G  +++ +SN+K +G      P    D          WH+D +Y 
Sbjct: 83  RFGPLQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHYWHSDLSY 131 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
               + G++  A+ +P  GG T FA+   A+  L E+ +  V    A HS +    +L   
Sbjct: 132 KQTPSLGSLLHAQELPGEGGDTLFANQHLAWQTLPESLKRAVQDLRAEHSYLAKYEELRA 191 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
                 A     +        P+V+ HPETGR +L +  H    I G+   ES   L+ L 
Sbjct: 192 RNPWRPALTPEQIAEVTPVQHPVVRTHPETGRKALFVSEHFTTRIVGLPEDESRALLQRL 251 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +  A  V+ H+W   D+V WDNR ++H A 
Sbjct: 252 FEHSTHAGLVYRHRWQPHDMVFWDNRSVMHLA 283 
 
 
>ref|YP_002153811.1| putative taurine dioxygenase [Burkholderia cenocepacia J2315] 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 133



 emb|CAR57354.1| putative taurine dioxygenase [Burkholderia cenocepacia J2315] 
          Length = 290 
 
 Score =  125 bits (314), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 87/288 (30%), Positives = 136/288 (47%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LGA V G+ L+  LD   FA +H A L H +L+F  Q ++ D+ I F++RF 
Sbjct: 10  FDIVPFDAPLGAEVIGLDLSQPLDADDFARIHRAHLDHHVLVFRDQRITPDEHIAFSRRF 69 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 70  GPLQIHVLHQFALAGHPEVLIVSNIVENG-----KPVGLGD------AGHFWHSDLSYKE 118 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 119 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 178 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +   A  + P+V+ HPETGR +L +  H    I G+   ES   L+ L   
Sbjct: 179 PWRPNLSPEQIAQVAAVVHPVVRTHPETGRKALFVSEHFTTRIVGLPEDESRALLDELFT 238 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 239 HSVRAEHLYRHAWRDHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 286 
 
 
>ref|ZP_04934071.1| hypothetical protein PA2G_01415 [Pseudomonas aeruginosa 2192] 
 gb|EAZ58190.1| hypothetical protein PA2G_01415 [Pseudomonas aeruginosa 2192] 
          Length = 295 
 
 Score =  125 bits (314), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 93/295 (31%), Positives = 144/295 (48%), Gaps = 27/295 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   LQI    A  GA V G+ L   L    F  +H A L H +L+F  Q ++  QQI F 
Sbjct: 11  ADFPLQIRALDAAFGAEVLGLDLGLPLAAEDFRRIHRAHLDHHVLVFREQRITPAQQIAF 70 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +I+ +SN+  +G      P    D  K       WH+D  
Sbjct: 71  SRRFGELQIHVLKQFLLPGHPEILIVSNIVENG-----QPIGLGDAGKF------WHSDL 119 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQS 170 
           +Y  + + G++  A+ +P  GG T FADM  A+D+L EA R  +  R+A HS    YS+  
Sbjct: 120 SYKELPSLGSMLHAQELPEEGGDTLFADMHKAWDSLPEALRKAIEGRTAAHSYTARYSEP 179 
 
Query: 171 KL-GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           +  G+ +   SA     +      + P+V+ HPE+GR +L +       I G+ A ES + 
Sbjct: 180 RFEGNWRPTLSA---AQLAEVREVVHPIVRTHPESGRKALFVSEGFTTRIVGLPADESAQ 236 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L   + +   ++ H+W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 237 LLAELYAHSVRPEHIYRHRWQAHDLVFWDNRSLIHLAGGCPAHLRRKLYRTTIQG 291 
 
 
>ref|ZP_02468555.1| Taurine dioxygenase [Burkholderia thailandensis MSMB43] 
          Length = 309 
 
 Score =  125 bits (314), Expect = 8e-27,   Method: Compositional matrix adjust. 
 Identities = 87/288 (30%), Positives = 134/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LGA V G+ L+  LD A FA +H A L H +L+F  Q ++ D+ I F++RF 
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Sbjct: 29  FDIVPFDAPLGAEVVGIDLSQPLDAADFARIHRAHLDHHVLVFRDQRITPDKHIAFSRRF 88 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +++ +SN+  DG      P    D          WH+D +Y   
Sbjct: 89  GPLQIHVLHQFALAAHPEVLIVSNIVEDG-----KPIGLGD------AGHFWHSDLSYKE 137 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 138 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 197 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    I  +   ES   L+ L   
Sbjct: 198 PWRPNLSAEQIAQVEAVVHPVVRTHPETGRRALFVSEHFTTRIVDVPEDESRALLDELFA 257 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  +H H W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 258 HSVRAEHLHRHHWRDHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 305 
 
 
>ref|ZP_02189759.1| Alpha-ketoglutarate-dependent taurine dioxygenase [alpha 
           proteobacterium BAL199] 
 gb|EDP63364.1| Alpha-ketoglutarate-dependent taurine dioxygenase [alpha 
           proteobacterium BAL199] 
          Length = 291 
 
 Score =  125 bits (313), Expect = 8e-27,   Method: Compositional matrix adjust. 
 Identities = 96/273 (35%), Positives = 136/273 (49%), Gaps = 24/273 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+QI P G ++GA + GV L A L +     +H A+L+H+++ F  Q L + ++   A R 
Sbjct: 9   TIQIEPIGGSIGAVIHGVDLGAPLSNRQAKEVHDAFLEHSVVFFRDQKLDDPERQKRAAR 68 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSP-----AEWDDMMKVIVGNMAWHADSTYMPV 117 
                    G+ VAI  VK+ DG    H        E +D  K   G  +WH D+T++   
Sbjct: 69  LF-------GEPVAIPFVKSLDG----HPEIIDIVKEAEDAGKYNFGG-SWHTDTTFLET 116 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS---LVYSQSKL-G 173 
            A G++  A  VP+ GG T FAD  AAY+ L +  R L+   +A HS      SQSK  G 
Sbjct: 117 PALGSLLYALQVPSRGGDTLFADQYAAYETLSDGMRRLLDGLTAVHSGSRSYGSQSKFQG 176 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
              Q+ S  I    D       P+V+ HPETGR  L +   +   +  M  AES+  L+  
Sbjct: 177 GKNQSVSMTIDANADGDRLVEHPVVRTHPETGRKCLFVNPNYTLRLKDMTEAESKPLLDF 236 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L   A +   +   +W AG V VWDNRC +HRA 
Sbjct: 237 LYAHAIRDEFICRFRWQAGSVAVWDNRCTMHRA 269 
 
 
>ref|YP_001437971.1| hypothetical protein ESA_01880 [Cronobacter sakazakii ATCC BAA-
894] 
 gb|ABU77134.1| hypothetical protein ESA_01880 [Cronobacter sakazakii ATCC BAA-894] 
          Length = 294 
 
 Score =  125 bits (313), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 93/302 (30%), Positives = 143/302 (47%), Gaps = 36/302 (11%) 
 
Query: 4   TTLQITPTGAT---------LGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLS 53 
           TTL  TP  A          LGA +TG+ L   +++A FA +H A L H +++F  Q ++ 
Sbjct: 3   TTLNATPVAAQPFTITPFARLGAEITGLDLRLPVNNADFARIHQAHLDHHVVVFRDQKIT 62 
 
Query: 54  NDQQITFAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 105 
             QQI F++RFG ++             +I+ +SN+  +G      P    D  K      
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Sbjct: 63  PRQQIDFSRRFGPLQIHVLKQFLLPDHPEILIVSNIIENG-----QPIGLGDAGKF---- 113 
 
Query: 106 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
             WH+D +Y  + + G++  A+ +P  GG T FADM  AY+ L    +  +  + A HS  
Sbjct: 114 --WHSDLSYKTLPSLGSMLYAQELPEEGGDTLFADMELAYETLPADLKRAIEGKKAVHSY 171 
 
Query: 166 V--YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGM 221 
              YS+ K G             +        P+++ HPETGR +L +  G   H I G+ 
Sbjct: 172 TATYSRPKFG--SHWRPQLTEQQLAEVQAVSHPVMRTHPETGRKALFVSEGFTTH-IEGL 228 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 281 
             AES   LE L   + +   ++ HQW  GD+V WDNR L+H A      L R ++ + + 
Sbjct: 229 PEAESRDILEALWAHSVRPEHLYRHQWQPGDMVFWDNRSLIHLATGCPAHLRRKLYRTTI 288 
 
Query: 282 AG 283 
            G 
Sbjct: 289 EG 290 
 
 
>ref|NP_742338.1| TauD/TfdA family dioxygenase [Pseudomonas putida KT2440] 
 gb|AAN65802.1|AE016209_1 dioxygenase, TauD/TfdA family [Pseudomonas putida KT2440] 
          Length = 299 
 
 Score =  125 bits (313), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 84/293 (28%), Positives = 144/293 (49%), Gaps = 31/293 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P    +GA + G+ LA  +    F  +H A L H +L+F  Q ++ +QQI F++RF 
Sbjct: 19  FEVRPFSGAVGAEILGLDLAKPVSAEDFTRIHRAHLDHHVLVFRDQRITPEQQIAFSRRF 78 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTY 114 
           G ++          G  +I+ +SN+  +G               + +G+    WH+D +Y 
Sbjct: 79  GELQIHVLKQFLLTGHPEILIVSNIIENG-------------QNIGLGDAGKFWHSDLSY 125 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL 172 
             + + G++  A+ +P+ GG T FADM  A+DA+ +  R +V  RSA HS    Y+++K  
Sbjct: 126 KELPSLGSMLHAQELPSEGGDTLFADMHKAWDAVPDTLRKVVEGRSAAHSYTARYAETKF 185 
 
Query: 173 -GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
            G+ +   +A     +      + P+V+ HPE GR +L +       I G+   ES   L 
Sbjct: 186 EGNWRPTLTA---EQLAQVKEVIHPVVRTHPENGRKALFVSEGFTTRIVGLPDDESRDVL 242 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           + L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 243 QQLYALSVLEQNIYRHQWQPYDLVFWDNRSLIHLATGCPAHLRRKLYRTTIQG 295 
 
 
>ref|YP_954965.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium vanbaalenii 
           PYR-1] 
 gb|ABM14959.1| Taurine catabolism dioxygenase TauD/TfdA [Mycobacterium vanbaalenii 
           PYR-1] 
          Length = 281 
 
 Score =  125 bits (313), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 102/289 (35%), Positives = 135/289 (46%), Gaps = 23/289 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           T L I    +++GA VTG+    L  DDA   A+  A   + +L+FPG HL  + Q+ F  
Sbjct: 2   TLLTINKLTSSVGAEVTGLDPGRLAGDDALGTAVLDALEDNGVLVFPGLHLEPEVQVEFC 61 
 
Query: 62  KRFGAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY----- 114 
           +R G I+    G   +  I  V  D +  ++S A +      +     WH D         
Sbjct: 62  RRLGEIDFSSDGHHRVAGIYPVTLDKS--KNSSAAY------LRATFDWHIDGCTPTGDD 113 
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Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
            P MA   V SA+ V   GG T FA   AAYDAL +A +         HSL  SQ +    
Sbjct: 114 YPQMA--TVLSAKQVAESGGETEFASSYAAYDALTDAEKQRFASLRVVHSLEASQRR--- 168 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
           V    S           T   PLV  H  TGR SL++G  A  I GMD  E    L  L+ 
Sbjct: 169 VNPDPSPEELARWRARPTHEHPLVWTH-RTGRKSLVLGASADYIVGMDPEEGRALLSELL 227 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           D A  A +V++H WA GD V+WDNR +LHRA  +D   PR M  + + G 
Sbjct: 228 DRATTADKVYSHHWAVGDTVIWDNRGVLHRAARYDENSPREMLRTTVLG 276 
 
 
>ref|ZP_06840724.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
 gb|EFG71444.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
          Length = 301 
 
 Score =  125 bits (313), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 82/276 (29%), Positives = 136/276 (49%), Gaps = 23/276 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L +      + A + G+ L+  L D     +  A  Q+ +LIFP Q++ +DQ + FA   
Sbjct: 2   SLNVEAVHPFIAARIHGLDLSKPLSDERIVEIEQASGQYPVLIFPRQYIDDDQLLAFAAG 61 
 
Query: 64  FGAIE------------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           FG ++            R+    I  ISN+  +     + P +   M  +   +  WH+D 
Sbjct: 62  FGPLQIAVSYSTRPEDHRLAPM-INDISNLSKENQT--YRPGDRRRMNNLT--SRRWHSD 116 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
           ++Y+P+ A+ +   + +VPAVGG+T FADMRAAYD L +  R +V   S  + ++ S++  
Sbjct: 117 ASYLPLPARYSFLLSYIVPAVGGQTQFADMRAAYDNLPDHLRKVVEGLSCHYDIMASRAA 176 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
            G    +            A  +  LV+ H  + R SL +  HA  + G    E    L  
Sbjct: 177 AGFYDASDEE-----RKALAPCIHELVRTHAISRRKSLYLSSHATHVVGWPEPEGRDLLR 231 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
            L ++A Q   V++H+W+  D+V+WDNR L+HR  P 
Sbjct: 232 ELTEFATQPQFVYSHEWSVRDLVMWDNRALMHRGRP 267 
 
 
>gb|ADC34043.1| TfdA-like protein [uncultured bacterium] 
          Length = 207 
 
 Score =  124 bits (312), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 76/221 (34%), Positives = 116/221 (52%), Gaps = 29/221 (13%) 
 
Query: 56  QQITFAKRFGAI-----------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 104 
           QQI FA+ +G +           ER    +I+ ISNV  +G V + S           +  
Sbjct: 1   QQIAFARHYGPLNVGLKKAGKRRERYANREIIDISNVDPEGRVYERS-------HTATIS 53 
 
Query: 105 NMA---WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 161 
           N+A   WH+DS++     + ++ SA VVP  GG+T FAD+RAA+D+L +  +  +  ++A 
Sbjct: 54  NLANQLWHSDSSFQKPAMKYSMLSAVVVPENGGQTEFADLRAAFDSLPDEMKRELKGKAA 113 
 
Query: 162 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPG 220 
            H   +S+  LG       A        T  P++ PLV+ HP +GR  L +G H   +PG 
Sbjct: 114 EHYAWHSREWLGDTITPEQA-------ETFPPVQWPLVRKHPGSGRDVLFVGIHCTKVPG 166 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           M  AE    + GL++ A Q   V+ H+W  GD+V+WDNRC+ 
Sbjct: 167 MTLAEGRMLIAGLLEHATQRELVYRHEWRPGDLVMWDNRCV 207 
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>ref|ZP_02884179.1| Taurine dioxygenase [Burkholderia graminis C4D1M] 
 gb|EDT10183.1| Taurine dioxygenase [Burkholderia graminis C4D1M] 
          Length = 308 
 
 Score =  124 bits (312), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 83/275 (30%), Positives = 135/275 (49%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +A   ++I      LGA V G+ L+  L  A FA +H A L + +L+F  Q ++ D+QI  
Sbjct: 23  IAGQPIEIRAFDGPLGAEVLGLDLSKPLAQADFARIHRAHLDYHVLVFRDQRITPDEQIA 82 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFG ++             +++ +SN+  +G      P    D          WH+D 
Sbjct: 83  FSRRFGPLQIHVLHQFQLPDYPEVLVVSNIVENG-----KPIGLGD------AGHYWHSD 131 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +PA GG T FA+M  A+D L    R+ V  R+A H+ +   ++ 
Sbjct: 132 LSYKEKPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRSAVEGRTAEHTYLAKYAE 191 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L              +      + P+V+ HPETGR +L +  H    + G+   ES + L 
Sbjct: 192 LQKRSPWRPNLSPEQIAQVKPVVHPIVRTHPETGRKALFVSEHFTTRVIGLPEDESRQLL 251 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           E L   + +A  V+ H+WA  D+V WDNR L+H A 
Sbjct: 252 EELFAHSVRAEHVYRHRWAEHDMVFWDNRSLMHLA 286 
 
 
>ref|ZP_06495450.1| taurine dioxygenase [Pseudomonas syringae pv. syringae FF5] 
          Length = 298 
 
 Score =  124 bits (312), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 80/274 (29%), Positives = 131/274 (47%), Gaps = 21/274 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A  + ++ P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQI F 
Sbjct: 14  ASQSFEVRPFTEKVGAEIVGLDLSRPLNDADFARVHQAHLDHHVVVFRDQQITPQQQIDF 73 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++             +I+ +SN+     V    P    D  K       WH+D  
Sbjct: 74  SRRFGVLQIHVLKQFLLANHPEILIVSNI-----VENDKPVGLGDAGKY------WHSDL 122 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y  + + G++  A+ +P+ GG T FADM  A++ L +  R  V  RSA HS     ++  
Sbjct: 123 SYKELPSLGSMLYAQELPSEGGDTLFADMHLAWETLPQHLRDAVEGRSAVHSYTARYAEG 182 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
            +            +        P+V+ HPE GR +L +       I G+   ES + L  
Sbjct: 183 HNAANWRPPLTAEQLAQVVEVSHPIVRTHPENGRRALFVSEGFTTRILGLPEDESRQILN 242 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 243 EIYAHSVKPEHIYRHQWQANDMVFWDNRSLIHLA 276 
 
 
>ref|ZP_08177331.1| putative taurine catabolism dioxygenase [Xanthomonas vesicatoria 
           ATCC 35937] 
 gb|EGD10453.1| putative taurine catabolism dioxygenase [Xanthomonas vesicatoria 
           ATCC 35937] 
          Length = 305 
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 Score =  124 bits (312), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 82/270 (30%), Positives = 129/270 (47%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I P  A LGA V G+ L+  LD   FA +H A L H +L+F  Q ++  QQ+ F++RF 
Sbjct: 25  VRIVPFDAPLGAQVLGLDLSQPLDATTFARIHQAHLDHHVLVFRDQRITPAQQVDFSRRF 84 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+K +G      P    D          WH+D +Y   
Sbjct: 85  GPLQIHVLRNFQLPGHPEVLVVSNIKENG-----EPIGLGD------AGHYWHSDLSYKE 133 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +P+ GG T FA+   A+  L E  +  V    A HS +    +L     
Sbjct: 134 TPSLGSLLHAQELPSEGGDTLFANQHLAWHTLPEPLKRRVQDLRAEHSYLAKYEELRARN 193 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
               A     +        P+V+ HPETG+ +L +  H    I G+   ESE  L+ L + 
Sbjct: 194 PWRPALTPEQIAEVKPVQHPIVRTHPETGQKALFVSEHFTTRIVGLPEDESEALLQTLFE 253 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +     V+ HQW   D+V WDNR ++H A 
Sbjct: 254 HSTHDALVYRHQWQPYDMVFWDNRSVMHLA 283 
 
 
>ref|YP_002551991.1| taurine dioxygenase [Acidovorax ebreus TPSY] 
 gb|ACM31991.1| Taurine dioxygenase [Acidovorax ebreus TPSY] 
          Length = 299 
 
 Score =  124 bits (311), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 86/274 (31%), Positives = 132/274 (48%), Gaps = 20/274 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A    +I    A LGA V G+ LA  L DA F  +  A  +H +L+F  Q ++  QQ+ F 
Sbjct: 14  ASQEFEIRRLPAPLGAEVLGLDLAQPLSDADFDRILRAHWEHVVLVFRNQRITPAQQVAF 73 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN++ +       P    D      G++ WH+D  
Sbjct: 74  SRRFGPLQIHVQRKFALQGHPEVLVVSNIRDENG----EPTGLGD-----AGSL-WHSDL 123 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +P VGG T FAD  AAYDAL EAT+  +    A HS +    +L 
Sbjct: 124 SYKDKPSLGSLLHAQELPNVGGDTLFADQYAAYDALPEATQQRIAHLRAEHSYLARYEEL 183 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                         +   A  + P+V+ HP TGR +L +  H    I  +   ES   L+ 
Sbjct: 184 RQRNPWRPRLTPAQIAEVAPAVHPVVRTHPATGRKALFVSEHFTTRILDLPEEESRALLQ 243 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L   + +   V+ HQW   D+V WDNR +LH A 
Sbjct: 244 ELFAASVRPEFVYRHQWQPHDLVFWDNRAVLHLA 277 
 
 
>ref|ZP_01365674.1| hypothetical protein PaerPA_01002800 [Pseudomonas aeruginosa 
PACS2] 
          Length = 281 
 
 Score =  124 bits (311), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 91/291 (31%), Positives = 143/291 (49%), Gaps = 27/291 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QI    A  GA V G+ L   L    F  +H A L H +L+F  Q ++  QQI F++RF 
Sbjct: 1   MQIRALDAAFGAEVLGLDLGLPLAAEDFRRIHRAHLDHHVLVFREQRITPAQQIAFSRRF 60 
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Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +I+ +SN+  +G      P    D  K       WH+D +Y   
Sbjct: 61  GELQIHVLKQFLLPGHPEILIVSNIVENG-----QPVGLGDAGKF------WHSDLSYKE 109 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL-G 173 
           + + G++  A+ +P  GG T FADM  A+D+L EA R  +  R+A HS    YS+ +  G 
Sbjct: 110 LPSLGSMLHAQELPEEGGDTLFADMHKAWDSLPEALRKAIEGRTAAHSYTARYSEPRFEG 169 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           + +   SA     +      + P+V+ HPE+GR +L +       I G+ A ES + L   
Sbjct: 170 NWRPTLSA---AQLAEVREVVHPIVRTHPESGRKALFVSEGFTTRIVGLPADESAQLLAE 226 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L   + +   ++ H+W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 227 LYAHSVRPEHIYRHRWQAHDLVFWDNRSLIHLAGGCPAHLRRKLYRTTIQG 277 
 
 
>ref|ZP_07265737.1| taurine dioxygenase [Pseudomonas syringae pv. syringae 642] 
          Length = 298 
 
 Score =  124 bits (311), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 79/270 (29%), Positives = 129/270 (47%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQI F++RF 
Sbjct: 18  FEVRPFTEKVGAEIVGLDLSRPLNDADFARVHQAHLNHHVVVFRDQQITPQQQIDFSRRF 77 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +I+ +SN+     V    P    D  K       WH+D +Y   
Sbjct: 78  GVLQIHVLKQFLLANHPEILIVSNI-----VENDKPVGLGDAGKY------WHSDLSYKE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +P+ GG T FADM  A++ L +  R  V  RSA HS     ++  +   
Sbjct: 127 LPSLGSMLYAQELPSEGGDTLFADMHLAWETLPQHLRDAVQGRSAVHSYTARYAEGHNAA 186 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                     +        P+V+ HPE GR +L +       I G+   ES + L  +   
Sbjct: 187 NWRPTLTAEQLAQVVEVSHPIVRTHPENGRKALFVSEGFTTRILGLPEDESRQILNEIYA 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 247 HSVKPEHIYRHQWRANDMVFWDNRSLIHLA 276 
 
 
>ref|ZP_03572034.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           multivorans CGD2M] 
 gb|EEE13842.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           multivorans CGD2M] 
          Length = 295 
 
 Score =  124 bits (311), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 87/292 (29%), Positives = 137/292 (46%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A    +I P  A LGA V G+ L+  LD   FA +  A L H +L+F  Q ++ D+ + F 
Sbjct: 11  APQRFEIVPFDAPLGAEVVGIDLSQPLDADAFARIRRAHLDHHVLVFRDQRITPDEHVAF 70 
 
Query: 61  AKRFGAIER--------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN+  +G      P    D          WH+D  
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Sbjct: 71  SRRFGPLQTHVLHQFALPGHPEVLIVSNIVENG-----RPIGLGD------AGYFWHSDL 119 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +PA GG T FA+M  A+D L  A R  V  R A H+ +   ++L 
Sbjct: 120 SYKRRPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAALRRAVEGRRAEHTYLARYAEL 179 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                         +      + P+V+ HPETGR +L +  H    I G+   ES   L+ 
Sbjct: 180 QARSPWRPNLSAEQIAQVEPVVHPVVRTHPETGRRALFVSEHFTTRIVGLPDDESRALLD 239 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +A   + H+W   D+V WDNR LLH A      L R ++ + + G 
Sbjct: 240 ELFAHSVRAEHQYRHRWRDHDLVFWDNRSLLHLAAGTPDHLRRKLYRTTIEG 291 
 
 
>ref|ZP_03578265.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           multivorans CGD2] 
 gb|EEE07471.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           multivorans CGD2] 
          Length = 309 
 
 Score =  124 bits (310), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 87/292 (29%), Positives = 137/292 (46%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A    +I P  A LGA V G+ L+  LD   FA +  A L H +L+F  Q ++ D+ + F 
Sbjct: 25  APQRFEIVPFDAPLGAEVVGIDLSQPLDADAFARIRRAHLDHHVLVFRDQRITPDEHVAF 84 
 
Query: 61  AKRFGAIER--------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN+  +G      P    D          WH+D  
Sbjct: 85  SRRFGPLQTHVLHQFALPGHPEVLIVSNIVENG-----RPIGLGD------AGYFWHSDL 133 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +PA GG T FA+M  A+D L  A R  V  R A H+ +   ++L 
Sbjct: 134 SYKRRPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAALRRAVEGRRAEHTYLARYAEL 193 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                         +      + P+V+ HPETGR +L +  H    I G+   ES   L+ 
Sbjct: 194 QARSPWRPNLSAEQIAQVEPVVHPVVRTHPETGRRALFVSEHFTTRIVGLPDDESRALLD 253 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +A   + H+W   D+V WDNR LLH A      L R ++ + + G 
Sbjct: 254 ELFAHSVRAEHQYRHRWRDHDLVFWDNRSLLHLAAGTPDHLRRKLYRTTIEG 305 
 
 
>ref|ZP_07772746.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           fluorescens WH6] 
 gb|EFQ66049.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           fluorescens WH6] 
          Length = 297 
 
 Score =  124 bits (310), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 80/272 (29%), Positives = 130/272 (47%), Gaps = 25/272 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P   ++GA + G+ L+  ++D  FA +H A L H +++F  Q +S +QQI F++RF 
Sbjct: 17  FEVRPLPGSVGAEIIGLDLSRPVNDQDFARIHRAHLDHHVVVFRDQRISPEQQIAFSRRF 76 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTY 114 
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           G ++             +I+ +SN+  +G               + +G+    WH+D +Y 
Sbjct: 77  GVLQIHVLKQFLLADHPEILIVSNIIENG-------------QSIGLGDAGKFWHSDLSY 123 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
             + + G++  A+ +P+ GG T FADM  A+D L E  R  V  RSA HS     S+    
Sbjct: 124 KELPSLGSMLHAQELPSEGGDTLFADMHKAWDQLPEHLRKAVEGRSAAHSYTARYSETKF 183 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
                       +   A  + P+V+ HPE GR +L +       I G+   ES   L  L 
Sbjct: 184 EGNWRPTLTPEQLAQVAEVVHPIVRTHPENGRKALFVSEGFTTRIVGLPEDESRDLLAQL 243 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +     ++ HQW   D+V WDNR L+H A 
Sbjct: 244 YAHSVLPHNIYRHQWQPHDLVFWDNRSLIHLA 275 
 
 
>ref|ZP_01894021.1| Taurine catabolism dioxygenase TauD/TfdA [Marinobacter algicola 
           DG893] 
 gb|EDM47914.1| Taurine catabolism dioxygenase TauD/TfdA [Marinobacter algicola 
           DG893] 
          Length = 275 
 
 Score =  124 bits (310), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 81/268 (30%), Positives = 126/268 (47%), Gaps = 29/268 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T Q  P    LGA V GV L  +DDA    L+  WL+H +L+     ++ D+ + FA+ F 
Sbjct: 2   TYQTLPLSPALGAEVRGVDLTHIDDAHAQELNELWLKHHVLVIRDHSVTEDELVEFAQSF 61 
 
Query: 65  GAIERIGG-------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G+IE            +I+ ISN++         P           G + WH D  +  V 
Sbjct: 62  GSIENARKMSPLATRPEIMVISNIREGEAALGALPD----------GELFWHFDRIHQKV 111 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
             +  V  +  +P+ GG T F+ M  AY+AL E T+  +   +A ++  Y Q+   + Q  
Sbjct: 112 PNKAGVLHSIELPSKGGETRFSSMCQAYEALPEETKRKLEGLTALNTYQYGQTNAANKQL 171 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                       + + + P+V+  PETG+ +L + R     I  +  AESE  L  L D  
Sbjct: 172 TKD---------SPSAVHPVVRTIPETGKKALYVCRLMTDRILELPEAESEALLAELFD- 221 
 
Query: 237 ACQAPR-VHAHQWAAGDVVVWDNRCLLH 263 
            C+ P  ++ H W  GD ++WDNRC+LH 
Sbjct: 222 HCERPEFIYEHSWRLGDTLIWDNRCVLH 249 
 
 
>ref|ZP_06685128.1| taurine dioxygenase [Achromobacter piechaudii ATCC 43553] 
 gb|EFF77918.1| taurine dioxygenase [Achromobacter piechaudii ATCC 43553] 
          Length = 302 
 
 Score =  124 bits (310), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 89/293 (30%), Positives = 141/293 (48%), Gaps = 29/293 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +  I P    +GA + G+ L+  L  A F+ +H A L H LL+F  Q ++  Q I F++R 
Sbjct: 21  SFDINPLPGPVGAEIIGLDLSRELTAADFSRVHQAHLDHHLLVFRDQRITPRQHIDFSRR 80 
 
Query: 64  FGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG +           G  +I+ +SN+  DG      P    D  K       WH+D +Y  
Sbjct: 81  FGPLMIHVLHQFHLEGHPEILTVSNIVEDG-----KPIGLGDAGKY------WHSDISYK 129 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            + + G++  A+ +P+ GG T FA+M  AYD L  A R  V  + A HS +   ++ G + 
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Sbjct: 130 ELPSLGSLLHAQELPSEGGDTLFANMHLAYDTLPAALRNAVVGKRAVHSYL---AQYGQL 186 
 
Query: 176 QQAGSAYIGYGMDTTA---TPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFL 230 
           Q+ G+          A     + P+V+ HPE GR +L +  G   H + G+   ES   L 
Sbjct: 187 QKEGNWRPNLSAQQIAQVREVVHPVVRTHPENGRRALFVSEGFTTHIV-GLPEDESRALL 245 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             L   + +A  ++ H+W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 246 TELFAHSVRAEHIYRHRWQPHDLVFWDNRSLIHLAGGTPDHLRRKLYRTTIEG 298 
 
 
>gb|ABD16716.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Cf1] 
          Length = 153 
 
 Score =  123 bits (309), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 65/157 (41%), Positives = 90/157 (57%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA +V   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARIVNPKGGNTEFADMRAAYDALDDETKAEIEDMVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|ZP_06458047.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. aesculi 
str. 
           NCPPB3681] 
 ref|ZP_06481584.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. aesculi 
str. 
           2250] 
          Length = 298 
 
 Score =  123 bits (309), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 79/270 (29%), Positives = 128/270 (47%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQ+ F++RF 
Sbjct: 18  FDVRPFTGKVGAEIVGLDLSRPLNDADFARVHQAHLDHHVVVFRDQQITPQQQVDFSRRF 77 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +I+ +SN+     V    P    D  K       WH+D +Y   
Sbjct: 78  GVLQIHVLKQFLLANHPEILIVSNI-----VENEKPVGLGDAGKY------WHSDLSYKE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     ++  +   
Sbjct: 127 LPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYAEGHNAA 186 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                     +        P+V+ HPETGR +L +       I  +   ES + L  +   
Sbjct: 187 NWRPTLTAEQLAQVVEVSHPIVRTHPETGRKALFVSEGFTTRILDLPEDESRQILNEIYA 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 247 HSVKPEHIYRHQWQANDMVFWDNRSLIHLA 276 
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>ref|ZP_08138932.1| taurine dioxygenase [Pseudomonas sp. TJI-51] 
 gb|EGB99777.1| taurine dioxygenase [Pseudomonas sp. TJI-51] 
          Length = 299 
 
 Score =  123 bits (309), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 88/293 (30%), Positives = 147/293 (50%), Gaps = 31/293 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I P     GA + G+ LA  ++   F+ +  A L H +L+F  Q +S +QQI F++RF 
Sbjct: 19  FEIRPFAGASGAEIIGLDLARPVNAEDFSRIRRAHLDHHVLVFRDQRISPEQQIAFSRRF 78 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTY 114 
           G ++          G  +I+ +SN+  +G   QH          + +G+    WH+D +Y 
Sbjct: 79  GELQIHVLKQFLLAGHPEILIVSNIIENG---QH----------IGLGDAGKFWHSDLSY 125 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL 172 
             + + G++  A+ +P+ GG T FADM  A+DA+ +A R +V  RSA HS    Y+++K  
Sbjct: 126 KELPSLGSMLHAQELPSEGGDTLFADMHKAWDAVPDALRKVVEGRSAAHSYTARYAETKF 185 
 
Query: 173 -GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
            G+ +   +A     +      + P+V+ HPE GR +L +       I G+   ES   L 
Sbjct: 186 EGNWRPTLTA---EQLAQVKEVIHPVVRTHPENGRRALFVSEGFTTRIVGLPDDESRDVL 242 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           + L   +     ++ HQW   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 243 QQLYALSVLEQNLYRHQWQPHDLVFWDNRSLIHLATGCPSHLRRKLYRTTIQG 295 
 
 
>gb|ABD16700.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Ppar1-31] 
          Length = 153 
 
 Score =  123 bits (309), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 65/157 (41%), Positives = 90/157 (57%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA +V   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARIVNPKGGNTEFADMRAAYDALDDETKAEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQGEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>gb|ABD16703.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. LcCT6] 
 gb|ABD16704.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. ApE4.8] 
 gb|ABD16708.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. onl92.10] 
          Length = 153 
 
 Score =  123 bits (309), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 66/157 (42%), Positives = 89/157 (56%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIEDMICEHSLMY 61 
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Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y           L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKQMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQGEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|YP_003753223.1| alpha-ketoglutarate-dependent 2, 4-dichlorophenoxyacetate 
           dioxygenase (2,4-D dioxygenase) [Ralstonia solanacearum 
           PSI07] 
 emb|CBJ51960.1| Alpha-ketoglutarate-dependent 2, 4-dichlorophenoxyacetate 
           dioxygenase (2,4-D dioxygenase) [Ralstonia solanacearum 
           PSI07] 
          Length = 301 
 
 Score =  123 bits (309), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 86/266 (32%), Positives = 129/266 (48%), Gaps = 24/266 (9%) 
 
Query: 12  GATLGATVTGVH-LATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGAIE- 68 
           GA LGA + G++  A L DA  AA+  AWL H  LL+F    L+   Q+ F++RFG ++  
Sbjct: 26  GAPLGAELLGLNDAAGLSDADIAAIRQAWLAHDGLLVFRDVQLAPRAQVDFSRRFGPLQV 85 
 
Query: 69  -------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                       +I+ +SNV  +G      P    D  +       WH+D +Y P  + G 
Sbjct: 86  HVLNQFHLPDHPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYKPQPSLG 134 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A  +P  GG T FA+M  AY+ L    + ++  R A HS VY   +L  +       
Sbjct: 135 SLLLARELPQAGGDTLFANMVRAYETLPAELKRIIEGRRAVHSYVYRYERLRALSTWRPP 194 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                 D       P+V+ HPETG+ +L +  G  +H IPG+   ES   LE L   + Q 
Sbjct: 195 LTQAQRDAVPPVDHPVVRTHPETGKRALFVNAGFTSH-IPGLPEDESTAVLEQLFAHSIQ 253 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
              ++ H+W  GD++ WDNR  +H A 
Sbjct: 254 PDNIYTHRWQPGDMLFWDNRSTIHFA 279 
 
 
>gb|ABD16698.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Vgn-2] 
          Length = 153 
 
 Score =  123 bits (309), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 66/157 (42%), Positives = 90/157 (57%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>gb|ABD16699.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Leb-12] 
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 gb|ABD16711.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. BtLT4] 
 gb|ABD16712.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. DrLT5] 
          Length = 153 
 
 Score =  123 bits (308), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 65/157 (41%), Positives = 90/157 (57%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA +V   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARIVNPKGGNTEFADMRAAYDALDDETKAEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|YP_558852.1| taurine dioxygenase [Burkholderia xenovorans LB400] 
 gb|ABE30800.1| Taurine dioxygenase [Burkholderia xenovorans LB400] 
          Length = 302 
 
 Score =  123 bits (308), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 82/288 (28%), Positives = 135/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I      +GA V G+ L   L    F  +H A L H +L+F  Q ++ DQQI F++RF 
Sbjct: 22  IEIRAFDGPVGAEVLGLDLGRPLSQHDFERIHRAHLDHHVLVFRDQRITPDQQIAFSRRF 81 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 82  GPLQIHVLHQFQLPGHPEVLVVSNIVENG-----QPIGLGD------AGHFWHSDLSYKE 130 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D      RA V  RSA H+ +   ++L     
Sbjct: 131 TPSLGSLLHAQELPAQGGDTLFANMHLAWDTFPAHLRAAVEGRSAEHTYLAKYAELQKRS 190 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    + G+   ES   LE +   
Sbjct: 191 PWRPDLSAEQIAQVKPVVHPIVRTHPETGRKALFVSEHFTTRVIGLPEDESRSLLEEIFA 250 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +   ++ H+W+  D+V WDNR L+H A      L R ++ + + G 
Sbjct: 251 HSVRPEHLYRHEWSEHDMVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 298 
 
 
>ref|YP_272623.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. phaseolicola 
           1448A] 
 gb|AAZ37170.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. 
           phaseolicola 1448A] 
 gb|EFW78230.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. glycinea 
           str. B076] 
 gb|EFW86740.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. glycinea 
           str. race 4] 
          Length = 298 
 
 Score =  123 bits (308), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 79/270 (29%), Positives = 128/270 (47%), Gaps = 21/270 (7%) 
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Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQ+ F++RF 
Sbjct: 18  FDVRPFTGKVGAEIVGLDLSRPLNDADFARVHQAHLDHHVVVFRDQQITPQQQVDFSRRF 77 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +I+ +SN+     V    P    D  K       WH+D +Y   
Sbjct: 78  GVLQIHVLKQFLLANHPEILIVSNI-----VENEKPVGLGDAGKY------WHSDLSYKE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     ++  +   
Sbjct: 127 LPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYAEGHNAA 186 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                     +        P+V+ HPETGR +L +       I  +   ES + L  +   
Sbjct: 187 NWRPTLTAEQLAQVVEVSHPIVRSHPETGRKALFVSEGFTTRILDLPEDESRQILNEIYA 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 247 HSVKPEHIYRHQWQANDMVFWDNRSLIHLA 276 
 
 
>ref|YP_003450157.1| taurine dioxygenase [Azospirillum sp. B510] 
 dbj|BAI73613.1| taurine dioxygenase [Azospirillum sp. B510] 
          Length = 300 
 
 Score =  123 bits (308), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 93/295 (31%), Positives = 137/295 (46%), Gaps = 27/295 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M  T   I P   TLGA V G+ L+  L  A  + L  A  +H +L+F  Q LS+   +  
Sbjct: 1   MTDTGFTIDPVSPTLGAEVRGLDLSQPLSPATTSVLADALDRHLVLVFRDQTLSDADLVR 60 
 
Query: 60  FAKRFGAIERI-----------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
            +  FG +++            G  ++  ISN+ A+G            +  +  G   W 
Sbjct: 61  VSGHFGPLDKAPITENGRLHAPGYEEVYVISNITANGR----------PIGALGAGESVW 110 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           HAD TY+      +   A  VP  GG T F  M AAYDAL E  +  V   S +H    + 
Sbjct: 111 HADMTYLETPPYASSLYALEVPVEGGDTGFLSMFAAYDALPEPLKRRVEGLSIKHDSTTN 170 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESE 227 
               G+++Q  +        T+   + PLV  HP TG  +LL+GR  HA IPG+   ESE 
Sbjct: 171 SG--GYLRQGFAPPANVA--TSPGTVHPLVITHPVTGARALLLGRRPHAHIPGLSVPESE 226 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
             L+ +   A +      H+W  GD+V+WDNR  +HR +P+     R M  +++A 
Sbjct: 227 ALLDEIWATAVRPELAWHHRWRVGDLVMWDNRWTMHRRDPFPDSQRRRMHRTQIA 281 
 
 
>ref|YP_616210.1| taurine catabolism dioxygenase TauD/TfdA [Sphingopyxis alaskensis 
           RB2256] 
 gb|ABF52877.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingopyxis alaskensis 
           RB2256] 
          Length = 281 
 
 Score =  123 bits (308), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 95/272 (34%), Positives = 125/272 (45%), Gaps = 25/272 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL I P+G   GA VTGV LA  LD    AA+ AAWL H +L FP Q +S+D    F    
Sbjct: 2   TLAIIPSGQACGAHVTGVDLAHPLDPGTIAAIRAAWLDHHVLAFPDQKMSDDDLERFTAY 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPA---EWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
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           FG     G GD   I  +      R+H  A     D+   +   N  WH+D ++       
Sbjct: 62  FG-----GFGDDPFIRPIPG----RKHIIAVKRRADETAPLFAEN--WHSDWSFQARPPA 110 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           G       +P VGG T FA+  AA DA+    RA +    A HS     +  G     G+ 
Sbjct: 111 GTCLFGITIPPVGGNTEFANQHAALDAMPAGLRARIEGLRAIHSARAGYAPSG---MYGA 167 
 
Query: 181 AYIGYGMDTTA------TPLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGL 233 
              G  MD  +      T L P V+ HPETGR  L     +     GMD AE+   L  L 
Sbjct: 168 NDRGRSMDIRSDDAALETQLHPFVRAHPETGRLGLFGCAGYIIGFEGMDDAEARPLLHEL 227 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + W  +    ++H+W    +V+WDNR +LHRA 
Sbjct: 228 IQWQGREEFRYSHRWEPDMLVMWDNRSVLHRA 259 
 
 
>gb|ABD16701.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. aeky3] 
          Length = 153 
 
 Score =  122 bits (307), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 66/157 (42%), Positives = 89/157 (56%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPPGGNTEFADMRAAYDALDDETKAEIEDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y           L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKQMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQGEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>gb|EFV82234.1| taurine dioxygenase [Achromobacter xylosoxidans C54] 
          Length = 304 
 
 Score =  122 bits (307), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 89/292 (30%), Positives = 138/292 (47%), Gaps = 29/292 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P    +GA + G+ L   L  A F  +H A L H LL+F  Q ++  Q I F++RF 
Sbjct: 24  FELRPLPGPVGAELIGLDLGQELSPADFKRVHQAHLDHHLLVFRDQRITPQQHIDFSRRF 83 
 
Query: 65  GAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +              +I+ +SN+  +G      P    D  K       WH+D +Y   
Sbjct: 84  GPLMIHVLHQFHLANHPEILIVSNIVENG-----KPVGLGDAGKY------WHSDISYKE 132 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +PA GG T FA+M  AYD L  A R  V  R A HS +   +K G +Q 
Sbjct: 133 LPSLGSLLHAQELPAQGGDTLFANMHLAYDTLPAALRNAVQGRRAVHSYL---AKYGQLQ 189 
 
Query: 177 QAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLE 231 
           + G+          A       P+V+ HPE GR +L +  G   H I G+   ES + L+ 
Sbjct: 190 KEGNWRPNLSAQQVAQVQAVSHPVVRTHPENGRRALFVSEGFTTH-IEGLPEDESRQLLD 248 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +   ++ H+W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 249 ELFAHSVRPEHIYRHRWQPHDLVFWDNRSLIHLAGGTPDHLRRKLYRTTIEG 300 
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>ref|YP_233447.1| taurine dioxygenase [Pseudomonas syringae pv. syringae B728a] 
 gb|AAY35409.1| Taurine dioxygenase [Pseudomonas syringae pv. syringae B728a] 
          Length = 298 
 
 Score =  122 bits (306), Expect = 5e-26,   Method: Compositional matrix adjust. 
 Identities = 79/270 (29%), Positives = 128/270 (47%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQI F++RF 
Sbjct: 18  FEVRPFTEKVGAEIVGLDLSRPLNDADFARVHQAHLDHHVVVFRDQQITPQQQIDFSRRF 77 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +I+ +SN+     V    P    D  K       WH+D +Y   
Sbjct: 78  GVLQIHVLKQFLLANHPEILIVSNI-----VENDKPVGLGDAGKY------WHSDLSYKE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +P+ GG T FADM  A++ L +  R  V  RSA HS     ++  +   
Sbjct: 127 LPSLGSMLYAQELPSEGGDTLFADMHLAWETLPQHLRDAVEGRSAVHSYTARYAEGHNAA 186 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                     +        P+V+ HPE GR +L +       I G+   ES + L  +   
Sbjct: 187 NWRPTLTAEQLAQVVEVSHPIVRTHPENGRKALFVSEGFTTRILGLPEDESRQILNEIYA 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   ++ HQW A D+V WDNR L H A 
Sbjct: 247 HSVKPEHIYRHQWRANDMVFWDNRSLTHLA 276 
 
 
>ref|YP_004017351.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP81481.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 303 
 
 Score =  122 bits (306), Expect = 5e-26,   Method: Compositional matrix adjust. 
 Identities = 98/292 (33%), Positives = 133/292 (45%), Gaps = 20/292 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
            LQI P  A  GA +TGV L   LD    AAL  AWL + ++ FP QHL+ DQQ+ F +  
Sbjct: 8   NLQIRPLNAAFGAEITGVDLRGPLDAETVAALRQAWLDYQVVFFPEQHLTIDQQVAFTRN 67 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG  E      I+A  +      V   S    ++ +KV   +  WH D T+      G+V 
Sbjct: 68  FG--ELTAPSAILAPVDADHREVVAFDSREFREEYVKV-GRHHGWHVDITFQATPPAGSV 124 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
           F+   +P VGG T FA  +AAY+ L      L+    A HS        G   +AG     
Sbjct: 125 FNIVKLPPVGGATLFASAQAAYETLSPPIHDLLDGLVAIHS-------FGRPSRAGGGIS 177 
 
Query: 184 GYGMDTTATPL------RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
             G+     P+       P+V VHPETGR  L +      AI G+   ES   LE L D  
Sbjct: 178 ATGV-WEDEPVDGGFVEHPVVAVHPETGRKGLFVNPGFTRAIKGLSPRESAALLELLYDH 236 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKLPRVMWHSRLAGRPET 287 
                 +  ++W  G V  WDNR + H RA+ +D    R++   +L G   T 
Sbjct: 237 TLDIDNIIQYRWNNGGVGFWDNRAIWHRRADDFDPDAVRIVHRVQLRGSAPT 288 
 
 
>ref|ZP_04943924.1| Taurine dioxygenase [Burkholderia cenocepacia PC184] 
 gb|EAY67095.1| Taurine dioxygenase [Burkholderia cenocepacia PC184] 
          Length = 308 
 
 Score =  122 bits (306), Expect = 6e-26,   Method: Compositional matrix adjust. 
 Identities = 86/288 (29%), Positives = 136/288 (47%), Gaps = 21/288 (7%) 
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Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LGA V G++L+  L    FA +H A L H +L+F  Q ++ D+ I F++RF 
Sbjct: 28  FDIVPFDAPLGAEVIGLNLSQPLGADDFARIHRAHLDHHVLVFRDQRITPDEHIAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLHQFALAGHPEVLIVSNIVENG-----KPVGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 137 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +   A  + P+V+ HPETGR +L +  H    I G+   ES   L+ L   
Sbjct: 197 PWRPNLSPEQIAQVAAVVHPIVRTHPETGRKALFVSEHFTTRIVGLPDDESRALLDELFA 256 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 HSVRAEHLYRHAWRDHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 304 
 
 
>ref|YP_202406.1| taurine dioxygenase [Xanthomonas oryzae pv. oryzae KACC10331] 
 gb|AAW77021.1| taurine dioxygenase [Xanthomonas oryzae pv. oryzae KACC10331] 
          Length = 359 
 
 Score =  122 bits (306), Expect = 6e-26,   Method: Compositional matrix adjust. 
 Identities = 83/275 (30%), Positives = 131/275 (47%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           + ++ ++I P    LGA V G++L+  LD   FA LH A L H +L+F  Q +S  QQ+  
Sbjct: 74  VQRSGVRIAPFDGPLGAEVIGLNLSQPLDADAFARLHRAHLDHHVLVFRDQRISPAQQVE 133 
 
Query: 60  FAKRFGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFGA+        +  G  +++ +SN+K +G      P    D          WH+D 
Sbjct: 134 FSRRFGALQIHVLRNFQMRGHPEVLVVSNIKENG-----EPIGLGD------AGHDWHSD 182 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +P+ GG T FA+   A+  L E+    V    A HS +      
Sbjct: 183 LSYKETPSLGSLLHAQQLPSEGGDTLFANQHLAWQTLPESLTRTVQDLRAEHSYLVRYEA 242 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L        A     +        P+V+ HPETGR +L +  H    I G+   ES   L 
Sbjct: 243 LRARNPWCPALTPEQIAEVTPVHHPVVRTHPETGRKALFVSEHFTTRILGLPEDESRALL 302 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L   + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 303 QTLFAHSTRPALVYRHRWQPYDMVFWDNRSVMHLA 337 
 
 
>ref|YP_001507295.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW12389.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 281 
 
 Score =  122 bits (306), Expect = 6e-26,   Method: Compositional matrix adjust. 
 Identities = 93/287 (32%), Positives = 138/287 (48%), Gaps = 20/287 (6%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           TT+   P  AT+GA V+GV    L  DD    A+  A  Q+ +L+F G HL+ + Q+ F  
Sbjct: 3   TTISCEPLAATVGAEVSGVDAGQLAHDDTVATAVLEALEQYGVLVFRGLHLAPETQVAFG 62 
 
Query: 62  KRFGAIERIGGGDIVA-ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +R G I+   G   V+ I  V  D +  +++ A++      +     WH D    P+  + 
Sbjct: 63  RRLGEIDYEQGHHPVSGIYRVTLDTS--KNTSADY------LRATFEWHMDGC-TPLHGE 113 
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Query: 121 ----GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                 + SA+ V   GG T FA+  AAY+AL +  +         H++  SQ +   V  
Sbjct: 114 PPQKATILSAKAVATSGGETEFANTYAAYEALSDGEKEEFGSLRVVHTMEASQRR---VT 170 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
              +           T   PLV  H  TGR SL+IG +A  + GM   E    L+ L+D  
Sbjct: 171 PDPTPEQLQRWRNRPTSTHPLVWTH-RTGRRSLVIGANASHVVGMGLNEGPSLLQELLDR 229 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           A    RV+ HQW+ GD V+WDN  ++HRA P+D   PR M  + + G 
Sbjct: 230 ATAPDRVYRHQWSVGDTVIWDNTGVVHRAAPYDSHSPREMLRTTVFG 276 
 
 
>ref|YP_001859789.1| taurine dioxygenase [Burkholderia phymatum STM815] 
 gb|ACC72743.1| Taurine dioxygenase [Burkholderia phymatum STM815] 
          Length = 304 
 
 Score =  122 bits (305), Expect = 7e-26,   Method: Compositional matrix adjust. 
 Identities = 84/292 (28%), Positives = 137/292 (46%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A  T  I    A +GA V G+ L   L    FA +H A L + +L+F  Q ++ +Q + F 
Sbjct: 20  ALQTFDIVAFDAPVGAEVLGLDLNEPLSADDFARIHRAHLDYHVLVFREQRITPEQHVAF 79 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN++ +G      P    D          WH+D  
Sbjct: 80  SRRFGPLQIHVLRQFQLPGHPEVLIVSNIRENG-----QPIGLGD------AGHFWHSDL 128 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +P+ GG T FA+M  A+D L E  R  V  R+A H+ +   ++L 
Sbjct: 129 SYKEKPSLGSLLHAQELPSEGGDTLFANMHLAWDTLPEHLRKAVEGRTAEHTYLAKYAEL 188 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLE 231 
                         +      + P+V+ HPETGR +L +  H    I G+   ES   L  
Sbjct: 189 QKRSPWRPNLSAEQVAEVKPVVHPVVRTHPETGRKALFVSEHFTTHIVGLPEDESRDLLG 248 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +   ++ HQWA  D+V WDNR L+H A      L R ++ + + G 
Sbjct: 249 ALFVHSVRDEHIYRHQWAEHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 300 
 
 
>gb|ABD16697.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium elkanii] 
          Length = 153 
 
 Score =  122 bits (305), Expect = 7e-26,   Method: Compositional matrix adjust. 
 Identities = 68/161 (42%), Positives = 91/161 (56%), Gaps = 13/161 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIEDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRP----LVKVHPETGRPSLLIGRHAHAIPGMDA 223 
           S+  LG        ++ Y  D      RP    LV+ HP  GR SL +  HA AI GM   
Sbjct: 62  SRGSLG--------FLDYT-DEEKQMFRPVLQRLVRTHPVHGRRSLYLSSHAGAIRGMSM 112 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
            E+   L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 113 PEARLLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|YP_001912283.1| taurine dioxygenase [Xanthomonas oryzae pv. oryzae PXO99A] 
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 gb|ACD57751.1| taurine dioxygenase [Xanthomonas oryzae pv. oryzae PXO99A] 
          Length = 305 
 
 Score =  122 bits (305), Expect = 8e-26,   Method: Compositional matrix adjust. 
 Identities = 83/275 (30%), Positives = 131/275 (47%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           + ++ ++I P    LGA V G++L+  LD   FA LH A L H +L+F  Q +S  QQ+  
Sbjct: 20  VQRSGVRIAPFDGPLGAEVIGLNLSQPLDADAFARLHRAHLDHHVLVFRDQRISPAQQVE 79 
 
Query: 60  FAKRFGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFGA+        +  G  +++ +SN+K +G      P    D          WH+D 
Sbjct: 80  FSRRFGALQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHDWHSD 128 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +P+ GG T FA+   A+  L E+    V    A HS +      
Sbjct: 129 LSYKETPSLGSLLHAQQLPSEGGDTLFANQHLAWQTLPESLTRTVQDLRAEHSYLARYEA 188 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L        A     +        P+V+ HPETGR +L +  H    I G+   ES   L 
Sbjct: 189 LRARNPWCPALTPEQIAEVTPVHHPVVRTHPETGRKALFVSEHFTTRILGLPEDESRALL 248 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L   + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 249 QTLFAHSTRPALVYRHRWQPYDMVFWDNRSVMHLA 283 
 
 
>ref|ZP_05636704.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. tabaci 
ATCC 
           11528] 
 gb|AAO63153.1| TblC [Pseudomonas syringae] 
          Length = 287 
 
 Score =  122 bits (305), Expect = 8e-26,   Method: Compositional matrix adjust. 
 Identities = 81/290 (27%), Positives = 139/290 (47%), Gaps = 26/290 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L++ P    +G  V G+ + + L D    AL+ AW+   +L+F GQ ++ DQQ+ F++ F 
Sbjct: 2   LELVPITNLIGTEVRGIDVNSKLSDDVIEALYEAWISSTILLFRGQSMTPDQQLKFSRNF 61 
 
Query: 65  GAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +              +I+ +SN+  DG            ++   V    WH D  Y+  
Sbjct: 62  GELVSYTRSQFSEKTQPEILILSNITKDGK-----------LIGSPVSGRVWHTDGHYLE 110 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V   G++  A  +P  GG T FA+M AAY+AL E+ +  +       S   S+      + 
Sbjct: 111 VPPAGSMLHALEIPPEGGDTWFANMFAAYEALPESVKQRIEDLKVIISRTQSRPYNYPDR 170 
 
Query: 177 QAGSAY-IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLV 234 
            A SA  +   +D      +PLV+ H  +GR +L  G +    I G+   ES   +  L  
Sbjct: 171 PAPSAQELAEWVDVA----QPLVRRHEVSGRKALYAGGNVPWRIEGLPLEESAPLITFLQ 226 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           +++ Q   ++ H+W  GD+++WDNR  +H+A  +D K  R++  + +  R 
Sbjct: 227 EFSVQPQFIYRHRWVPGDIILWDNRSAMHKATVYDDKYRRLLHRTTIGAR 276 
 
 
>gb|ABD16715.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. LcRI3] 
          Length = 153 
 
 Score =  122 bits (305), Expect = 9e-26,   Method: Compositional matrix adjust. 
 Identities = 64/157 (40%), Positives = 89/157 (56%), Gaps = 5/157 (3%) 
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Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA +V   GG T FADMRAAYDALD+ T+  +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARIVNPKGGNTEFADMRAAYDALDDETKTEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>gb|ABD16714.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Lh10] 
          Length = 153 
 
 Score =  121 bits (304), Expect = 9e-26,   Method: Compositional matrix adjust. 
 Identities = 64/157 (40%), Positives = 89/157 (56%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA +V   GG T FADMRAAYDALD+ T+  +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARIVNPKGGNTEFADMRAAYDALDDETKTEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQPEFVYMHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|ZP_07003248.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
 gb|EFI01344.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
          Length = 298 
 
 Score =  121 bits (304), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 78/270 (28%), Positives = 127/270 (47%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P    +GA + G+ L+  L+DA FA +H A L H +++F  Q ++  QQ+ F++RF 
Sbjct: 18  FDVRPFTGKVGAEIVGLDLSRPLNDADFARVHQAHLDHHVVVFRDQQITPQQQVDFSRRF 77 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +I+ +SN+     V    P    D  K       WH+D +Y   
Sbjct: 78  GVLQIHVLKQFLLANHPEILIVSNI-----VENEKPVGLGDAGKY------WHSDLSYKE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + + G++  A+ +P+ GG T FADM  A+D L +  R  V  RSA HS     ++  +   
Sbjct: 127 LPSLGSMLYAQELPSEGGDTLFADMHQAWDTLPQHLRDAVEGRSAVHSYTARYAEGHNAA 186 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                     +        P+V+ HPE GR +L +       I  +   ES + L  +   
Sbjct: 187 NWRPTLTAEQLAQVVEVSHPIVRTHPEAGRKALFVSEGFTTRILDLPEDESRQILNEIYA 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   ++ HQW A D+V WDNR L+H A 
Sbjct: 247 HSVKPEHIYRHQWQANDMVFWDNRSLIHLA 276 
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>ref|YP_001071988.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium sp. JLS] 
 gb|ABN99497.1| Taurine catabolism dioxygenase TauD/TfdA [Mycobacterium sp. JLS] 
          Length = 281 
 
 Score =  121 bits (304), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 98/289 (33%), Positives = 134/289 (46%), Gaps = 23/289 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           T L I    A++GA VTG+    L  D+A  AA+  A   + +L+FPG HL    Q+ F  
Sbjct: 2   TVLTINKLTASVGAEVTGLDPDALAGDEALGAAVLEALEDNGVLVFPGLHLDPQAQVEFC 61 
 
Query: 62  KRFGAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY----- 114 
           +R G ++    G   +  I  V  D +  ++S A +      +     WH D         
Sbjct: 62  RRLGEVDHSSDGHHPVAGIYPVTLDKS--KNSSAAY------LRATFDWHIDGCTPTGDE 113 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
            P MA   V SA  V   GG T FA    AYD LD+  +  +      HSL  SQ +    
Sbjct: 114 YPQMA--TVLSARQVAESGGETEFASSYGAYDHLDDDEKQRLASLRVVHSLEASQRR--- 168 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
           V    S  +     +  T   PLV  H  +GR SL++G  A  I GMD  E    L  L+ 
Sbjct: 169 VTPDPSPELLARWRSRPTHEHPLVWTH-RSGRKSLVLGASADYIVGMDLDEGRALLADLL 227 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           D A Q   V++H W+ GD V+WDNR +LHRA P+    PR M  + + G 
Sbjct: 228 DRATQPELVYSHTWSVGDTVIWDNRGVLHRAAPYPENSPREMLRTTVLG 276 
 
 
>ref|YP_640870.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium sp. MCS] 
 ref|YP_939764.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium sp. KMS] 
 gb|ABG09814.1| Taurine catabolism dioxygenase TauD/TfdA [Mycobacterium sp. MCS] 
 gb|ABL92974.1| Taurine catabolism dioxygenase TauD/TfdA [Mycobacterium sp. KMS] 
          Length = 281 
 
 Score =  121 bits (304), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 98/289 (33%), Positives = 134/289 (46%), Gaps = 23/289 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           T L I    A++GA VTG+    L  D+A  AA+  A   + +L+FPG HL    Q+ F  
Sbjct: 2   TVLTINKLTASVGAEVTGLDPDALAGDEALGAAVLEALEDNGVLVFPGLHLDPQAQVEFC 61 
 
Query: 62  KRFGAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY----- 114 
           +R G ++    G   +  I  V  D +  ++S A +      +     WH D         
Sbjct: 62  RRLGEVDHSSDGHHPVAGIYPVTLDKS--KNSSAAY------LRATFDWHIDGCTPTGDE 113 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
            P MA   V SA  V   GG T FA    AYD LD+  +  +      HSL  SQ +    
Sbjct: 114 YPQMA--TVLSARRVAESGGETEFASSYGAYDHLDDDEKQRLASLRVVHSLEASQRR--- 168 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
           V    S  +     +  T   PLV  H  +GR SL++G  A  I GMD  E    L  L+ 
Sbjct: 169 VTPDPSPELLARWRSRPTHEHPLVWTH-RSGRKSLVLGASADYIVGMDLDEGRALLADLL 227 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           D A Q   V++H W+ GD V+WDNR +LHRA P+    PR M  + + G 
Sbjct: 228 DRATQPELVYSHTWSVGDTVIWDNRGVLHRAAPYPENSPREMLRTTVLG 276 
 
 
>ref|ZP_03585090.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           multivorans CGD1] 
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 gb|EEE00666.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           multivorans CGD1] 
          Length = 309 
 
 Score =  121 bits (304), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 86/292 (29%), Positives = 137/292 (46%), Gaps = 21/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A    +I P  A LGA V G+ L+  LD   FA +  A L   +L+F  Q ++ D+ + F 
Sbjct: 25  APQRFEIVPFDAPLGAEVVGIDLSQPLDADAFARIRRAHLDLHVLVFRDQRITPDEHVAF 84 
 
Query: 61  AKRFGAIER--------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           ++RFG ++          G  +++ +SN+  +G      P    D          WH+D  
Sbjct: 85  SRRFGPLQTHVLHQFALPGHPEVLIVSNIVENG-----KPIGLGD------AGYFWHSDL 133 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +PA GG T FA+M  A+D L +A R  V  R A H+ +   ++L 
Sbjct: 134 SYKRRPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPDALRRAVEGRRAEHTYLARYAEL 193 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                         +      + P+V+ HPETGR +L +  H    I G+   ES   L+ 
Sbjct: 194 QARSPWRPNLSAEQIAQVEPVVHPVVRTHPETGRRALFVSEHFTTRIVGLPDDESRALLD 253 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   + +A   + H+W   D+V WDNR LLH A      L R ++ + + G 
Sbjct: 254 ELFAHSVRAEHQYRHRWRDHDLVFWDNRSLLHLAAGTPDHLRRKLYRTTIEG 305 
 
 
>emb|CBJ20513.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 142 
 
 Score =  121 bits (303), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 65/142 (45%), Positives = 84/142 (59%), Gaps = 1/142 (0%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MPV+A+G V  AEVVP VGG   F  MRA YD L E  +A V     R SL Y    LGH 
Sbjct: 1   MPVLARGPVLIAEVVPMVGGHNGFLHMRAGYDWLHEDLKARVETHQDRLSLRYGLDNLGH 60 
 
Query: 175 VQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
             +A    Y GYG+     P+  L  +HPETGR SLLIGRH HA  G++A +S+R L+ L 
Sbjct: 61  PTKAADGEYSGYGLFDGPVPVLALENIHPETGRVSLLIGRHPHAFHGLEARQSQRLLQQL 120 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
           + + C +P ++  + A GD +V 
Sbjct: 121 IYFPCHSPPIYHQKLAPGDALV 142 
 
 
>ref|YP_002980735.1| taurine dioxygenase [Ralstonia pickettii 12D] 
 gb|ACS62063.1| Taurine dioxygenase [Ralstonia pickettii 12D] 
          Length = 300 
 
 Score =  121 bits (303), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 89/283 (31%), Positives = 132/283 (46%), Gaps = 24/283 (8%) 
 
Query: 13  ATLGATVTGVHLAT-LDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGA---- 66 
           A LGA V G+  A+ L DA  AA+  AWL H  LL+F     +   Q+ F++RFG      
Sbjct: 26  APLGAEVLGLGDASDLSDADIAAIRQAWLAHDGLLVFRDVEFTPQAQVAFSRRFGPQQVH 85 
 
Query: 67  ----IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
                   G  +I+ +SNV  +G      P    D  +       WH+D +Y P+ + G+ 
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Sbjct: 86  VLNQFHLSGYPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYKPLPSLGS 134 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +     +P  GG T FA+M  AY+ L    + ++  R A HS VY   +L  +        
Sbjct: 135 MLLTRELPEEGGDTLFANMVRAYETLPANLKRVIEGRRAVHSYVYRYDRLRALSTWRPPL 194 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQA 240 
                D       P+V+ HPETG+ +L +  G  +H I G+   ES   LE L   + +A 
Sbjct: 195 TQAQRDAVPPVDHPVVRTHPETGKRALFVNEGFTSHII-GLPEDESTSVLEQLFAHSVRA 253 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             V+ HQW  GD++ WDNR  +H A     K  R +  + + G 
Sbjct: 254 DNVYTHQWRPGDMLFWDNRSTIHFAPGCPDKYRRTLHRTTIEG 296 
 
 
>gb|ABD16710.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. BtRI3] 
          Length = 153 
 
 Score =  121 bits (303), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 64/157 (40%), Positives = 89/157 (56%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA +V   GG T FADMRAAYDALD+ T+  +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARIVNPKGGNTEFADMRAAYDALDDETKTEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQPGFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>gb|ACX54976.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54983.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54997.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 96 
 
 Score =  121 bits (303), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 61/96 (63%), Positives = 72/96 (75%), Gaps = 1/96 (1%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAE VP+VGGRT FADMRAAYDALD A +A +   +A HSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEEVPSVGGRTGFADMRAAYDALDPAIKARIEGLNAYHSLHYSQ 60 
 
Query: 170 SKLGH-VQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            ++GH  ++    Y GYG+     PLRPLVK+HPET 
Sbjct: 61  GRVGHQTKKLDGEYSGYGLHDGPVPLRPLVKIHPET 96 
 
 
>ref|ZP_08206675.1| taurine dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
 gb|EGD53494.1| taurine dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
          Length = 312 
 
 Score =  120 bits (302), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 86/282 (30%), Positives = 131/282 (46%), Gaps = 19/282 (6%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
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           T  ++TP G T+GA + GV LA +DD   A LH A L+  +L F  Q L+  Q I+ A+R 
Sbjct: 44  TRFEVTPAGPTIGAYIEGVDLADIDDELHAELHRALLEFKVLFFRDQSLTGPQHISLARR 103 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           +G++E         +++   +G  ++ S     DM   +     WH+D+++    +  ++ 
Sbjct: 104 WGSVE---------VNDFFPNGEAQEISRLAKGDMS--VGTENVWHSDTSFRKDPSMASI 152 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A  VP VGG T +ADM AAYD L E  +  +    A H+   S       +Q  +    
Sbjct: 153 LRAVEVPPVGGNTVWADMAAAYDNLPEPVKEKIEGLRAIHTFTKSWGLAMSAEQVEA--- 209 
 
Query: 184 GYGMDTTATPL-RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
              M     P+  P+V+ HPETGR  L +       I G+   + ++ L+ L+  A     
Sbjct: 210 ---MSKIHPPIAHPIVRTHPETGRRLLYVNEPFTSEIVGLPKGDGDQLLDYLMFQARTPE 266 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                QW    V +WDNR   H A    F   RVM    +AG 
Sbjct: 267 YQIRFQWEPNSVAIWDNRSTQHYAVNDYFPHRRVMERVTVAG 308 
 
 
>ref|YP_001773806.1| taurine dioxygenase [Burkholderia cenocepacia MC0-3] 
 gb|ACA95311.1| Taurine dioxygenase [Burkholderia cenocepacia MC0-3] 
          Length = 308 
 
 Score =  120 bits (302), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 85/288 (29%), Positives = 135/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LG  V G++L+  L    FA +H A L H +L+F  Q ++ D+ I F++RF 
Sbjct: 28  FDIVPFDAPLGVEVIGLNLSQPLGADDFARIHRAHLDHHVLVFRDQRITPDEHIAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLHQFALAGHPEVLIVSNIVENG-----KPVGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 137 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +   A  + P+V+ HPETGR +L +  H    I G+   ES   L+ L   
Sbjct: 197 PWRPNLSPEQIAQVAAVVHPIVRTHPETGRKALFVSEHFTTRIVGLPDDESRALLDELFV 256 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 HSVRAEHLYRHAWRDHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 304 
 
 
>gb|ABD16713.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Tep5] 
          Length = 153 
 
 Score =  120 bits (302), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 64/157 (40%), Positives = 89/157 (56%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA +V   GG T FADMRAAYDALD+ T+  +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARIVNPKGGNTEFADMRAAYDALDDETKTEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAL 116 
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Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATQPEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|XP_002482822.1| alpha-ketoglutarate-dependent taurine dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
 gb|EED18830.1| alpha-ketoglutarate-dependent taurine dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
          Length = 290 
 
 Score =  120 bits (302), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 85/284 (29%), Positives = 126/284 (44%), Gaps = 33/284 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L I       GA V G    T+      AL +AWL++ +L F G  L+++ Q+ F KR   
Sbjct: 10  LTIVANKVGAGADVLGFDFDTMPSHQVGALRSAWLKYGILRFRGYDLTDEHQLNFLKR-- 67 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG---------NMAWHADSTYMP 116 
             E  G     A +  K D  V          M  +I G          + WH DS +   
Sbjct: 68  --EEDG-----APTTYKDDEKVTV--------MTNLINGVPSGAGSNVELEWHTDSWFWE 112 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +  A  +P  GG T +ADM A YDAL E  R+ +  R  +   VY+    G+++ 
Sbjct: 113 YPPVGEILRAMELPQTGGDTYWADMYAVYDALPEDLRSTIEGRLIQFDTVYNGH--GNLR 170 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA---IPGMDAAESERFLEGL 233 
           +   A              P+++ HPE+GR ++ +G+  H    I G+   ES+  L  + 
Sbjct: 171 KGKEAPKTDDFRLWEHIRHPIIRTHPESGRKAVFVGQSKHEKNWIVGLPLEESKEILAKI 230 
 
Query: 234 VDWACQAPRVHAHQ-WAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
           + +  + P    HQ W  GD V+WDNRC +HR E W     R+M 
Sbjct: 231 LSY-VEKPEFQLHQKWQPGDTVIWDNRCTMHRRETWPDDQTRIM 273 
 
 
>gb|ACX54984.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 97 
 
 Score =  120 bits (301), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 63/97 (64%), Positives = 70/97 (72%), Gaps = 2/97 (2%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAE VP +GG T FADMRAAYDALDE TRA +   SA HSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEEVPTIGGHTGFADMRAAYDALDEPTRARLEGLSAFHSLYYSQ 60 
 
Query: 170 SKLGH--VQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
           SKLGH   +++   Y GYG      P R L+KVHPET 
Sbjct: 61  SKLGHQPKKKSDGEYSGYGFHDGPVPRRALIKVHPET 97 
 
 
>ref|ZP_01627763.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           oxidoreductase protein [marine gamma proteobacterium 
           HTCC2080] 
 gb|EAW39610.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           oxidoreductase protein [marine gamma proteobacterium 
           HTCC2080] 
          Length = 295 
 
 Score =  120 bits (301), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 84/288 (29%), Positives = 130/288 (45%), Gaps = 37/288 (12%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
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           Q T  + PT    GA V+   ++ T  +    A+ A W +H LL+F  Q+L  +  ++F+ 
Sbjct: 16  QNTRSLAPT---FGAEVSDYTISSTTSNEENTAIKALWAKHKLLLFRNQNLDEETLVSFS 72 
 
Query: 62  KRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           + FG +E             +++ +SN+K +G            M  +    + WH D   
Sbjct: 73  RVFGDLEIHVRTEYLSSAFPEVLYVSNMKNNG----------KKMGILADTEVGWHYDQI 122 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y+P  A G++  A  +P  GG T FADM  AY  L E  +  +    A  S     S    
Sbjct: 123 YLPRPAVGSLLMAHTLPPTGGNTEFADMTTAYSELPEEVKQQLEGARAVQSYEAFNSAYS 182 
 
Query: 174 ----HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL-LIGRHAHAIPGMDAAESER 228 
                 Q+  S  I +          P+V+ HP TG  +L L       I G +AA+S   
Sbjct: 183 VPTSKEQKQRSPDIAH----------PIVRTHPVTGEKALYLCPGMTTEIVGWEAADSRA 232 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
            L+ L +W  Q   V++H W  GD ++WDN C +HR +P+D    R+M 
Sbjct: 233 MLDYLFEWTVQPRYVYSHSWQPGDALLWDNACTMHRRDPFDQNHDRLM 280 
 
 
>gb|ABD16705.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. onl92.6] 
 gb|ABD16706.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. ApT2] 
 gb|ABD16707.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. DesT1] 
          Length = 153 
 
 Score =  120 bits (301), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 66/160 (41%), Positives = 91/160 (56%), Gaps = 11/160 (6%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIEDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 224 
           S+  LG        ++ Y  +  A     L+ LV+ HP  GR SL +  HA AI  M    
Sbjct: 62  SRGSLG--------FLDYTDEEKAMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRDMSMP 113 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
           E+   L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 114 EARLLLRDLTEHATQGEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|YP_452585.1| taurine dioxygenase [Xanthomonas oryzae pv. oryzae MAFF 311018] 
 dbj|BAE70311.1| taurine dioxygenase [Xanthomonas oryzae pv. oryzae MAFF 311018] 
          Length = 305 
 
 Score =  120 bits (301), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 83/275 (30%), Positives = 129/275 (46%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           + ++ ++I P    LGA V G+ L   LD   FA LH A L H +L+F  Q +S  QQ+  
Sbjct: 20  VQRSGVRIAPFDGPLGAEVIGLDLLQPLDADAFARLHRAHLDHHVLVFRDQRISPAQQVE 79 
 
Query: 60  FAKRFGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFGA+        +  G  +++ +SN+K +G      P    D          WH+D 
Sbjct: 80  FSRRFGALQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHDWHSD 128 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +P+ GG T FA+   A+  L E+    V    A HS +      
Sbjct: 129 LSYRETPSLGSLLHAQQLPSEGGYTLFANQHLAWQTLPESLTRTVQDLRAEHSYLARYEA 188 
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Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L        A     +        P+V+ HPETGR +L +  H    I G+   ES   L 
Sbjct: 189 LRARNPWCPALTPEQIAEVTPVHHPVVRTHPETGRKALFVSEHFTTRILGLPEDESRALL 248 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L   + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 249 QTLFAHSTRPALVYRHRWQPYDMVFWDNRSVMHLA 283 
 
 
>ref|ZP_06411142.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
 gb|EFC86045.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
          Length = 281 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 103/297 (34%), Positives = 143/297 (48%), Gaps = 42/297 (14%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T+   P  AT+GA V+GV    L  DDA   A+ AA  Q+ +L+F G  L  + Q+ F++ 
Sbjct: 4   TIICEPLAATVGAEVSGVDAEQLGQDDAVAGAVLAALEQYGVLVFRGLDLDPESQVAFSR 63 
 
Query: 63  RFGAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ- 120 
           R G I+   G   +  I  V  D +  ++S A++      +     WH D    P+  +  
Sbjct: 64  RLGEIDYEPGHHPVPGIYRVTLDAS--KNSSADY------LKATFEWHMDGC-TPLHGEP 114 
 
Query: 121 ---GAVFSAEVVPAVGGRTCFADMRAAYDAL-DEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                V SA+ V A GG T FA   AAYDAL DE   A    R   H++  SQ ++     
Sbjct: 115 PQKATVLSAKAVAATGGETEFASTYAAYDALGDEEKEAFAALRVV-HAMEASQRRVTP-- 171 
 
Query: 177 QAGSAYIGYGMDTTATPL-----RPLVKVHP-----ETGRPSLLIGRHAHAIPGMDAAES 226 
                      D T   L     RP   VHP      TGR SL+IG  A  +  MD AE  
Sbjct: 172 -----------DPTPEQLARWRARP-TSVHPLVWRRRTGRRSLVIGVQAGHVVDMDLAEG 219 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            R L+ L+D A    RV+ H+W+ GD V+WDN  ++HRA P+D + PR M  + + G 
Sbjct: 220 RRLLQDLLDRATAPERVYRHRWSVGDTVIWDNTGVVHRAAPYDPRSPREMLRTTVFG 276 
 
 
>ref|YP_778414.1| taurine dioxygenase [Burkholderia ambifaria AMMD] 
 gb|ABI92080.1| Taurine dioxygenase [Burkholderia ambifaria AMMD] 
          Length = 308 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 84/288 (29%), Positives = 134/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LGA V G+ L+  L  A FA +H A L H +L+F  Q ++ D+ + F++RF 
Sbjct: 28  FDIVPFDAPLGAEVVGIDLSQPLGAADFARVHRAHLDHHVLVFRDQRITPDEHVAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLHQFALAAHPEVLIVSNIVENG-----RPIGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 137 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    I  +   ES   L+ L   
Sbjct: 197 PWRPNLSAEQIAQVEAVVHPVVRTHPETGRKALFVSEHFTTRIVDLPEDESRALLDELFA 256 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 HSVRAEHLYRHHWRAHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 304 
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>ref|ZP_04590344.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. oryzae str. 
           1_6] 
          Length = 287 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 81/290 (27%), Positives = 138/290 (47%), Gaps = 26/290 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L++ P    +G  V G+ + + L D    AL+ AW+   +L+F GQ ++ DQQ+ F++ F 
Sbjct: 2   LELVPITNLIGTEVRGIDVNSKLSDDVIEALYEAWISSTILLFRGQSMTPDQQLKFSRNF 61 
 
Query: 65  GAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +              +I+ +SN+  DG            ++   V    WH D  Y+  
Sbjct: 62  GELVSYTRSQFSEKTQPEILILSNITKDGK-----------LIGSPVSGRVWHTDGHYLE 110 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V   G++  A  +P  GG T FA+M AAY+AL E+ +  +       S   S+      + 
Sbjct: 111 VPPAGSMLHALEIPPEGGDTWFANMFAAYEALPESVKQRIDDLKVIISRTQSRPYNYPDR 170 
 
Query: 177 QAGSAY-IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLV 234 
            A SA  +   +D      +PLV+ H  +GR +L  G +    I G+   ES   +  L  
Sbjct: 171 PAPSAQELAEWVDVA----QPLVRRHEVSGRKALYAGGNVPWRIEGLPLEESAPLITFLQ 226 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           +++ Q    + H+W  GD+++WDNR  +H+A  +D K  R++  + +  R 
Sbjct: 227 EFSVQPQFTYRHRWVPGDIILWDNRSAMHKATVYDDKYRRLLHRTTIGAR 276 
 
 
>ref|ZP_02891645.1| Taurine dioxygenase [Burkholderia ambifaria IOP40-10] 
 gb|EDT02751.1| Taurine dioxygenase [Burkholderia ambifaria IOP40-10] 
          Length = 308 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 84/288 (29%), Positives = 134/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LGA V G+ L+  L  A FA +H A L H +L+F  Q ++ D+ + F++RF 
Sbjct: 28  FDIVPFDAPLGAEVVGIDLSQPLGAADFARVHRAHLDHHVLVFRDQRITPDEHVAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLHQFALAAHPEVLIVSNIVENG-----RPIGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 137 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    I  +   ES   L+ L   
Sbjct: 197 PWRPNLSAEQIAQVEAVVHPVVRTHPETGRKALFVSEHFTTRIVDLPEDESRALLDELFA 256 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 HSVRAEHLYRHHWRAHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 304 
 
 
>ref|YP_001816237.1| taurine dioxygenase [Burkholderia ambifaria MC40-6] 
 gb|ACB68684.1| Taurine dioxygenase [Burkholderia ambifaria MC40-6] 
          Length = 308 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
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 Identities = 84/288 (29%), Positives = 134/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LGA V G+ L+  L  A FA +H A L H +L+F  Q ++ D+ + F++RF 
Sbjct: 28  FDIVPFDAPLGAEVVGIDLSQPLGAADFARVHRAHLDHHVLVFRDQRITPDEHVAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLHQFALAAHPEVLIVSNIVENG-----RPIGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 137 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    I  +   ES   L+ L   
Sbjct: 197 PWRPNLSAEQIAQVEAVVHPVVRTHPETGRKALFVSEHFTTRIVDLPEDESRALLDELFA 256 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 HSVRAEHLYRHHWRAHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 304 
 
 
>ref|ZP_07675624.1| taurine dioxygenase, TauD/TfdA family [Ralstonia sp. 5_7_47FAA] 
 gb|EFP66007.1| taurine dioxygenase, TauD/TfdA family [Ralstonia sp. 5_7_47FAA] 
          Length = 304 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 88/283 (31%), Positives = 132/283 (46%), Gaps = 24/283 (8%) 
 
Query: 13  ATLGATVTGVHLAT-LDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGA---- 66 
           A LGA V G+  A+ L DA  AA+  AWL H  LL+F     +   Q+ F++RFG      
Sbjct: 30  APLGAEVLGLGDASDLSDADIAAIRQAWLAHDGLLVFRDVEFTPQAQVAFSRRFGPQQVH 89 
 
Query: 67  ----IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
                   G  +I+ +SNV  +G      P    D  +       WH+D +Y P+ + G+ 
Sbjct: 90  VLNQFHLSGYPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYKPLPSLGS 138 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +     +P  GG T FA+M  AY+ L    + ++  R A HS VY   +L  +        
Sbjct: 139 MLLTRELPEEGGDTLFANMVRAYETLPADLKRIIEGRRAVHSYVYRYERLRALSTWRPPL 198 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQA 240 
                D       P+V+ HPETG+ +L +  G  +H I G+   ES   LE L   + +A 
Sbjct: 199 TQAQRDAVPPVDHPVVRTHPETGKRALFVNEGFTSHII-GLPEDESTSVLEQLFAHSIRA 257 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             V+ H+W  GD++ WDNR  +H A     K  R +  + + G 
Sbjct: 258 DNVYTHRWCPGDMLFWDNRSTIHFAPGCPDKYRRTLHRTTIEG 300 
 
 
>gb|ACX54994.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 97 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 63/97 (64%), Positives = 69/97 (71%), Gaps = 2/97 (2%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAE VP +GG T FADMRAAYDALDE  RA +   SA HSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEEVPTIGGHTGFADMRAAYDALDEGMRAKLEGLSAFHSLYYSQ 60 
 
Query: 170 SKLGH--VQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
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           SKLGH   ++A   Y GYG      P R L+KVHPET 
Sbjct: 61  SKLGHQPKKKADGEYSGYGFHDGPVPRRALIKVHPET 97 
 
 
>ref|YP_621125.1| taurine dioxygenase [Burkholderia cenocepacia AU 1054] 
 ref|YP_840210.1| taurine dioxygenase [Burkholderia cenocepacia HI2424] 
 gb|ABF76152.1| Taurine dioxygenase [Burkholderia cenocepacia AU 1054] 
 gb|ABK13317.1| Taurine dioxygenase [Burkholderia cenocepacia HI2424] 
          Length = 308 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 85/288 (29%), Positives = 135/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             I P  A LGA V G++L+  L    FA +H A L H +L+F  Q ++ D+ I F++RF 
Sbjct: 28  FDIVPFDAPLGAEVIGLNLSQPLGADDFARIHRAHLDHHVLVFRDQRITPDEHIAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLHQFALAGHPEVLTVSNIVENG-----KPVGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V    A H+ +   ++L     
Sbjct: 137 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGLRAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +   A  + P+V+ HPETGR +L +  H    I G+   ES   L+ L   
Sbjct: 197 PWRPNLSPEQIAQVAAVVHPIVRTHPETGRKALFVSEHFTTRIVGLPDDESRALLDELFA 256 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 HSVRAEHLYRHAWRDHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 304 
 
 
>ref|ZP_02466092.1| dioxygenase TauD/TfdA family protein [Burkholderia thailandensis 
           MSMB43] 
          Length = 297 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 98/295 (33%), Positives = 138/295 (46%), Gaps = 27/295 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +TL I P  A LGA + GV   A LD     A+ AAWL+  LL+F GQ L   + + F + 
Sbjct: 5   STLCIRPLSAALGAQIDGVDARADLDADTVRAIRAAWLRFGLLVFRGQALDPARLVAFTR 64 
 
Query: 63  RFGA------IERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG        E    G  D++ +SN+  DG             +   +    WH D  + 
Sbjct: 65  RFGEPVVYTRAENACDGQPDVLVLSNIVKDGKP-----------IGAAISGRYWHTDGHF 113 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +     G +   +  PA GG TCF +M AAY AL    RA +  R+     V  Q+   H 
Sbjct: 114 LACPPAGTLLFGDETPAEGGDTCFVNMTAAYRALPAWLRARIDGRTFVMDRV--QTLPFH 171 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGL 233 
             +   A            L+P+V+ HPETG+ +L IG      I GM+    E  +  L 
Sbjct: 172 YPRR-PAPPPDQKRVWPDMLQPVVRTHPETGQNALYIGGVVPWRIVGMERRYGEALMAHL 230 
 
Query: 234 VDWACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RP 285 
              A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP 
Sbjct: 231 HAIAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMARYRRTMYRTTIAGDRP 285 
 
 
>gb|ADC33992.1| TfdA-like protein [uncultured bacterium] 
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          Length = 208 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 71/221 (32%), Positives = 113/221 (51%), Gaps = 28/221 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVR-----------QHSPAEWDDM---MKV 101 
           QQI FA+ FG +E         I  ++ D  +R            H    W +     +  
Sbjct: 1   QQIAFARNFGPLE-------TTIKAIRKDAKLRLPAEIADVSNLDHEAKRWTEQSRHRRF 53 
 
Query: 102 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 161 
              N  WH DS++  V A+ ++     +  VGG T FADMRAAYDALD+AT+  +    A 
Sbjct: 54  EAANKLWHTDSSFKRVPAKASLLYQRSIAPVGGHTEFADMRAAYDALDDATKQRLRGLVA 113 
 
Query: 162 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPG 220 
            HS+ YS+++LG  + +         D    P+ + +V+ HP++GR +L +  HA  I G 
Sbjct: 114 NHSIKYSRAQLGFDEYSEDE------DIALQPVPQVMVRRHPDSGRMTLYLASHAGHIYG 167 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           M   E++  +  L++ A Q   +++H+W   D+V+WDNRC+ 
Sbjct: 168 MPDDEAKPLIRRLIEHATQRQFIYSHRWRLHDLVMWDNRCV 208 
 
 
>ref|YP_004153368.1| taurine dioxygenase [Variovorax paradoxus EPS] 
 gb|ADU35257.1| Taurine dioxygenase [Variovorax paradoxus EPS] 
          Length = 296 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 75/270 (27%), Positives = 129/270 (47%), Gaps = 21/270 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P  A +GA + G+ ++  ++   F  +H A L H +L+F  Q ++  + + F+ RF 
Sbjct: 16  FEVRPFDAPVGAEIIGLDISKPINAEDFQRIHKAHLDHHVLVFRNQQITPQEHVDFSHRF 75 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +E             +I+ +SN+K +G      P    D        + WH+D +Y P 
Sbjct: 76  GPLEIHVLHQFQLKDHPEILIVSNIKENG-----EPIGLGD------AGVYWHSDISYKP 124 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +P+ GG T FAD   A+++L    +  +    A HS +    +L     
Sbjct: 125 KPSLGSLLHAQELPSEGGDTLFADQHLAWESLSPELQQRILPLKAEHSYLAKYEELRAKN 184 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +D  A  ++P+V+ HPETGR +L +  H    I G+   ES+  L  L   
Sbjct: 185 PWRPKLSQAQIDQVAPAVQPVVRTHPETGRKALFVSEHFTTRIVGLPQDESDALLAELFA 244 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + +   V+ H WA  D++ WDNR L+H A 
Sbjct: 245 HSVKPEFVYRHTWAPHDLMFWDNRSLMHLA 274 
 
 
>ref|ZP_04941965.1| Taurine dioxygenase [Burkholderia cenocepacia PC184] 
 gb|EAY65136.1| Taurine dioxygenase [Burkholderia cenocepacia PC184] 
          Length = 317 
 
 Score =  120 bits (300), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 92/270 (34%), Positives = 130/270 (48%), Gaps = 20/270 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQIT 59 
           A   LQ+      +GA ++GV L ATLDDA F A+HAA L+H +L F GQH L +  Q   
Sbjct: 22  ATVPLQLRQVAGRIGAEISGVRLSATLDDATFDAVHAALLRHKVLFFRGQHHLDDTAQEA 81 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           FA+RFG        D VA   V + DG+    +  E D          +WH D T++    
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Sbjct: 82  FARRFG--------DTVAHPTVPSVDGSA---ALLELDSAHGARAN--SWHTDVTFVDAY 128 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            + ++  A V+P  GG T +A+  AAY  L +  RAL     A H+  Y  +   HV    
Sbjct: 129 PKISILRAVVIPPFGGDTVWANTAAAYANLPDPLRALADTLWALHTNAYDYAST-HVHAD 187 
 
Query: 179 GSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +    Y    T+T      P+V+VHPETG  +L++G     I G+ + +S   L+ L + 
Sbjct: 188 DTQLKRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQKIKGLSSQDSAHLLQVLHE 247 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +        W  GDV +WDNR   H A 
Sbjct: 248 HVTRLENTVRWNWQEGDVAIWDNRATQHYA 277 
 
 
>gb|ABD16709.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. ApCV2] 
          Length = 153 
 
 Score =  119 bits (299), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 65/157 (41%), Positives = 89/157 (56%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIDDMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y     +     L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDN   +HR 
Sbjct: 117 LLLRDLTEHATQPEFVYVHKWTVHDLVMWDNCQTVHR 153 
 
 
>gb|ABD16702.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. th.b2] 
          Length = 153 
 
 Score =  119 bits (299), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 65/157 (41%), Positives = 88/157 (56%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIADMICEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG +      Y           L+ LV+ HP  GR SL +  HA AI GM   E+  
Sbjct: 62  SRGSLGFLD-----YTDEEKQMFKPVLQRLVRTHPVHGRKSLYLSSHAGAIRGMSMPEAR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A     V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLTEHATSPEFVYVHKWTVHDLVMWDNRQTVHR 153 
 
 
>ref|ZP_02909532.1| Taurine dioxygenase [Burkholderia ambifaria MEX-5] 
 gb|EDT39344.1| Taurine dioxygenase [Burkholderia ambifaria MEX-5] 
          Length = 308 
 
 Score =  119 bits (299), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 84/288 (29%), Positives = 134/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
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             I P  A LGA V G+ L+  L  A FA +H A L H +L+F  Q ++ D+ + F++RF 
Sbjct: 28  FDIVPFDAPLGAEVVGIDLSQPLGAADFARVHRAHLDHHVLVFRDQRITPDEHVAFSRRF 87 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++             +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 88  GPLQIHVLHQFALAAHPEVLIVSNIVENG-----RPIGLGD------AGHFWHSDLSYKE 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +PA GG T FA+M  A+D L    R  V  R A H+ +   ++L     
Sbjct: 137 KPSLGSLLHAQELPAEGGDTLFANMHLAWDTLPAHLRRAVEGRRAEHTYLARYAELQARS 196 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    I  +   ES   L+ L   
Sbjct: 197 PWRPNLSAEQIAQVDAVVHPVVRTHPETGRKALFVSEHFTTRIVDLPEDESRALLDELFA 256 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W A D+V WDNR L+H A      L R ++ + + G 
Sbjct: 257 HSVRAEHLYRHHWRAHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 304 
 
 
>ref|YP_002799399.1| taurine dioxygenase protein [Azotobacter vinelandii DJ] 
 gb|ACO78424.1| taurine dioxygenase protein [Azotobacter vinelandii DJ] 
          Length = 304 
 
 Score =  119 bits (298), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 78/265 (29%), Positives = 120/265 (45%), Gaps = 24/265 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +L I P    +GA V+GV L  LD+A FA L  A L++  L    QHL++ +Q  F++RF 
Sbjct: 2   SLDIRPVTGRIGAIVSGVRLTDLDEAQFAELQQAVLKYKALFLRDQHLTDAEQEAFSRRF 61 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN-----MAWHADSTYMPVMA 119 
           G                  D  V   +P E +    + V +      +WH D +++     
Sbjct: 62  G------------------DLVVHPTTPTEQNTAGILEVDSERSRANSWHTDISFVVDYP 103 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ-A 178 
           +  +   EV+P  GG T FA+   AY  L E  + L      RH+  Y  +    ++  A 
Sbjct: 104 KITILRGEVIPEAGGDTVFANTVTAYQELPEPLQRLADSLWVRHTNDYDYAAPKQIEVVA 163 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
              +      T      PLV+VHPETG  +LL+G  A  I G+++ +S   L+        
Sbjct: 164 NKRFREQFTSTIYESEHPLVRVHPETGEKALLLGHFAERIVGLNSRDSRALLDLFQSHIV 223 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLH 263 
           +   +   +W+ GDV +WDNR   H 
Sbjct: 224 KLENIVRWRWSEGDVALWDNRATQH 248 
 
 
>ref|YP_001898279.1| Taurine dioxygenase [Ralstonia pickettii 12J] 
 gb|ACD25847.1| Taurine dioxygenase [Ralstonia pickettii 12J] 
          Length = 300 
 
 Score =  119 bits (297), Expect = 6e-25,   Method: Compositional matrix adjust. 
 Identities = 86/283 (30%), Positives = 130/283 (45%), Gaps = 24/283 (8%) 
 
Query: 13  ATLGATVTGV-HLATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGA---- 66 
           A LGA + G+   A L DA  A +  AWL H  LL+F     +   Q+ F++RFG      
Sbjct: 26  APLGAEILGLGDGADLSDADIATIRQAWLAHDGLLVFRDVEFTPQAQVAFSRRFGPQQVH 85 
 
Query: 67  ----IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
                   G  +I+ +SNV  +G      P    D  +       WH+D +Y P+ + G+ 
Sbjct: 86  VLNQFHLSGHSEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYKPLPSLGS 134 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 166



Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +     +P  GG T FA+M  AY+ L    + ++  R A HS VY   +L  +        
Sbjct: 135 MLLTRELPEEGGDTLFANMVRAYETLPANLKRIIEGRRAVHSYVYRYERLRALSTWRPPL 194 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQA 240 
                D       P+V+ HPETG+ +L +  G  +H I G+   ES   LE L   + +A 
Sbjct: 195 TQAQRDAVPPVDHPVVRTHPETGKRALFVNEGFTSHII-GLPEDESTSVLEQLFAHSIRA 253 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             V+ H+W  GD++ WDNR  +H A     K  R +  + + G 
Sbjct: 254 DNVYTHRWCPGDMLFWDNRSTIHFAPGCPDKYRRTLHRTTIEG 296 
 
 
>ref|ZP_02241915.1| taurine dioxygenase [Xanthomonas oryzae pv. oryzicola BLS256] 
          Length = 305 
 
 Score =  118 bits (296), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 82/275 (29%), Positives = 130/275 (47%), Gaps = 21/275 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           + ++ ++I P    LGA V G+ L+  L    FA LH A L H +L+F  Q +S  QQ+  
Sbjct: 20  VQRSGVRIAPFDGPLGAEVIGLDLSQPLHADAFARLHRAHLDHHVLVFRDQRISPAQQVE 79 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           F++RFGA++          G  +++ +SN+K +G      P    D          WH+D 
Sbjct: 80  FSRRFGALQIHVLRNFQLRGHPEVLVVSNIKENG-----EPIGLGD------AGHDWHSD 128 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y    + G++  A+ +P+ GG T FA+   A+  L E+ +  V    A HS +      
Sbjct: 129 LSYKETPSLGSLLHAQQLPSEGGDTLFANQHLAWQTLPESLKRTVQDLRAEHSYLARYEA 188 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
           L        A     +        P+V+ HPETGR +L +  H    I G+   ES   L 
Sbjct: 189 LRARNPWCPALTPEQIAEVTPVHHPVVRRHPETGRKALFVSEHFTTRILGLPEDESRALL 248 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L   + +   V+ H+W   D+V WDNR ++H A 
Sbjct: 249 QTLFAHSTRPALVYRHRWQPYDMVFWDNRSVMHLA 283 
 
 
>gb|ABG66523.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium canariense] 
          Length = 153 
 
 Score =  118 bits (296), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 64/157 (40%), Positives = 87/157 (55%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIEDLVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG  +     Y           L+ LV+ HP   R SL +  HA  I GM   E   
Sbjct: 62  SRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHPVHRRKSLYLSSHAGKIVGMSVPEGR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q+  V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLNEHATQSEFVYVHKWKLHDLVMWDNRQTMHR 153 
 
 
>gb|ADO85592.1| PenD [Streptomyces exfoliatus] 
          Length = 298 
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 Score =  118 bits (296), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 88/289 (30%), Positives = 136/289 (47%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPT-GATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHL-SNDQQITFAK 62 
           + +TP  GA LGA V G H+   +D   F  + AA   H +L+F G    S ++ + F + 
Sbjct: 1   MDVTPIPGAALGAVVHGAHVTGDMDKTQFEEIWAALDAHLVLVFRGHRTPSYEEFLAFGR 60 
 
Query: 63  RFGAIERIG--------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG I + G          +I+ +SN+  DG       AEW          M WH D ++ 
Sbjct: 61  RFGYIPKTGLTSGAHPDHNEILIVSNLVEDGRKIGVGDAEW----------MGWHTDYSF 110 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL 172 
            P ++Q     A  VP+ GG T F DM A Y++L    R  +H    RH++   Y ++   
Sbjct: 111 RPRVSQVGFLEAVEVPSCGGETLFTDMYALYESLSPEERKRMHSYRVRHAMRTGYEETIE 170 
 
Query: 173 GHVQQ----AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE 227 
             +Q+     GS       D T+T + PL+  +P TGR S+ I   +   I  +   +S  
Sbjct: 171 EKLQREVSLGGSGEQILPEDGTST-IHPLIARNPRTGRQSVYISTLNTERIVDLAPDDSR 229 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
           + L+ L+  A +    +AH W  GD+V+WD    +H  + +D    RVM 
Sbjct: 230 KLLDELLSHAGKPEHTYAHTWQPGDIVMWDQLGTVHAKQAFDPAELRVM 278 
 
 
>ref|YP_724558.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
 emb|CAJ91190.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
          Length = 283 
 
 Score =  118 bits (296), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 89/267 (33%), Positives = 124/267 (46%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +Q+ P  A  GA V G+ L   L DA  A +   WL+H +L F  Q L+ +    FA    
Sbjct: 3   MQVLPQDAPCGALVLGLDLKQALTDAQVAEIRRHWLEHKVLAFTDQDLAIEDIERFASTI 62 
 
Query: 65  GAIERIGGGD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           G +    G D    AI        VR+      D   +  +   +WH+D +++        
Sbjct: 63  GPL----GSDPYFTAIPGHPHVAQVRR------DANERTPIFAESWHSDWSFLAQPPAAT 112 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YS-QSKLGHVQQAG 179 
           V    V+P VGG T FAD  AA+DAL    ++LV  R   HS    YS Q   G   +   
Sbjct: 113 VLYGNVIPPVGGDTLFADQYAAWDALPAELKSLVDGRQGVHSARRGYSRQGAYGEKDKGR 172 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC 238 
           S  I Y     AT L P+ + HPETGR +L +   +   I GM   E+   L  L +    
Sbjct: 173 SMAIRYSDSAMATQLHPIARKHPETGRTALFVSVGYTIGIDGMSDEEAAPILRALFEHQA 232 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +   V+ H+W+ G +VVWDNRC+ H A 
Sbjct: 233 RPEFVYRHRWSQGMLVVWDNRCVNHAA 259 
 
 
>emb|CBJ20078.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 87 
 
 Score =  118 bits (295), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 55/87 (63%), Positives = 68/87 (78%), Gaps = 1/87 (1%) 
 
Query: 170 SKLGH-VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           SKLGH  ++A   Y GYG+     PLRPLVK+HPETGR SLLIGRHAHAIPGM  A+S+R 
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Sbjct: 1   SKLGHQTKKADGEYSGYGLHDGPVPLRPLVKIHPETGRKSLLIGRHAHAIPGMALADSDR 60 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           FL+ L+D+ACQ PR++ H W+AGD V+ 
Sbjct: 61  FLQELIDFACQRPRIYHHDWSAGDAVL 87 
 
 
>ref|YP_837647.1| taurine dioxygenase [Burkholderia cenocepacia HI2424] 
 gb|ABK10754.1| Taurine dioxygenase [Burkholderia cenocepacia HI2424] 
          Length = 317 
 
 Score =  118 bits (295), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 91/270 (33%), Positives = 129/270 (47%), Gaps = 20/270 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQIT 59 
           A   LQ+      +GA ++GV L ATLDDA F A+HAA L+H +L F GQH L +  Q   
Sbjct: 22  AAVPLQLRQVAGRIGAEISGVRLSATLDDATFDAVHAALLRHKVLFFRGQHHLDDTAQEA 81 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           FA+RFG        D VA   V + DG+    +  E D          +WH D T++    
Sbjct: 82  FARRFG--------DTVAHPTVPSVDGSA---ALLELDSAHGARAN--SWHTDVTFVDAY 128 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            + ++  A V+P  GG T +A+   AY  L +  RAL     A H+  Y  +   HV    
Sbjct: 129 PKISILRAVVIPPFGGDTVWANTATAYANLPDPLRALADTLWALHTNAYDYAST-HVHAD 187 
 
Query: 179 GSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +    Y    T+T      P+V+VHPETG  +L++G     I G+ + +S   L+ L + 
Sbjct: 188 DTQLKRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQKIKGLSSQDSAHLLQVLHE 247 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +        W  GDV +WDNR   H A 
Sbjct: 248 HVTRLENTVRWNWQEGDVAIWDNRATQHYA 277 
 
 
>ref|ZP_01616423.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2143] 
 gb|EAW31932.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2143] 
          Length = 280 
 
 Score =  118 bits (295), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 83/272 (30%), Positives = 127/272 (46%), Gaps = 26/272 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L++T +G   GAT+TGV L+  LD    AA+ AAWL+H ++ FP Q +S++    F   F 
Sbjct: 3   LKVTASGEACGATITGVDLSQDLDTETIAAIRAAWLEHHVVAFPDQSMSDEDLERFTLCF 62 
 
Query: 65  GAIERIGGGDIVAISNVKADGTV-----RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           G       GD     +++    +     R H  A       +  G   WH D ++M V   
Sbjct: 63  GEF-----GDDPYFESIEGHTNIAAIERRAHETA------PLFAG--GWHTDWSFMAVPP 109 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG----HV 175 
                    +P +GG T FA+   AYD + ++ R+ V   +A HS  Y+ +  G       
Sbjct: 110 IATCLYGITIPPIGGDTLFANQHKAYDQMPDSLRSRVEGLTAIHSAEYAYAPRGVFDTEK 169 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL--IGRHAHAIPGMDAAESERFLEGL 233 
           +   S  I    D  A    P ++ H ETGRP L   +G +      ++ A+S+  L+ L 
Sbjct: 170 EADRSMKIVLSEDARAKQEHPFIRNHSETGRPGLFSTLG-YIQGFVELEKADSDALLQEL 228 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            D+    P V  H+W    +V+WDNR +LH A 
Sbjct: 229 YDYQGSEPFVFRHKWQPNMLVMWDNRSVLHMA 260 
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>ref|YP_624207.1| taurine dioxygenase [Burkholderia cenocepacia AU 1054] 
 gb|ABF79234.1| Taurine dioxygenase [Burkholderia cenocepacia AU 1054] 
          Length = 317 
 
 Score =  118 bits (295), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 90/266 (33%), Positives = 128/266 (48%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           LQ+      +GA ++GV L ATLDDA F A+HAA L+H +L F GQH L +  Q  FA+R 
Sbjct: 26  LQLRQVAGRIGAEISGVRLSATLDDATFDAVHAALLRHKVLFFRGQHHLDDTAQEAFARR 85 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V + DG+    +  E D          +WH D T++    + + 
Sbjct: 86  FG--------DTVAHPTVPSVDGSA---ALLELDSAHGARAN--SWHTDVTFVDAYPKIS 132 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P  GG T +A+   AY  L +  RAL     A H+  Y  +   HV    +   
Sbjct: 133 ILRAVVIPPFGGDTVWANTATAYANLPDPLRALADTLWALHTNAYDYAST-HVHADDTQL 191 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+ + +S   L+ L +   + 
Sbjct: 192 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQKIKGLSSQDSAHLLQVLHEHVTR 251 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GDV +WDNR   H A 
Sbjct: 252 LENTVRWNWQEGDVAIWDNRATQHYA 277 
 
 
>ref|YP_001777149.1| taurine dioxygenase [Burkholderia cenocepacia MC0-3] 
 gb|ACA92659.1| Taurine dioxygenase [Burkholderia cenocepacia MC0-3] 
          Length = 317 
 
 Score =  117 bits (294), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 91/270 (33%), Positives = 129/270 (47%), Gaps = 20/270 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQIT 59 
           A   LQ+      +GA ++GV L ATLDDA F A+HAA L+H +L F GQH L +  Q   
Sbjct: 22  AAVPLQLRQVAGRIGAEISGVRLSATLDDATFDAVHAALLRHKVLFFRGQHHLDDTAQEA 81 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           FA+RFG        D VA   V + DG+    +  E D          +WH D T++    
Sbjct: 82  FARRFG--------DTVAHPTVPSVDGSA---ALLELDSAHGARAN--SWHTDVTFVDAY 128 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            + ++  A V+P  GG T +A+  AAY  L +  RAL     A H+  Y  +   HV    
Sbjct: 129 PKISILRAVVIPPFGGDTVWANTAAAYANLPDPLRALADTLWALHTNAYDYAST-HVHAD 187 
 
Query: 179 GSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +    Y    T+T      P+V+VHPETG  +L++G     + G+ A +S   L+   + 
Sbjct: 188 DTQLKRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRLKGLSAQDSAHLLQVFHE 247 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +        W  GDV +WDNR   H A 
Sbjct: 248 HVTRLENTVRWNWQEGDVAIWDNRATQHYA 277 
 
 
>ref|ZP_01224852.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2207] 
 gb|EAS46514.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2207] 
          Length = 276 
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 Score =  117 bits (294), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 78/262 (29%), Positives = 119/262 (45%), Gaps = 10/262 (3%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +++TP     GA V+ + LAT++DA    L  A+ +H LL F  Q L  ++ + FA RFG 
Sbjct: 1   MKVTPFSPNCGAVVSDLQLATMNDAQLEQLRDAFTEHGLLFFRDQQLPPEEHLRFANRFG 60 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            I           S + A+  VR+      +   +  +G   WH D +Y  + A G++   
Sbjct: 61  KIVVNKFFKTTEESPLIAE--VRK------EKTQQTNIGG-GWHTDHSYDDIPALGSILV 111 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
           A ++P  GG T FA++ AAYDAL    +  +    A HS  +   + G  +          
Sbjct: 112 ARILPETGGNTQFANLAAAYDALPNTLKTRLEGLRAVHSNTHLYGENGLYRFTDLKDQLG 171 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
           GMD       P+V  HP++GR  L +   H     G +  +S   L+ L     Q      
Sbjct: 172 GMDRVGDATHPVVITHPQSGRKVLYVNPGHTIQFEGWEFDKSRELLDELYAHVAQPQFTC 231 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRAE 266 
           +  W  G V  WDNRC  H+A+ 
Sbjct: 232 SFNWQPGSVTFWDNRCTWHQAD 253 
 
 
>gb|ADO34974.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 97 
 
 Score =  117 bits (293), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 61/97 (62%), Positives = 69/97 (71%), Gaps = 2/97 (2%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAE VP +GG T FADMRAAYDALDE+ RA +    A HSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEEVPTIGGHTGFADMRAAYDALDESMRAKLEGLCAFHSLYYSQ 60 
 
Query: 170 SKLGH--VQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
           SKLGH   +++   Y GYG      P R L+KVHPET 
Sbjct: 61  SKLGHQPKKKSDGEYSGYGFHDGPVPRRALIKVHPET 97 
 
 
>gb|ABD16694.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Lpsp.1b] 
          Length = 153 
 
 Score =  117 bits (293), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 67/160 (41%), Positives = 88/160 (55%), Gaps = 11/160 (6%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A V      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEVEDLVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 224 
           S+  LG        +  Y  D  A     L+ LV+ HP   R SL +  HA  I  M    
Sbjct: 62  SRGSLG--------FTEYTDDEKAMFKPVLQRLVRTHPVHRRKSLYLSSHAGKIVSMSVP 113 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
           E    L  L + A QA  V+ H+W   D+V+WDNR  +HR 
Sbjct: 114 EGRLLLRDLNEHATQAEFVYVHKWKLHDLVMWDNRQTMHR 153 
 
 
>ref|YP_004190416.1| putative dioxygenase [Vibrio vulnificus MO6-24/O] 
 gb|ADV88213.1| probable dioxygenase [Vibrio vulnificus MO6-24/O] 
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          Length = 288 
 
 Score =  117 bits (293), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 79/275 (28%), Positives = 126/275 (45%), Gaps = 27/275 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + + T++ITP   + GA V  V L+ +++  F AL+ A+L H +L F  Q L+ +Q +   
Sbjct: 4   IERETMKITPLATSFGALVEDVQLSAINERQFEALYHAFLHHKVLFFRDQLLTAEQHLAL 63 
 
Query: 61  AKRFGAIERI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
            +RFG +E I            +V I         R+  P           G   WH D  
Sbjct: 64  GQRFGELEPIHPFFPHLADAPQVVVIE-------TREGLPP----------GESYWHTDL 106 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSK 171 
           T+    ++ A+  A+  P  GG T + DM A + +LD++ +  +    A H+L  +  S+ 
Sbjct: 107 TWKARPSKCALLHAQHCPPSGGDTIWTDMEAVWRSLDDSLKQQLRPLYATHALHAFENSR 166 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
             H  + G +Y+            P+V  HPETG+ +L I       I G++ A+S+  L 
Sbjct: 167 YDHKDEDGESYVVKKSREFPAVHHPVVAQHPETGQETLYINEQFTRCIDGLEKAQSQALL 226 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           E L   A +A      QW A  + +WDNR   H A 
Sbjct: 227 EMLFAMAREAKFQVRFQWQANSLAIWDNRATQHFA 261 
 
 
>gb|ABD16695.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. DesT10] 
          Length = 153 
 
 Score =  117 bits (293), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 63/157 (40%), Positives = 86/157 (54%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIEDLVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG        Y     +     L+ LV+ HP+  R SL +  HA  I  M   E   
Sbjct: 62  SRGSLGFTD-----YTDDEKEMFKPVLQRLVRTHPQHRRKSLYLSSHAGKIASMSVPEGR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLNEHATQPEFVYVHKWRLHDLVMWDNRQTMHR 153 
 
 
>ref|ZP_02382540.1| Taurine dioxygenase [Burkholderia ubonensis Bu] 
          Length = 300 
 
 Score =  117 bits (292), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 81/288 (28%), Positives = 134/288 (46%), Gaps = 21/288 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I      LGA V G+ L+  LDDAGF  +H A L H +L+F  Q ++ ++ + F++RF 
Sbjct: 20  FEIRAFDGPLGAEVIGLDLSKPLDDAGFTRIHRAHLDHHVLVFRDQRITPERHVAFSRRF 79 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +++ +SN+  +G      P    D          WH+D +Y   
Sbjct: 80  GPLQIHVLHQFGLAGHPEVLVVSNIVENG-----RPIGLGD------AGHYWHSDLSYKD 128 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G++  A+ +P+ GG T FA+M  A+D L    R       A H+ +   ++L     
Sbjct: 129 KPSLGSLLHAQELPSEGGDTLFANMHLAWDTLPAHLRRAADGLRAEHTYLARYAELQARN 188 
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Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
                     +      + P+V+ HPETGR +L +  H    I G+   ES   L+ L   
Sbjct: 189 PWRPNLSAEQVAQVKPVVHPVVRTHPETGRKALFVSEHFTTRIVGLPEDESRALLDELFA 248 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + +A  ++ H W   D+V WDNR L+H A      L R ++ + + G 
Sbjct: 249 HSVRAEHLYRHVWRDHDLVFWDNRSLMHLAAGTPDHLRRKLYRTTIEG 296 
 
 
>ref|ZP_06410725.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC86523.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 285 
 
 Score =  116 bits (291), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 89/272 (32%), Positives = 123/272 (45%), Gaps = 29/272 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T L++ P   T+GA V GV  +  LD A  A +  A L H  +   GQHL  +QQ  FA+ 
Sbjct: 9   TLLRVEPIHPTIGAVVHGVDASRPLDPATVAFVRQALLDHKAIFLRGQHLDLEQQGRFAE 68 
 
Query: 63  RFG-----AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            FG      I+ + GG                +   EW     +      WH+D  ++P  
Sbjct: 69  HFGDLTPHPIQELAGG----------------YPDFEWLMQQSIRTRAEGWHSDMAFLPE 112 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL--GHV 175 
                + +  V+P VGG T F D+ AAY+ L E  R LV   +  H     Q      +V 
Sbjct: 113 PPFATLLTLPVIPPVGGDTLFLDLEAAYNDLSEPVRTLVDDLTVIHYADNFQDWAWGPNV 172 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGL 233 
            +A    I   +   A P+  PLV+VHPETGR  L  +   A  I G+   ES+  L  L 
Sbjct: 173 DEARRNQI---LSWAARPVEHPLVRVHPETGRRMLFAVTGFARRIKGLSEEESKGILALL 229 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                +A  V   +W+ GD+  WDNR +LHRA 
Sbjct: 230 AAHVSRAEYVARFKWSPGDIAFWDNRTVLHRA 261 
 
 
>gb|ACX54968.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 96 
 
 Score =  116 bits (291), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 59/96 (61%), Positives = 70/96 (72%), Gaps = 1/96 (1%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAE VP+ GGRT FADMRAAYDALD   +A +   +A HSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEEVPSGGGRTGFADMRAAYDALDPDMKARIEGLNAYHSLHYSQ 60 
 
Query: 170 SKLGH-VQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            ++GH  ++    Y GYG+     PLRPLVK+HPET 
Sbjct: 61  GRVGHQTKKLDGEYSGYGLHDGPVPLRPLVKIHPET 96 
 
 
>ref|ZP_06840718.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
 gb|EFG71438.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
          Length = 299 
 
 Score =  116 bits (290), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 79/276 (28%), Positives = 127/276 (46%), Gaps = 29/276 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  +      + A +TG+ L   L  A   AL  A  Q+ +L+FP Q + ++Q + F++  
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Sbjct: 2   TFAVEAIQKPIAARITGLDLRQPLSAADAQALDKAIAQYPVLVFPAQDIDDNQLLAFSEN 61 
 
Query: 64  FGAI-----------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           FG +           E      I  ISN+  D    +   A  +  M   V    WH+D  
Sbjct: 62  FGPVQVSVQYATRQNEHRLQPRISDISNLGKDNETFK---AGDNRRMNTFVSR-RWHSDQ 117 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y P+ A+ +      VP  GG + FADMR  YD+L +  R  +   SA   ++++++   
Sbjct: 118 SYQPIPARYSFLLNYSVPTRGGESQFADMRLVYDSLPQDLRETIENLSAEFDILHTRAMC 177 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRP----LVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           G        +  +  +  A  L+P    LVK HP +GR +L +  HA  +      E    
Sbjct: 178 G--------FTDFPEEERAM-LKPSIHRLVKTHPLSGRKTLYLSVHATHVVDWPIPEGRD 228 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
            L  L+++A Q   ++ H W   D+V+WDNR L+HR 
Sbjct: 229 LLRELMEFATQPQFIYTHHWTVKDLVMWDNRTLIHR 264 
 
 
>ref|YP_003778031.1| alpha-ketoglutarate-dependent taurine dioxygenase oxidoreductase 
           [Herbaspirillum seropedicae SmR1] 
 gb|ADJ66123.1| alpha-ketoglutarate-dependent taurine dioxygenase oxidoreductase 
           protein [Herbaspirillum seropedicae SmR1] 
          Length = 324 
 
 Score =  116 bits (290), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 80/289 (27%), Positives = 138/289 (47%), Gaps = 23/289 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I    A LGA + G+ L   +  +  A +  A ++H +++F  Q ++  Q + F++RF 
Sbjct: 44  FEIHRFDAPLGAEIVGLDLNKPVSASELARIRKALVEHGVVVFRDQRITPQQHVDFSRRF 103 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G  +I+ +SNV  +G             + ++     WH+D +YMP 
Sbjct: 104 GPLQVHVLNRFHLAGHPEILIVSNVVENGK-----------PIGLVDAGADWHSDLSYMP 152 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + GA+  ++ +PA  G T +A+  AA+D+L  A + L+  + A HS VY   +L  +  
Sbjct: 153 KPSLGALLHSQELPAERGDTLYANTAAAWDSLPAALKTLLEGKRAVHSYVYRYERLRKLS 212 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLV 234 
              +      +D       P+V  HPE+GR  L +  G  +H I G+   ES+  L+ L  
Sbjct: 213 PWRAPLTQQQIDEVPPVEHPVVITHPESGRKILFVSEGFTSHII-GIPRDESDALLKELH 271 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               +   V+ H+W A D+V WDNR   H A      L R ++ + + G 
Sbjct: 272 THITRPENVYTHRWQAHDLVFWDNRSTQHYAAITPQHLRRTLYRTTVEG 320 
 
 
>ref|YP_004236557.1| taurine dioxygenase [Acidovorax avenae subsp. avenae ATCC 19860] 
 gb|ADX47990.1| Taurine dioxygenase [Acidovorax avenae subsp. avenae ATCC 19860] 
          Length = 306 
 
 Score =  116 bits (290), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 90/274 (32%), Positives = 131/274 (47%), Gaps = 27/274 (9%) 
 
Query: 6   LQITP-TGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
            +I P  GA LGA V G+ L+  L DA FA LH A L H +++F  Q ++  Q I F++R 
Sbjct: 24  FEIRPLPGAPLGAEVLGLDLSRPLGDADFARLHQAHLDHHVVVFRDQRITPRQHIDFSRR 83 
 
Query: 64  FGAIE--------RIGGGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMA--WHADS 112 
           FG ++             +I+ +SN+K A G               + +G+    WH+D  
Sbjct: 84  FGPLQIHVLKNFQLADHPEILVVSNIKDASG-------------QPIGLGDAGHYWHSDL 130 
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Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y    + G++  A+ +P  GG T FAD  AAYDAL  A R ++    A HS +    +L 
Sbjct: 131 SYKERPSLGSLLHAQELPGEGGDTLFADQHAAYDALPAALRRVIGPLRAEHSYLARYEEL 190 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
                   A     +   A  + P+V+ HPETGR +L +  H    I G+   ES   L  
Sbjct: 191 RARSPWRPALTPAQIAEVAPAVHPVVRTHPETGRRALFVNEHFTTRIVGLPEDESRALLA 250 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L   A +   V+ H W   D+V WDNR + H A 
Sbjct: 251 ELFAAAVKPEFVYRHVWQPHDLVFWDNRSVQHLA 284 
 
 
>gb|ABD16690.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. ApB16] 
 gb|ABD16691.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. ApT12] 
          Length = 153 
 
 Score =  115 bits (289), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 63/157 (40%), Positives = 85/157 (54%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIEDLVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG  +     Y           L+ LV+ HP   R SL +  HA  I  M   E   
Sbjct: 62  SRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHPVHRRKSLYLSSHAGKIVSMSVPEGR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLNEHATQGEFVYVHKWKLHDLVMWDNRQTMHR 153 
 
 
>ref|NP_518867.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           oxidoreductase protein [Ralstonia solanacearum GMI1000] 
 emb|CAD14276.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           oxidoreductase protein [Ralstonia solanacearum GMI1000] 
          Length = 301 
 
 Score =  115 bits (289), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 83/265 (31%), Positives = 123/265 (46%), Gaps = 22/265 (8%) 
 
Query: 12  GATLGATVTGVH-LATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGAIE- 68 
           GA LGA + G++  A L DA  AA+  AWL H  LL+F    L+   Q+ F++RFG ++  
Sbjct: 26  GAPLGAEILGLNDAAGLSDADVAAIRQAWLAHDGLLVFRDVRLAPRAQVDFSRRFGPLQV 85 
 
Query: 69  -------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                       +I+ +SNV  +G      P    D  +       WH+D +Y P  + G 
Sbjct: 86  HVLNQFHLPAHPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYRPRPSLG 134 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A  +P  GG T FA+M  AY+ L    +  +  R A HS VY   +L  +       
Sbjct: 135 SLLLARELPQAGGDTLFANMVRAYETLPAELKHSIEGRRAVHSYVYRYERLRALSAWRPP 194 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
                 D       P+V+ HPETGR +L +       I G+   ES   L  L   + +  
Sbjct: 195 LTQAQRDAVPPVDHPVVRTHPETGRRALFVNEGFTSRILGLPEDESTTVLAQLFAHSIRP 254 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
             ++ H+W  GD++ WDNR  LH A 
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Sbjct: 255 DNIYTHRWQPGDMLFWDNRSTLHFA 279 
 
 
>ref|YP_553178.1| putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
 gb|ABE33828.1| Putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
          Length = 299 
 
 Score =  115 bits (289), Expect = 6e-24,   Method: Compositional matrix adjust. 
 Identities = 79/276 (28%), Positives = 127/276 (46%), Gaps = 29/276 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  +      + A +TG+ L   L  A   A+     Q+ +L+FP Q + ++Q + F++  
Sbjct: 2   TFAVEAIQEPIAARITGLDLRQPLSAADAQAIDNVIAQYPVLVFPAQDIDDNQLLAFSEN 61 
 
Query: 64  FGAI-----------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           FG +           E      I  ISNV  D    +   A  +  M   V    WH+D  
Sbjct: 62  FGPVQVSVQYATRQNEHRLQPRISDISNVGKDNETFK---AGDNRRMNTFVSR-RWHSDQ 117 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y P+ A+ +      VPA GG + FADMR  YD+L +  R  +   SA   ++++++   
Sbjct: 118 SYQPIPARYSFLLNYSVPARGGESQFADMRLVYDSLPQDLRETIENLSAEFDILHTRAMC 177 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRP----LVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           G        +  +  +  A  L+P    LVK HP +GR +L +  HA  +      E    
Sbjct: 178 G--------FTDFPEEERAM-LKPSIHRLVKTHPLSGRKTLYLSVHATHVVDWPIPEGRD 228 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
            L  L+++A Q   ++ H W   D+V+WDNR L+HR 
Sbjct: 229 LLRELMEFATQPQFIYTHHWTVKDLVMWDNRTLIHR 264 
 
 
>ref|YP_553195.1| putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
 gb|ABE33845.1| Putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
          Length = 298 
 
 Score =  115 bits (288), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 82/273 (30%), Positives = 129/273 (47%), Gaps = 21/273 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P   T+ A + G+ L   L D     +  A   + +LIFP Q + + Q + F++  
Sbjct: 2   SLDIEPAHPTIAARIRGLDLRQPLSDEQVDEIGQASAIYPVLIFPNQLIDDAQLMAFSQN 61 
 
Query: 64  FGAIERI-----GGGD------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           FG ++ +        D      +  ISN+  +       PA  D      + +  WH D  
Sbjct: 62  FGPLQPVVSFHTAKADHRLSPMVSDISNLDKNNRT---FPAG-DRRRMNFLSSRRWHTDG 117 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y+P   + ++  A  V  VGG+T FADMRAAYDAL      LV   +  H++++S++   
Sbjct: 118 SYLPTPNRYSMLLAYTVARVGGQTQFADMRAAYDALPAEWLELVEDLTLEHNVMHSRAVA 177 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
           G           +         + LV+ HP +GR SL +  HA  + G    E    L   
Sbjct: 178 GFTDFDEEERRRF-----PATHKKLVRRHPVSGRLSLYLSGHASHVVGWPVPEGLDLLRE 232 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L ++A Q   V+ H+W+  D+V+WDNR L+HRA 
Sbjct: 233 LTEFATQPQFVYTHEWSVRDLVMWDNRSLMHRA 265 
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>gb|ABD16692.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. DcE2.8] 
 gb|ABD16696.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Dp6.5] 
          Length = 153 
 
 Score =  115 bits (288), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 63/157 (40%), Positives = 85/157 (54%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDDTKAEIEDLVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG  +     Y           L+ LV+ HP   R SL +  HA  I  M   E   
Sbjct: 62  SRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHPVHRRKSLYLSSHAGKIVSMSVPEGR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLNEHATQGEFVYVHKWKLHDLVMWDNRQTMHR 153 
 
 
>emb|CBJ38903.1| Alpha-ketoglutarate-dependent 2, 4-dichlorophenoxyacetate 
           dioxygenase (2,4-D dioxygenase) [Ralstonia solanacearum 
           CMR15] 
          Length = 301 
 
 Score =  115 bits (288), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 82/265 (30%), Positives = 123/265 (46%), Gaps = 22/265 (8%) 
 
Query: 12  GATLGATVTGVH-LATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGAIE- 68 
           GA LGA + G++  A L DA  AA+  AWL H  LL+F    L+   Q+ F++RFG ++  
Sbjct: 26  GAPLGAEILGLNDAAGLSDADVAAIRQAWLAHDGLLVFRDVRLAPRAQVDFSQRFGPLQV 85 
 
Query: 69  -------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                       +I+ +SNV  +G      P    D  +       WH+D +Y P  + G 
Sbjct: 86  HVLNQFHLPAHPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYTPRPSLG 134 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A  +P  GG T FA+M  AY+ L    +  +  R A HS VY   +L  +       
Sbjct: 135 SLLLARELPQAGGDTLFANMVRAYETLPAELKRSIEGRRAEHSYVYRYERLRALSTWRPP 194 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
                 D       P+V+ HPETGR +L +       I G+   ES   L  L   + +  
Sbjct: 195 LTQAQRDAVPPVDHPVVRTHPETGRRALFVNEGFTSRILGLPEDESVAVLAQLFAHSIRP 254 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
             ++ H+W  GD++ WDNR  +H A 
Sbjct: 255 DNIYTHRWQPGDMLFWDNRSTVHFA 279 
 
 
>ref|NP_883162.1| putative taurine dioxygenase [Bordetella parapertussis 12822] 
 emb|CAE40240.1| putative taurine dioxygenase [Bordetella parapertussis] 
          Length = 260 
 
 Score =  115 bits (288), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 78/255 (30%), Positives = 115/255 (45%), Gaps = 31/255 (12%) 
 
Query: 44  LLIFPGQHLSNDQQITFAKRFGAIERIGG---------GDIVAISNVKADGTVRQHSPAE 94 
           +L+FPGQ L+  Q I F + FG +ER             +++ ++N   DG          
Sbjct: 1   MLVFPGQDLNAPQLIDFTRHFGDVERNDSVPYYRDPDYPEVLLVTNKPRDGKP------- 53 
 
Query: 95  WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 154 
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               ++       WH+D +Y    A+G+V   +  P VGG T FA+M  AY++L    +  
Sbjct: 54  ----LQTRNTGRNWHSDLSYTDRPAKGSVLMCKEKPPVGGDTMFANMYQAYESLSAPFKR 109 
 
Query: 155 LVHQRSARH--SLVYSQSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLI 211 
            V    A H  SL+    +    Q A        +     P+  P+V++HPETGR  L + 
Sbjct: 110 FVDGLHAVHDISLIKGFDRRDPEQTAA-------LKRRNPPIAHPVVRIHPETGRKCLFV 162 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDF 270 
                   GM   ES   L+ L   A     V+ H+W+  D+V+WDNRC LH A P +D  
Sbjct: 163 SDRVRTFVGMTEEESRPILDFLNRHATSPEFVYRHRWSVNDIVMWDNRCTLHIALPDFDQ 222 
 
Query: 271 KLPRVMWHSRLAGRP 285 
             PR M    + G P 
Sbjct: 223 SKPRHMMRCSMLGEP 237 
 
 
>ref|ZP_03585567.1| taurine dioxygenase [Burkholderia multivorans CGD1] 
 gb|EEE00159.1| taurine dioxygenase [Burkholderia multivorans CGD1] 
          Length = 314 
 
 Score =  115 bits (288), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 90/266 (33%), Positives = 126/266 (47%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           LQ+      +GA ++GV L ATLDDA F A+ AA L+H +L F GQH L +  Q  FA+R 
Sbjct: 23  LQLRQVAGRIGAEISGVRLSATLDDATFDAIQAALLRHKVLFFRGQHHLDDAAQEAFARR 82 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V + DG+       E D        +  WH D T++    + + 
Sbjct: 83  FG--------DTVAHPTVPSVDGSAHL---LELDSAHGARANS--WHTDVTFVDAYPKIS 129 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P VGG T +A+  AAY  L +A R L     A H+  Y  +   HV    +   
Sbjct: 130 ILRAVVIPPVGGDTVWANTAAAYAHLPDALRTLADTLWAVHTNAYDYAST-HVHADETQL 188 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+   +S   L+   +   + 
Sbjct: 189 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRIKGLSTQDSAHLLQVFHEHVTR 248 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GDV +WDNR   H A 
Sbjct: 249 LENTVRWSWQEGDVAIWDNRATQHYA 274 
 
 
>gb|ADC34031.1| TfdA-like protein [uncultured bacterium] 
          Length = 210 
 
 Score =  115 bits (288), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 75/219 (34%), Positives = 107/219 (48%), Gaps = 22/219 (10%) 
 
Query: 56  QQITFAKRFGAIE-------------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 102 
           QQI FA+ FG I              R+   +I  ISN+  D  V   +     D +    
Sbjct: 1   QQIAFARHFGPIHSSAQRARHKSIKHRLASDEIADISNLDGDNKVMDQTARRRLDGL--- 57 
 
Query: 103 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 162 
             N  WH D+++  V    ++  A VVP  GG T FAD+RAAYDAL +A +A +    A  
Sbjct: 58  -ANRLWHTDASFRAVPGALSMLYAHVVPEEGGDTEFADLRAAYDALPDARKAEIDGLIAE 116 
 
Query: 163 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 222 
           HS+ +S+ +L   + +              P R +V+ HP + R +L I  HA  I GM  
Sbjct: 117 HSIWHSRGQLDVTKYSPEELASL----PPVPQR-VVRTHPGSRRKTLYIASHASHIVGMP 171 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
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             +    L  L++ A Q   VHAH+W  GD+V+WDNRC+ 
Sbjct: 172 VPDGRLLLLDLIEHATQPRFVHAHRWRRGDLVIWDNRCV 210 
 
 
>gb|ABD16689.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Ppau3-41] 
          Length = 153 
 
 Score =  115 bits (287), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 65/160 (40%), Positives = 87/160 (54%), Gaps = 11/160 (6%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAAYDALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAYDALDDETKAEIEDLVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 224 
           S+  LG        +  Y  D  A     L+ LV+ HP   R SL +  HA  I  M    
Sbjct: 62  SRGSLG--------FTEYTDDEKAMFKPVLQRLVRTHPVHRRKSLYLSSHAGKIVSMSVP 113 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
           E    L  L + A  A  V+ H+W   D+V+WDNR  +HR 
Sbjct: 114 EGRLLLRDLNEHATNAEFVYVHKWKLHDLVMWDNRQTMHR 153 
 
 
>ref|ZP_01893643.1| Taurine catabolism dioxygenase TauD/TfdA [Marinobacter algicola 
           DG893] 
 gb|EDM48213.1| Taurine catabolism dioxygenase TauD/TfdA [Marinobacter algicola 
           DG893] 
          Length = 290 
 
 Score =  115 bits (287), Expect = 9e-24,   Method: Compositional matrix adjust. 
 Identities = 78/275 (28%), Positives = 128/275 (46%), Gaps = 26/275 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I P     GA +T V L          ++ A+L H +L+   Q L+  +Q+ F +R+G 
Sbjct: 1   MKINPFANDFGAEITDVDLKDPSSEITERIYQAFLDHQMLVIRDQDLNPLEQVAFTERYG 60 
 
Query: 66  AIE-----RIGGGD---IVAISN-VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            +E     +    D   ++ +SN ++ DGT            + V+     WH+DS++   
Sbjct: 61  TLEWQENVKYAHPDHDKVLILSNEIRPDGTA-----------VGVVDAGDFWHSDSSHHE 109 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH---SLVYSQSKLG 173 
              +  V  +   P+ GG T F DM A Y+AL EAT+  +  R   H     +  + K+  
Sbjct: 110 EPVKVTVLMSVRTPSKGGATDFCDMYAVYNALPEATKQKISGRYGIHHASKALNPRVKIS 169 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
             +     +         T  +PLV+ H ETGR +L +  R    I  MD AE++  L+  
Sbjct: 170 ENRPGAKEFYAKQAQERPTVRQPLVRTHDETGRQALYVSPRFTLGIEDMDDAEAQPLLDE 229 
 
Query: 233 LVDWACQAPRV--HAHQWAAGDVVVWDNRCLLHRA 265 
           L  +     R   + H +  GD+V+WDNRC++HRA 
Sbjct: 230 LFSYITDEARKYHYRHYYRTGDLVLWDNRCIVHRA 264 
 
 
>ref|NP_936287.1| taurine catabolism dioxygenase [Vibrio vulnificus YJ016] 
 dbj|BAC96257.1| probable taurine catabolism dioxygenase [Vibrio vulnificus YJ016] 
          Length = 288 
 
 Score =  115 bits (287), Expect = 9e-24,   Method: Compositional matrix adjust. 
 Identities = 78/275 (28%), Positives = 126/275 (45%), Gaps = 27/275 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + + T++ITP   + GA V  V L+ +++  F AL+ A+L + +L F  Q L+ +Q +   
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Sbjct: 4   IERETMKITPLATSFGALVEDVQLSAINERQFEALYHAFLHYKVLFFRDQLLTAEQHLAL 63 
 
Query: 61  AKRFGAIERI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
            +RFG +E I            +V I         R+  P           G   WH D  
Sbjct: 64  GQRFGELEPIHPFFPHLADAPQVVVIE-------TREGLPP----------GESYWHTDL 106 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSK 171 
           T+    ++ A+  A+  P  GG T + DM A + +LD++ +  +    A H+L  +  S+ 
Sbjct: 107 TWKARPSKCALLHAQHCPPSGGDTIWTDMEAVWRSLDDSLKQQLRPLYATHALHAFENSR 166 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
             H  + G +Y+            P+V  HPETG+ +L I       I G++ A+S+  L 
Sbjct: 167 YDHKDEDGESYVVKKSREFPAVHHPVVAQHPETGQETLYINEQFTRCIDGLEKAQSQALL 226 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           E L   A +A      QW A  + +WDNR   H A 
Sbjct: 227 EMLFAMAREAKFQVRFQWQANSLAIWDNRATQHFA 261 
 
 
>ref|YP_002256592.1| alpha-ketoglutarate-dependent taurine dioxygenase protein 
           [Ralstonia solanacearum MolK2] 
 emb|CAQ57055.1| alpha-ketoglutarate-dependent taurine dioxygenase protein 
           [Ralstonia solanacearum MolK2] 
          Length = 281 
 
 Score =  114 bits (286), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 83/266 (31%), Positives = 125/266 (46%), Gaps = 24/266 (9%) 
 
Query: 12  GATLGATVTGVH-LATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGAIE- 68 
           GA LGA + G+   A L DA  A +  AWL H  LL+F    L+   Q+ F++RFG ++  
Sbjct: 6   GAPLGAEILGLSDAAGLSDADVAVIRRAWLAHDGLLVFRDVMLAPRAQVDFSRRFGPLQV 65 
 
Query: 69  -------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                       +I+ +SNV  +G      P    D  +       WH+D +Y P  + G 
Sbjct: 66  HVLNQFHLPDHPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYKPQPSLG 114 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A  +P  GG T FA+M  AY+ L    + ++  R A HS VY   +L  +       
Sbjct: 115 SLLLARELPQAGGDTLFANMVRAYETLPAGLKRIIEGRRAVHSYVYRYERLRALSAWRPP 174 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                 D       P+V+ HPETG+ +L +  G  +H + G+   ES   LE L   + Q 
Sbjct: 175 LTQAQRDAVPPVDHPVVRTHPETGKRALFVNEGFTSHIL-GLPEDESTAVLEQLFAHSIQ 233 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
               + H+W  GD++ WDNR  +H A 
Sbjct: 234 PDNRYTHRWQPGDMLFWDNRSTIHFA 259 
 
 
>ref|ZP_05126397.1| taurine catabolism dioxygenase TauD/TfdA [gamma proteobacterium 
           NOR5-3] 
 gb|EED32944.1| taurine catabolism dioxygenase TauD/TfdA [gamma proteobacterium 
           NOR5-3] 
          Length = 282 
 
 Score =  114 bits (286), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 88/271 (32%), Positives = 123/271 (45%), Gaps = 21/271 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++ + P+G   GATV G+ LA  L      A+ AAWL+H +L FP Q L++D    F    
Sbjct: 2   SIHVEPSGQACGATVRGLDLAQPLSSDTVQAIRAAWLEHHVLAFPEQTLNDDDLERFTGY 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPA-EWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
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           FG       G+   I+ V      R+H  A E     +  +   AWH+D ++      G  
Sbjct: 62  FGPF-----GEDPFIAPVPG----REHVIAVERRAQEQAPLFAEAWHSDWSFQATPPIGT 112 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
                 +P  GG T FA+   A D L  A R  +    A HS     +  G +  A  A  
Sbjct: 113 CLHGITIPPTGGDTLFANQHKALDTLPSALRGRIEGLMAMHSAKVGYAPDG-LYGAADAA 171 
 
Query: 183 IGYGMDTTATP------LRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFLEGLV 234 
               MD   +P        PL++ H ETGR SL   +G +   I GM   E+   L  L  
Sbjct: 172 SDRSMDIRPSPEAQAVQSHPLIRRHSETGRASLYSCLG-YIVGIEGMPDEEAVELLMELY 230 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            W  +   ++ HQW  G +++WDNRCLLHRA 
Sbjct: 231 AWQTREENIYTHQWETGMLIMWDNRCLLHRA 261 
 
 
>ref|XP_002482838.1| alpha-ketoglutarate-dependent taurine dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
 gb|EED18846.1| alpha-ketoglutarate-dependent taurine dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
          Length = 284 
 
 Score =  114 bits (286), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 79/284 (27%), Positives = 123/284 (43%), Gaps = 27/284 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           + + P  A+ GA + G     L      A+ AAW  + +L F G  ++  Q   F+  FG 
Sbjct: 1   MNVIPIQASCGADIIGFDFEHLYPDQVDAVRAAWRDYGVLRFRGYDITTQQHAKFSNLFG 60 
 
Query: 66  AIERIGG--------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHADSTYM 115 
               + G         +I  ISN K DG      P          +GN  + WH DS Y  
Sbjct: 61  HYVPVKGTSIAHHDQKEITVISNAKVDG-----KPVG-------TLGNVDLEWHTDSWYF 108 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                G +  A  +P  GG T + +M A YDAL E TR ++  R  + ++VY    +G V 
Sbjct: 109 DKPPCGQILRALELPRTGGDTYWVNMYAVYDALPEFTRKIIEGRLIQFNIVY--DAVGRV 166 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH---AHAIPGMDAAESERFLEG 232 
           +                   P+V+ +PE+GR ++ IG      + I G+   +S+  LE  
Sbjct: 167 RPGQEKPETDDFRLWKHVRHPIVRTNPESGRKAVYIGYFDSTKNWIVGLPLEQSKAILEE 226 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
           +         V   +W   D+++WDNRC +HR + W+    R+M 
Sbjct: 227 IYSLIDSGKFVFQQKWQPNDIIMWDNRCTMHRRDGWNETDMRIM 270 
 
 
>ref|YP_110835.1| dioxygenase [Burkholderia pseudomallei K96243] 
 ref|ZP_02509390.1| dioxygenase [Burkholderia pseudomallei BCC215] 
 ref|ZP_04896401.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
           52237] 
 emb|CAH38286.1| putative dioxygenase [Burkholderia pseudomallei K96243] 
 gb|EDO93239.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
           52237] 
          Length = 297 
 
 Score =  114 bits (286), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 99/300 (33%), Positives = 138/300 (46%), Gaps = 28/300 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P  A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RF 
Sbjct: 7   LGIRPLSAALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRF 66 
 
Query: 65  G---AIERI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
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           G      R      G  +++ +SNV  DG             +   +    WH D  Y+  
Sbjct: 67  GEPVVYTRACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLA 115 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +     +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H   
Sbjct: 116 CPPAGTLLFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYP 173 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVD 235 
           Q  +            P +P+V+ HPETG  +L IG      I GM+   S+  +  L   
Sbjct: 174 QRPAPPPDQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQGLSDALMAHLHA 232 
 
Query: 236 WACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
            A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 233 IAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 292 
 
 
>gb|ACX54990.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score =  114 bits (286), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 61/98 (62%), Positives = 69/98 (70%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAE+VPA G  T +ADMRAAYDALDEATR L+  + A HSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEIVPASGAPTGWADMRAAYDALDEATRELIADKLAYHSLYYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++   Q  G  Y  YG       LRPLVKVHPET 
Sbjct: 61  GRAGYLPSKQNDGGGYDQYGYHDLEPSLRPLVKVHPET 98 
 
 
>ref|ZP_02894178.1| Taurine dioxygenase [Burkholderia ambifaria IOP40-10] 
 gb|EDT00241.1| Taurine dioxygenase [Burkholderia ambifaria IOP40-10] 
          Length = 318 
 
 Score =  114 bits (286), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 89/266 (33%), Positives = 127/266 (47%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L++      +GA + GV L+ TLDDA F A+ AA L+H +L F  Q HL +  Q  FA+R 
Sbjct: 27  LELRQVAGRIGAEIAGVRLSSTLDDATFDAIQAALLRHKVLFFRNQEHLDDAAQEAFARR 86 
 
Query: 64  FGAIERIGGGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V  ADG+       E D          +WH D T++    + + 
Sbjct: 87  FG--------DTVAHPTVPPADGSAHL---LELDSAHGARAN--SWHTDVTFVDAYPKVS 133 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P  GG T +A+  AAY  L E+ RAL     A H+  Y  +   HV    +   
Sbjct: 134 ILRAVVIPPFGGDTVWANTAAAYAHLPESLRALADTLWALHTNAYDYAST-HVHADDTQL 192 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+ + +S   L+ L +   + 
Sbjct: 193 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRIKGLSSQDSAHLLQVLHEHVTR 252 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W  GDV +WDNR   H A 
Sbjct: 253 LENTVRWRWQQGDVAIWDNRATQHYA 278 
 
 
>ref|ZP_00951769.1| alpha-ketoglutarate-dependent taurine dioxygenase [Oceanicaulis 
           alexandrii HTCC2633] 
 gb|EAP90922.1| alpha-ketoglutarate-dependent taurine dioxygenase [Oceanicaulis 
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           alexandrii HTCC2633] 
          Length = 276 
 
 Score =  114 bits (286), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 84/269 (31%), Positives = 132/269 (49%), Gaps = 20/269 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++TP+G + GA V GV L+  L D+    +HAAWL H +L FP Q L +DQ   F ++F 
Sbjct: 2   IEVTPSGGSCGAEVRGVDLSRPLSDSEIDEIHAAWLDHHVLAFPDQKLDDDQLEAFCQQF 61 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPA---EWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           G       G+    + +      R H  A   E D+   +   +  WH+D +++    +G 
Sbjct: 62  GRF-----GEDPYFNPIPG----RTHIAAVKREADETNPIFAEH--WHSDWSFLAQPPKG 110 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YS-QSKLGHVQQA 178 
            V  +  +P VGG T F++   A++A+ +  RA      A HS V  YS +   G V +  
Sbjct: 111 TVLYSLDIPPVGGDTLFSNQHLAFEAMPDEMRARFADLQAIHSPVMGYSLKGAYGDVSKN 170 
 
Query: 179 GSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
           G+  I    +        PLV  HPETGR  LL G  +     G+D  ++   +  L +W 
Sbjct: 171 GAMDIRPSAEAEHVRFTHPLVPAHPETGRRGLLSGIGYWIGFEGVDDHKALELILELNEW 230 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +   V A +W    +V+WDNR ++H+A 
Sbjct: 231 QSRPEFVFAQKWETDMLVMWDNRSVVHKA 259 
 
 
>ref|YP_004015268.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP79398.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 330 
 
 Score =  114 bits (285), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 97/308 (31%), Positives = 134/308 (43%), Gaps = 41/308 (13%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +T+++ P  A +GA +TGV L   LDDA  AA+  A L    + F  QHL + Q + FA+ 
Sbjct: 7   STIEVIPRNAFVGADITGVDLTRPLDDATVAAIRRAVLTWKAVFFSEQHLDHAQHVAFAR 66 
 
Query: 63  RFGA--------------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMM--KVIVGNM 106 
           RFG               IE  G  +I  I    +        PA  DD++  + I     
Sbjct: 67  RFGTPSATTAVQPRRWRQIE--GYPEIFPIVYKASGSAYPSGRPARPDDVLLSEQIRQET 124 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH D T +      AV  A     +GG T FA+M AAY  L E+ R  V    A H L  
Sbjct: 125 FWHQDGTTLLNPQASAVLRAATAYRLGGDTGFANMAAAYQGLPESLRTFVDGLRAVHRLG 184 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR-HAHAIPGMD 222 
                   +++          D  A P   + P+V+VHPETG  +L + R     I G+  
Sbjct: 185 IRDIPSEDIRK----------DIRAHPRSVIHPVVRVHPETGERALFVNRISTEDIIGLT 234 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF-------KLPRV 275 
             +S+R L+ L D   +        W  GDV  WDNR  LHR  P D        +  R+ 
Sbjct: 235 MRQSQRILDLLFDETEKPEYAVYFHWKPGDVAFWDNRSSLHRG-PADLGKLGHTAETDRL 293 
 
Query: 276 MWHSRLAG 283 
           ++H  L G 
Sbjct: 294 LYHVALLG 301 
 
 
>ref|ZP_02406371.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           DM98] 
          Length = 297 
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 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 99/300 (33%), Positives = 138/300 (46%), Gaps = 28/300 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P  A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RF 
Sbjct: 7   LGIRPLSAALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRF 66 
 
Query: 65  G---AIERI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G      R      G  +++ +SNV  DG             +   +    WH D  Y+  
Sbjct: 67  GEPVVYTRACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLA 115 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +     +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H   
Sbjct: 116 CPPAGTLLFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYP 173 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVD 235 
           Q  +            P +P+V+ HPETG  +L IG      I GM+   S+  +  L   
Sbjct: 174 QRPAPPPDQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQRLSDALMAHLHA 232 
 
Query: 236 WACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
            A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 233 IAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 292 
 
 
>ref|ZP_04881190.1| dioxygenase, TauD/TfdA family [Burkholderia mallei ATCC 10399] 
 ref|ZP_04910487.1| dioxygenase, TauD/TfdA family [Burkholderia mallei FMH] 
 gb|EDK52093.1| dioxygenase, TauD/TfdA family [Burkholderia mallei FMH] 
 gb|EDP85544.1| dioxygenase, TauD/TfdA family [Burkholderia mallei ATCC 10399] 
          Length = 307 
 
 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 99/300 (33%), Positives = 138/300 (46%), Gaps = 28/300 (9%) 
 
Query: 6   LQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P  A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RF 
Sbjct: 17  LGIRPLSAALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRF 76 
 
Query: 65  G---AIERI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G      R      G  +++ +SNV  DG             +   +    WH D  Y+  
Sbjct: 77  GEPVVYTRACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLA 125 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +     +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H   
Sbjct: 126 CPPAGTLLFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYP 183 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVD 235 
           Q  +            P +P+V+ HPETG  +L IG      I GM+   S+  +  L   
Sbjct: 184 QRPAPPPDQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQRLSDALMAHLHA 242 
 
Query: 236 WACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
            A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 243 IAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 302 
 
 
>gb|ADI12795.1| dioxygenase [Streptomyces bingchenggensis BCW-1] 
          Length = 299 
 
 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 87/290 (30%), Positives = 133/290 (45%), Gaps = 30/290 (10%) 
 
Query: 6   LQITPT-GATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHL-SNDQQITFAK 62 
           + +TP  GA LGA V G H+   +D      + AA   H +L+F G    S ++ + F + 
Sbjct: 1   MDVTPIPGAALGAVVHGAHVTDDMDKTQLEEIWAALDAHLVLVFRGHETPSFEEFLAFGR 60 
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Query: 63  RFGAIERIG--------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG I + G          +I+ +SN+  DG       AEW          M WH D ++ 
Sbjct: 61  RFGYIPKTGLTSGAHPDHNEILIVSNLVEDGRKIGVGDAEW----------MGWHTDYSF 110 
 
Query: 115 MPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
            P ++Q     A  VP+ GG  T F DM A Y++L    R  +H   ARH+L     +   
Sbjct: 111 RPRVSQVGFLEAVEVPSSGGGETLFTDMYALYESLSPEERRRLHSYRARHALRTGYEETI 170 
 
Query: 174 HVQQAGSAYIGYGM------DTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAES 226 
             +  G   +G         D T+T + PL+  +P TGR S+ I   +   I  +   +S 
Sbjct: 171 EEELQGEVSLGESTEQIQPEDGTST-IHPLIARNPRTGRQSVYISTLNTKRIVDLAPDDS 229 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
            + L+ L+  A +    +AH W  GD+VVWD    +H  + +D    R+M 
Sbjct: 230 RKLLDELLSHAGKPQHTYAHTWQPGDIVVWDQLGTVHAKQAFDPAERRIM 279 
 
 
>gb|ABD16693.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bradyrhizobium sp. Lppb2] 
          Length = 153 
 
 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 62/157 (39%), Positives = 85/157 (54%), Gaps = 5/157 (3%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++ P+ A+ ++ SA VV   GG T FADMRAA+DALD+ T+A +      HSL+Y 
Sbjct: 2   WHSDSSFRPIPAKFSLLSARVVNPKGGNTEFADMRAAFDALDDDTKAEIEDLVCEHSLMY 61 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+  LG  +     Y           L+ LV+ HP   R SL +  HA  I  M   E   
Sbjct: 62  SRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHPVHRRKSLYLSSHAGKIVSMSVPEGR 116 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             L  L + A Q   V+ H+W   D+V+WDNR  +HR 
Sbjct: 117 LLLRDLNEHATQGEFVYVHKWKLHDLVMWDNRQTMHR 153 
 
 
>ref|YP_105432.1| TauD/TfdA family dioxygenase [Burkholderia mallei ATCC 23344] 
 ref|YP_337565.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1710b] 
 ref|YP_001024592.1| TauD/TfdA family dioxygenase [Burkholderia mallei NCTC 10229] 
 ref|YP_001078924.1| TauD/TfdA family dioxygenase [Burkholderia mallei NCTC 10247] 
 ref|YP_001075173.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1106a] 
 ref|ZP_01765536.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
 ref|ZP_02414882.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
14] 
 ref|ZP_03450025.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 ref|ZP_04521659.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei MSHR346] 
 ref|ZP_00442490.2| dioxygenase, TauD/TfdA family [Burkholderia mallei GB8 horse 4] 
 ref|ZP_04812458.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 ref|ZP_04889852.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1655] 
 ref|ZP_04899361.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
 ref|ZP_04953910.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
 ref|ZP_04967610.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
 ref|ZP_04971897.1| dioxygenase, TauD/TfdA family [Burkholderia mallei 2002721280] 
 gb|AAU47037.1| dioxygenase, TauD/TfdA family [Burkholderia mallei ATCC 23344] 
 gb|ABA51696.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710b] 
 gb|ABN00471.1| dioxygenase, TauD/TfdA family [Burkholderia mallei NCTC 10229] 
 gb|ABN95133.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1106a] 
 gb|ABO02276.1| dioxygenase, TauD/TfdA family [Burkholderia mallei NCTC 10247] 
 gb|EBA49323.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
 gb|EDK82772.1| dioxygenase, TauD/TfdA family [Burkholderia mallei 2002721280] 
 gb|EDO87497.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
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 gb|EDS82373.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
 gb|EDU10836.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1655] 
 gb|EEC37837.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 gb|EEP50573.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei MSHR346] 
 gb|EEP88579.1| dioxygenase, TauD/TfdA family [Burkholderia mallei GB8 horse 4] 
 gb|EES23083.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 gb|EET03432.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
          Length = 297 
 
 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 99/300 (33%), Positives = 138/300 (46%), Gaps = 28/300 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P  A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RF 
Sbjct: 7   LGIRPLSAALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRF 66 
 
Query: 65  G---AIERI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G      R      G  +++ +SNV  DG             +   +    WH D  Y+  
Sbjct: 67  GEPVVYTRACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLA 115 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +     +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H   
Sbjct: 116 CPPAGTLLFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYP 173 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVD 235 
           Q  +            P +P+V+ HPETG  +L IG      I GM+   S+  +  L   
Sbjct: 174 QRPAPPPDQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQRLSDALMAHLHA 232 
 
Query: 236 WACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
            A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 233 IAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 292 
 
 
>ref|ZP_02906934.1| Taurine dioxygenase [Burkholderia ambifaria MEX-5] 
 gb|EDT41955.1| Taurine dioxygenase [Burkholderia ambifaria MEX-5] 
          Length = 318 
 
 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 87/266 (32%), Positives = 126/266 (47%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           LQ+      +GA + GV L++ LDD  F A+HAA L+H +L F  Q HL +  Q  FA+R 
Sbjct: 27  LQLRQVAGRIGAEIAGVRLSSALDDGTFDAIHAALLRHKVLFFRNQEHLDDTAQEAFARR 86 
 
Query: 64  FGAIERIGGGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V   DG+       E D          +WH D T++    + + 
Sbjct: 87  FG--------DTVAHPTVPPVDGSAHL---LELDSAHGARAN--SWHTDVTFVDAYPKVS 133 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P  GG T +A+  AAY  L E+ RAL     A H+  Y  +   HV    +   
Sbjct: 134 ILRAVVIPPFGGDTVWANTAAAYAHLPESLRALADTLWALHTNAYDYAST-HVHADDTQL 192 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+ + +S   ++ L +   + 
Sbjct: 193 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQKIKGLSSQDSAHLMQVLHEHVTR 252 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W  GDV +WDNR   H A 
Sbjct: 253 LENTVRWRWQQGDVAIWDNRATQHYA 278 
 
 
>ref|YP_324822.1| taurine catabolism dioxygenase TauD/TfdA [Anabaena variabilis ATCC 
           29413] 
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 gb|ABA23927.1| Taurine catabolism dioxygenase TauD/TfdA [Anabaena variabilis ATCC 
           29413] 
          Length = 305 
 
 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 81/270 (30%), Positives = 119/270 (44%), Gaps = 18/270 (6%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M      I P    +GA + GV L+T L D   + +  A ++H ++ F GQ++  +QQ+  
Sbjct: 1   MGSQYFDIKPIAGRIGAKIIGVDLSTNLSDEIISDIRKALVKHKVIFFRGQNIDANQQVA 60 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQ--HSPAEWD-DMMKVIVGNMAWHADSTYMP 116 
           FA+RFG +               A  TV     +P   D +  K +     WH D T++  
Sbjct: 61  FARRFGEV-------------TTAHPTVPSLPDNPEVLDLNYGKTVARANNWHTDVTFVD 107 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HV 175 
               G+V  A V+P  GG T +A+   AY+ L    R L  Q  A HS  Y  +     + 
Sbjct: 108 SPPLGSVLRALVIPPSGGDTIWANSVTAYEDLPTHLRNLADQLWAVHSNAYDYAAATVDL 167 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +   AY      T    L P+V+VHPE+G   L IG     I G+   ES+  ++ L   
Sbjct: 168 PEEVRAYRAVFTSTVYETLHPVVRVHPESGERGLFIGGFVRRIRGLSQNESDEIVKLLQA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +  +       +W  GDV  WDNR   H A 
Sbjct: 228 YVTRPENTVRWRWQVGDVAFWDNRATQHYA 257 
 
 
>ref|YP_724557.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
 emb|CAJ91189.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
          Length = 291 
 
 Score =  114 bits (285), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 83/275 (30%), Positives = 122/275 (44%), Gaps = 31/275 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P    LGA ++GV L+  + D  FA + +A   H ++ F  Q L+ DQ   F+ RF 
Sbjct: 7   IDVQPIAGALGAEISGVDLSQPVPDETFAEIRSALHNHQVIFFRDQQLTPDQHKAFSARF 66 
 
Query: 65  GAIERI-------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +  +       G  +I+ +   KA+ T R                  AWH D +Y  + 
Sbjct: 67  GDLLEVPFVRALEGHAEILPVMKGKAEQTKRNFG--------------GAWHTDMSYAEI 112 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              G+   A V+P  GG T +A M  AYDAL +  + ++ +  A HS V S    G V   
Sbjct: 113 PPLGSALYARVIPPYGGDTMWASMYHAYDALSDGLKLVLDKLRAVHSPVRSYGARGAVVN 172 
 
Query: 178 AGSAYIGYGMDT------TATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
            G     + MD        +  L P+V+VHP TGR +L +   +     GM   ES   L 
Sbjct: 173 NGDP--AHKMDVRTDDRANSEVLHPVVRVHPATGRKALYVNSTYTMRFEGMTEEESAPLL 230 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L   A +       +W  G + VWDNRC  H A 
Sbjct: 231 QYLYAHAARPEFTCRFRWTRGALAVWDNRCTQHLA 265 
 
 
>ref|ZP_02269820.2| dioxygenase, TauD/TfdA family [Burkholderia mallei PRL-20] 
 ref|ZP_04915452.1| dioxygenase, TauD/TfdA family [Burkholderia mallei JHU] 
 gb|EDK57398.1| dioxygenase, TauD/TfdA family [Burkholderia mallei JHU] 
 gb|EES42725.1| dioxygenase, TauD/TfdA family [Burkholderia mallei PRL-20] 
          Length = 331 
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 Score =  114 bits (284), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 99/300 (33%), Positives = 138/300 (46%), Gaps = 28/300 (9%) 
 
Query: 6   LQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P  A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RF 
Sbjct: 41  LGIRPLSAALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRF 100 
 
Query: 65  G-------AIERIGG-GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G       A     G  +++ +SNV  DG             +   +    WH D  Y+  
Sbjct: 101 GEPVVYTRACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLA 149 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +     +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H   
Sbjct: 150 CPPAGTLLFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYP 207 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVD 235 
           Q  +            P +P+V+ HPETG  +L IG      I GM+   S+  +  L   
Sbjct: 208 QRPAPPPDQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQRLSDALMAHLHA 266 
 
Query: 236 WACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
            A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 267 IAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 326 
 
 
>ref|YP_775305.1| taurine dioxygenase [Burkholderia ambifaria AMMD] 
 gb|ABI88971.1| Taurine dioxygenase [Burkholderia ambifaria AMMD] 
          Length = 318 
 
 Score =  114 bits (284), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 89/266 (33%), Positives = 126/266 (47%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           LQ+      +GA + GV L+ TLDDA F A+ AA L+H +L F  Q HL +  Q  FA+R 
Sbjct: 27  LQLRQVAGRIGAEIAGVRLSNTLDDATFDAIQAALLRHKVLFFRNQEHLDDAAQEAFARR 86 
 
Query: 64  FGAIERIGGGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V  ADG+ +     E D          +WH D T++    + + 
Sbjct: 87  FG--------DTVAHPTVPPADGSAQL---LELDSAHGARAN--SWHTDVTFVDAYPKVS 133 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P  GG T +A+   AY  L E  RAL     A H+  Y  +   HV    +   
Sbjct: 134 ILRAVVIPPFGGDTVWANTATAYAHLPEPLRALADTLWALHTNAYDYAST-HVHADDTQL 192 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+ + +S   L+ L +   + 
Sbjct: 193 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQKIKGLSSQDSAHLLQVLHEHVTR 252 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W  GDV +WDNR   H A 
Sbjct: 253 LENTVRWRWQQGDVAIWDNRATQHYA 278 
 
 
>ref|YP_003115013.1| Taurine dioxygenase [Catenulispora acidiphila DSM 44928] 
 gb|ACU73172.1| Taurine dioxygenase [Catenulispora acidiphila DSM 44928] 
          Length = 303 
 
 Score =  114 bits (284), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 87/282 (30%), Positives = 124/282 (43%), Gaps = 15/282 (5%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T   I   G  +GA +TGV LA  LD+     + AA L+H  L+F  Q+L ++ Q+ FA  
Sbjct: 6   TDFDIRRIGGRIGAEITGVDLAGNLDEGILKEVKAALLEHKALVFRNQNLDDEGQLRFAS 65 
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Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           +FG +         A   V       Q  P + +     +     WH D T++    + + 
Sbjct: 66  QFGPLTS-------AHPTVPGIAEQPQILPVDSERGAANV-----WHTDVTFVQSPPKAS 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
                V+P  GG T  A+  AAY  L +  R L     A H+  Y  +      +    Y 
Sbjct: 114 TLRGIVIPPYGGNTLIANTAAAYRDLPKPLRDLADTLWAVHTNDYDYAGPKGDDEKRQQY 173 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
               + T      P+V+VHPETG   L IG  A  I G+   ES+  L  L  +  +    
Sbjct: 174 RDVFVSTKYRTAHPVVRVHPETGERGLFIGAFAQTIEGLSTTESKDVLRLLQAYVNRPEN 233 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMWHSRLAG 283 
           V   QW  GDVV++DNR   H A P D+  LPR +    +AG 
Sbjct: 234 VLRVQWNPGDVVIFDNRITQHYA-PDDYDTLPRRLNRVTIAG 274 
 
 
>gb|ACG80560.1| TfdA [uncultured bacterium] 
          Length = 121 
 
 Score =  114 bits (284), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 57/124 (45%), Positives = 73/124 (58%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+  +         HS  YSQ K+G +++  +      M         
Sbjct: 1   TEFCDMRAAYDALDDERKQQFEGLLGTHSYAYSQGKVGGLEEVFTPEARARMVDIE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ HP TGR SL IGRH + + GM   +++  LEGL+ WACQ PRV  HQW  GD+V+ 
Sbjct: 58  PLVRTHPATGRKSLFIGRHVYRVTGMADDDAQAMLEGLIAWACQPPRVFKHQWTVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|ZP_06840735.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
 gb|EFG71455.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
          Length = 298 
 
 Score =  114 bits (284), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 81/273 (29%), Positives = 128/273 (46%), Gaps = 21/273 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P   T+ A + G+ L     D     +  A   + +LIFP Q + + Q + F++  
Sbjct: 2   SLDIEPAHPTIAARIRGLDLRQPFSDEQVDEIGQASAIYPVLIFPNQLIDDAQLMAFSQN 61 
 
Query: 64  FGAIERI-----GGGD------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           FG ++ +        D      +  ISN+  +       PA  D      + +  WH D  
Sbjct: 62  FGPLQPVVSFHTAKADHRLSPMVSDISNLDKNNRT---FPAG-DRRRMNFLSSRRWHTDG 117 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y+P   + ++  A  V  VGG+T FADMRAAYDAL      LV   +  H++++S++   
Sbjct: 118 SYLPTPNRYSMLLAYTVARVGGQTQFADMRAAYDALPAEWLELVEDLTLEHNVMHSRAVA 177 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
           G           +         + LV+ HP +GR SL +  HA  + G    E    L   
Sbjct: 178 GFTDFDEEERRRF-----PATHKKLVRRHPVSGRLSLYLSGHASHVVGWPIPEGLDLLRE 232 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L ++A Q   V+ H+W+  D+V+WDNR L+HRA 
Sbjct: 233 LTEFATQPQFVYTHEWSVRDLVMWDNRSLMHRA 265 
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>ref|YP_884706.1| dioxygenase, TauD/TfdA family protein [Mycobacterium smegmatis str. 
           MC2 155] 
 gb|ABK75785.1| dioxygenase, TauD/TfdA family protein [Mycobacterium smegmatis str. 
           MC2 155] 
          Length = 281 
 
 Score =  114 bits (284), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 95/292 (32%), Positives = 140/292 (47%), Gaps = 29/292 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           + L I    A++GA V G+    L  DD   AA+  A   + +L+F G +L  + Q+ F+ 
Sbjct: 2   SVLTINKLTASVGAEVVGIDSERLATDDGIAAAVLDALEDNGVLVFRGLYLEPEAQVAFS 61 
 
Query: 62  KRFGAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM- 118 
           +R G ++R   G   +  I  +  D T  ++  AE+      +     WH D    P+   
Sbjct: 62  QRLGEVDRSADGHHPVSGIYPITLDQT--KNKAAEY------LKATFDWHIDGC-TPLND 112 
 
Query: 119 ---AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR----HSLVYSQSK 171 
               +  V SA  V A GG T FA+  AAY++LD   +    QR AR    HSL  SQ + 
Sbjct: 113 ECPQKATVLSAIEVAARGGETEFANAYAAYESLDADEK----QRYARLRVVHSLEASQRR 168 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
              V    +A          T   PLV  H   GR SL++G  A  I GMD  E    L+ 
Sbjct: 169 ---VYPDPTAEQRRRWAARPTHENPLVWTH-RNGRKSLVLGASADHIVGMDRDEGRALLD 224 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           GL+       +V++H+W+ GD V+WDN+ +LHRA P++   PR M  + + G 
Sbjct: 225 GLLARTTTPDKVYSHKWSVGDTVIWDNQGVLHRAAPYEPDSPRHMLRTTVLG 276 
 
 
>ref|YP_001584537.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 ref|YP_001948339.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 gb|ABX18245.1| Taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 dbj|BAG45803.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
          Length = 314 
 
 Score =  114 bits (284), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 89/266 (33%), Positives = 125/266 (46%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           LQ+      +GA ++GV L ATLDDA F A+ AA L+H +L F GQH L +  Q  FA+R 
Sbjct: 23  LQLRQVAGRIGAEISGVRLSATLDDATFDAIQAALLRHKVLFFRGQHHLDDAAQEAFARR 82 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V + DG+       E D        +  WH D T++    + + 
Sbjct: 83  FG--------DTVAHPTVPSVDGSAHL---LELDSAHGARANS--WHTDVTFVDAYPKIS 129 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P VGG T +A+  AAY  L +  R L     A H+  Y  +   HV    +   
Sbjct: 130 ILRAVVIPPVGGDTVWANTAAAYAHLPDTLRTLADTLWAVHTNAYDYAST-HVHADETQL 188 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+   +S   L+   +   + 
Sbjct: 189 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRIKGLSTQDSAHLLQVFHEHVTR 248 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GDV +WDNR   H A 
Sbjct: 249 LENTVRWSWQEGDVAIWDNRATQHYA 274 
 
 
>ref|ZP_03569865.1| taurine dioxygenase [Burkholderia multivorans CGD2M] 
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 ref|ZP_03576506.1| taurine dioxygenase [Burkholderia multivorans CGD2] 
 gb|EEE09849.1| taurine dioxygenase [Burkholderia multivorans CGD2] 
 gb|EEE15772.1| taurine dioxygenase [Burkholderia multivorans CGD2M] 
          Length = 314 
 
 Score =  113 bits (283), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 89/266 (33%), Positives = 125/266 (46%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           LQ+      +GA ++GV L ATLDDA F A+ AA L+H +L F GQH L +  Q  FA+R 
Sbjct: 23  LQLRQVAGRIGAEISGVRLSATLDDATFDAIQAALLRHKVLFFRGQHHLDDAAQEAFARR 82 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V + DG+       E D        +  WH D T++    + + 
Sbjct: 83  FG--------DTVAHPTVPSVDGSAHL---LELDSAHGARANS--WHTDVTFVDAYPKIS 129 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P VGG T +A+  AAY  L +  R L     A H+  Y  +   HV    +   
Sbjct: 130 ILRAVVIPPVGGDTVWANTAAAYAHLPDTLRTLADTLWAIHTNAYDYAST-HVHADETQL 188 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+   +S   L+   +   + 
Sbjct: 189 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRIKGLSTQDSAHLLQVFHEHVTR 248 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GDV +WDNR   H A 
Sbjct: 249 LENTVRWSWQEGDVAIWDNRATQHYA 274 
 
 
>ref|ZP_06688428.1| TauD/TfdA family dioxygenase [Achromobacter piechaudii ATCC 43553] 
 gb|EFF74634.1| TauD/TfdA family dioxygenase [Achromobacter piechaudii ATCC 43553] 
          Length = 307 
 
 Score =  113 bits (283), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 90/291 (30%), Positives = 132/291 (45%), Gaps = 20/291 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++ITP     GA VT       + D     L  AW  H++L F G  ++  + I F++R  
Sbjct: 1   MKITPNSTGFGAEVTDCPAGLKMTDDELNELVRAWTDHSILCFRGVDMTPAEHIAFSRRL 60 
 
Query: 65  GAIERI--------GGGDIVAISNV-KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G +  +        G  ++  +SN  KAD +      AE D  ++       +H D     
Sbjct: 61  GELHIMTPLKFNLDGYPEVFVVSNASKADPSKPVAGNAEGDAGLRR--AGEGFHTDGEDK 118 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            +   G+   A  VP   G T F DM AAY+AL +  + L+  R AR    YS+  L    
Sbjct: 119 AIPNTGSFLYARQVPPERGDTLFVDMYAAYEALPQRIKTLIAGRRAR----YSRIDLHAT 174 
 
Query: 176 QQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
                A +    +  A P    PL + HP +GR SL IGR A  + G+   E +  ++ L 
Sbjct: 175 HYPLMAPLT-DEEKLARPDVYHPLARKHPVSGRTSLYIGRWACDVEGLPEDEGQALVKFL 233 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW-DFKLPRVMWHSRLAG 283 
            D+A Q   ++ H+W  GD V+WDNRC  H A  + D K  R M  + L G 
Sbjct: 234 QDFARQPQFIYTHKWNIGDAVLWDNRCTQHCATGFDDTKYVRTMHRTTLEG 284 
 
 
>ref|ZP_06305801.1| Taurine catabolism dioxygenase TauD/TfdA [Raphidiopsis brookii D9] 
 gb|EFA72187.1| Taurine catabolism dioxygenase TauD/TfdA [Raphidiopsis brookii D9] 
          Length = 305 
 
 Score =  113 bits (283), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 81/270 (30%), Positives = 118/270 (43%), Gaps = 18/270 (6%) 
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Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M    L+I P    +GA +  + L   L DA  + +  A +++ ++ F  QHLS + QI  
Sbjct: 1   MTYQYLKIKPIAGRIGAKILEIDLQENLSDAIISEIRRALVEYKVIFFRNQHLSAENQID 60 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHS--PAEWD-DMMKVIVGNMAWHADSTYMP 116 
           FA+RFG I               A  TV   +  P   D D  K       WH D T++  
Sbjct: 61  FARRFGEI-------------TTAHPTVPSLTGHPEILDLDYGKTAARANNWHTDVTFVD 107 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HV 175 
               G++  A  +PA GG T + +   AY  L E  R L  +  A HS  Y  ++   ++ 
Sbjct: 108 RPPLGSILRALEIPAYGGDTIWGNSVTAYRDLPEHLRQLADELWAVHSNAYDYAEAAVNL 167 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +   AY      T    L P+V+VHPE+G   L IG     I G+   ES+  ++ L   
Sbjct: 168 SEDLKAYREVFTSTVYETLHPVVRVHPESGEKGLFIGGFVRQIRGLSTTESDHIIQLLQS 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +  +       +W  GDV  WDNR   H A 
Sbjct: 228 YVTRPENTVRWRWKVGDVAFWDNRATQHYA 257 
 
 
>ref|YP_001564064.1| taurine dioxygenase [Delftia acidovorans SPH-1] 
 gb|ABX35679.1| Taurine dioxygenase [Delftia acidovorans SPH-1] 
          Length = 333 
 
 Score =  113 bits (283), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 91/275 (33%), Positives = 118/275 (42%), Gaps = 28/275 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 60 
           Q  LQI P    +GA V G  L+  L    F  +HAA L+H +L F GQH L++     F 
Sbjct: 35  QQPLQIQPLSGRIGAVVHGARLSGELAAEQFTQIHAALLRHRVLFFRGQHHLTDASHQAF 94 
 
Query: 61  AKRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            + FG IE    +   D  A   + +    R  S                WH D T+    
Sbjct: 95  GRLFGEIESHPTVPAPDGTAFLELNSQHGGRADS----------------WHTDVTFKAA 138 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS------QSK 171 
             +  V  A  +P  GG T +A+  AAY+ L E  R L  Q  A H   Y       Q+  
Sbjct: 139 FPKVCVLRAVTLPGHGGDTVWANTVAAYEGLPEPLRQLAEQLWAVHGNDYDYAENFRQNA 198 
 
Query: 172 LGHVQQAGSA-YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
               + AG A Y       T    +PLV VHPETG  +LL+G  A  I G+ A ES   L 
Sbjct: 199 ASQTETAGRASYRKVFTRKTIESEQPLVHVHPETGEKALLLGHFAKRIKGLRANESTALL 258 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +   +   +       QWA GDV +WDNR   H A 
Sbjct: 259 QLFNERIIRLENTVRWQWAQGDVAIWDNRATQHYA 293 
 
 
>ref|YP_003749822.1| taurine dioxygenase [Ralstonia solanacearum PSI07] 
 emb|CBJ35196.1| Taurine dioxygenase [Ralstonia solanacearum PSI07] 
          Length = 298 
 
 Score =  113 bits (283), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 88/292 (30%), Positives = 137/292 (46%), Gaps = 26/292 (8%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + L I P  A  GA + G+   A +      A+ AAWL+  +L+F GQ L   +Q+ F + 
Sbjct: 5   SILHIRPLTAGFGAEIEGIDTGADMTSDTVRAIRAAWLRFGVLVFGGQTLDPARQVAFTR 64 
 
Query: 63  RFGA------IERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG        E    G  +++ +SNV  DG             +   + +  WH D  + 
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Sbjct: 65  RFGEPLVYTRSENACAGHPEVLVLSNVVVDGKP-----------IGAAISSRYWHTDGHF 113 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +     G +   + VP  GG TCF DM AAY AL    R  ++ R+     V  Q+   H 
Sbjct: 114 LQCPPAGTLLYGKDVPPEGGDTCFVDMAAAYRALPVRLRTEINGRTFLMDRV--QTLPFH 171 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGL 233 
             +  +      +     P +P+V+ HPETG  +L IG      I GM+ + S+  +  L 
Sbjct: 172 YPERPAPPPDQKLRWPDMP-QPVVRTHPETGANALYIGGGVPWRIVGMEPSRSDALMAQL 230 
 
Query: 234 VDWACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG 283 
              A    R  + H+W AGD+++WDNR + HRA  +D  +  R+M+ + +AG 
Sbjct: 231 HAIAFDELRFGYRHRWRAGDLLMWDNRRVAHRATAYDMARYRRLMYRTTIAG 282 
 
 
>ref|YP_001062210.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 668] 
 gb|ABN86056.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 668] 
          Length = 297 
 
 Score =  113 bits (282), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 98/300 (32%), Positives = 138/300 (46%), Gaps = 28/300 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P  A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RF 
Sbjct: 7   LGIRPLSAALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRF 66 
 
Query: 65  G---AIERI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G      R      G  +++ +SNV  DG             +   +    WH D  Y+  
Sbjct: 67  GEPVVYTRACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLA 115 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +     +PAVGG T F +M AAY AL    R  +  R+    +   Q+   H   
Sbjct: 116 CPPAGTLLFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRT--FVMDRLQTLPFHYP 173 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVD 235 
           Q  +            P +P+V+ HPETG  +L IG      I GM+   S+  +  L   
Sbjct: 174 QRPAPPPDQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQRLSDALMAHLHA 232 
 
Query: 236 WACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
            A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 233 IAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 292 
 
 
>ref|YP_003796616.1| taurine dioxygenase, 2-oxoglutarate-dependent [Candidatus 
           Nitrospira defluvii] 
 emb|CBK40690.1| Taurine dioxygenase, 2-oxoglutarate-dependent [Candidatus 
           Nitrospira defluvii] 
          Length = 292 
 
 Score =  113 bits (282), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 80/273 (29%), Positives = 126/273 (46%), Gaps = 19/273 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++    G  LGA VTG++L T L       L   W +H +L+F GQ +++++ + FA+RF 
Sbjct: 2   MRFRKLGGALGAEVTGLNLQTPLGRCEADQLTKEWFRHGVLVFRGQMITDEEHVRFARRF 61 
 
Query: 65  GAIERIGGGD--------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +E     +        I   +N    G +    P++ D+ +K++  N  WH DS+Y   
Sbjct: 62  GRLETFTQPNGIASFVPEIFCSANTDESGRL---LPSD-DERIKMLRLNWLWHIDSSYRA 117 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           +  +G V  A  V   GG T FAD  AA++AL    +  +    A H+  Y       V+ 
Sbjct: 118 MPVKGVVLRALHVAEEGGDTIFADNVAAFEALPGTIKTRIEGLRAIHNFAYL------VR 171 
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Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           Q G       + +      PLV+ H +  R   L   +   I G   A+S   L  L+ W 
Sbjct: 172 QQGGDLRPEEVASLPRAEHPLVRRHADGRRSLYLSPPYMEKIVGWSEADSCALLHELMAW 231 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           A Q   +  H+W   DV++WDN   +H   P+D 
Sbjct: 232 ATQERFLFRHRWQLHDVIMWDNAWTMHCVTPYD 264 
 
 
>gb|ADC33990.1| TfdA-like protein [uncultured bacterium] 
          Length = 208 
 
 Score =  113 bits (282), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 71/219 (32%), Positives = 106/219 (48%), Gaps = 24/219 (10%) 
 
Query: 56  QQITFAKRFGA------------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI- 102 
           QQI FA+RF                R+G   +  ISN+  +G +      + DD  ++   
Sbjct: 1   QQIAFAQRFDGQLHTKTGISALRKNRLGNEALGDISNLDENGEL-----LKSDDRRRMYG 55 
 
Query: 103 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 162 
           +GN  WH D+++     + ++ +A+V+P VG  T FADMRAAYDAL    +A +       
Sbjct: 56  LGNRLWHTDASFQDPPGRYSLLAAKVLPPVGAETEFADMRAAYDALPPDFQAQLEGLRVH 115 
 
Query: 163 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 222 
           HS+ +S+  LG       A      D     + PL++  P + R SL +  HA  I     
Sbjct: 116 HSIAHSRQMLGFEFSEKEA------DLLKGAVHPLIRTLPHSQRKSLYVASHASKIIDRP 169 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             E    L  L++ A Q   V+ HQW  GD+V+WDNRC+ 
Sbjct: 170 VPEGRLLLRELIEHATQPEFVYRHQWRMGDLVIWDNRCV 208 
 
 
>ref|YP_372822.1| taurine dioxygenase [Burkholderia sp. 383] 
 gb|ABB12178.1| Taurine dioxygenase [Burkholderia sp. 383] 
          Length = 317 
 
 Score =  113 bits (282), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 88/266 (33%), Positives = 124/266 (46%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           LQ+      +GA + GV L+ TLDDA F A+ AA L+H +L F GQH L +  Q  FA+R 
Sbjct: 26  LQLRQVAGRIGAEIAGVRLSGTLDDATFDAIQAALLRHKVLFFRGQHHLDDTAQEAFARR 85 
 
Query: 64  FGAIERIGGGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        DIVA   V   DG+       E D          +WH D T++    + + 
Sbjct: 86  FG--------DIVAHPTVPPVDGSAHL---LELDSAHGARAN--SWHTDVTFVDAYPKIS 132 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A  +P  GG T +A+  AAY  L +  RAL     A H+  Y  +   HV    +   
Sbjct: 133 ILRAVAIPPFGGDTVWANTAAAYTHLPDPLRALADTLWALHTNAYDYAST-HVHADDTQL 191 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     + G+ A +S   L+   +   + 
Sbjct: 192 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRLKGLSAQDSAHLLQVFHEHVTR 251 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GDV +WDNR   H A 
Sbjct: 252 LENTVRWNWQEGDVAIWDNRATQHYA 277 
 
 
>emb|CAY27313.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
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 Score =  112 bits (281), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 57/124 (45%), Positives = 75/124 (60%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+  +A +      HS  YSQ K+G +++  +      M         
Sbjct: 1   TEFADMRAAYDALDDQRKAQLEGLLGTHSYAYSQGKVGGLEEVFTPEARARMVDVE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ HP TGR SL IGRH + + GM   +++  LE L+ WACQ PRV  H+W  GD+V+ 
Sbjct: 58  PLVRTHPATGRKSLFIGRHVYRVTGMTDDDAQAMLEELLAWACQPPRVFKHRWTVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|ZP_02459133.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 9] 
 ref|ZP_03793250.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 
9] 
 gb|EEH26296.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 9] 
          Length = 297 
 
 Score =  112 bits (281), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 98/300 (32%), Positives = 138/300 (46%), Gaps = 28/300 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P  A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RF 
Sbjct: 7   LGIGPLSAALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRF 66 
 
Query: 65  G---AIERI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G      R      G  +++ +SNV  DG             +   +    WH D  Y+  
Sbjct: 67  GEPVVYTRACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLA 115 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G +     +PAVGG T F +M +AY AL    R  +  R+     V  Q+   H   
Sbjct: 116 CPPAGTLLFGAEIPAVGGDTHFVNMTSAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYP 173 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVD 235 
           Q  +            P +P+V+ HPETG  +L IG      I GM+   S+  +  L   
Sbjct: 174 QRPAPPPDQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQRLSDALMAHLHA 232 
 
Query: 236 WACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
            A    R  + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 233 IAFDEARFGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 292 
 
 
>ref|YP_001345669.1| hypothetical protein PSPA7_0273 [Pseudomonas aeruginosa PA7] 
 gb|ABR84406.1| hypothetical protein PSPA7_0273 [Pseudomonas aeruginosa PA7] 
          Length = 299 
 
 Score =  112 bits (281), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 85/272 (31%), Positives = 130/272 (47%), Gaps = 20/272 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A    +ITP  A LGA V G+     L      AL  A  +H +L+F  QHL ++Q + F 
Sbjct: 14  AAEAFRITPLQAPLGAEVRGLDARRPLAPEQVLALKQALREHHILVFRQQHLDDEQYLRF 73 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI------VGNMAW--HADS 112 
           A  FG++ +    DI  +S+   DG V         D++KV       +GN A   H D  
Sbjct: 74  ATLFGSVFQ-PPADIPVLSS-GGDGKV--------PDIVKVANTGDGELGNFALPAHIDH 123 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
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            + PV + G+   A  VP+ GG T F ++  AY++LDEATR  +      +   + + +  
Sbjct: 124 QWTPVPSSGSFLYALEVPSSGGETRFTNLARAYESLDEATRREIDGLRLINYNPFIRLRE 183 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLE 231 
           G      + Y    ++       PLV+ HPE+GR  L +  H    IPG D A  +  +  
Sbjct: 184 GGYGGGFATYRTPDIEPIQGSEHPLVRTHPESGRRVLFLSAHTEVEIPGYDPARGQALIG 243 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            L +   +    ++H W+ GD+V WDN+ +LH 
Sbjct: 244 RLREHLARPELSYSHAWSVGDIVWWDNQAVLH 275 
 
 
>ref|ZP_06876180.1| hypothetical protein PaerPAb_01055 [Pseudomonas aeruginosa PAb1] 
          Length = 299 
 
 Score =  112 bits (281), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 84/268 (31%), Positives = 129/268 (48%), Gaps = 20/268 (7%) 
 
Query: 6   LQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +ITP  A LGA V G+     L      AL  A  +H +L+F  QHL ++Q + FA  F 
Sbjct: 18  FRITPLEAPLGAEVRGLDARRPLAPEQVLALKQALREHHILVFRQQHLDDEQYLRFATLF 77 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI------VGNMAW--HADSTYMP 116 
           G++ +    DI  +S+   DG V         D++KV       +GN A   H D  + P 
Sbjct: 78  GSVFQ-PPADIPVLSS-GGDGKV--------PDIVKVANTGDGELGNFALPAHIDHQWTP 127 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V + G++  A  VP+ GG T F ++  AY++LDEATR  +      +   + + + G    
Sbjct: 128 VPSSGSLLYALEVPSSGGETRFTNLARAYESLDEATRREIDGLRLINYNPFIRLREGGYG 187 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
              + Y    ++       PLV+ HPE+GR  L +  H    IPG D A  +  +  L + 
Sbjct: 188 GGFATYRTPDIEPIQGSEHPLVRTHPESGRRVLFLSAHTEVEIPGYDPARGQALIGRLRE 247 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
                   ++H W+ GD+V WDN+ +LH 
Sbjct: 248 HLAHPELSYSHAWSVGDIVWWDNQAVLH 275 
 
 
>ref|NP_248884.1| hypothetical protein PA0194 [Pseudomonas aeruginosa PAO1] 
 ref|ZP_01363101.1| hypothetical protein PaerPA_01000193 [Pseudomonas aeruginosa 
PACS2] 
 ref|YP_002437803.1| hypothetical protein PLES_01951 [Pseudomonas aeruginosa LESB58] 
 ref|ZP_04930891.1| hypothetical protein PACG_03649 [Pseudomonas aeruginosa C3719] 
 ref|ZP_04936625.1| hypothetical protein PA2G_04111 [Pseudomonas aeruginosa 2192] 
 gb|AAG03584.1|AE004457_5 hypothetical protein PA0194 [Pseudomonas aeruginosa PAO1] 
 gb|EAZ55010.1| hypothetical protein PACG_03649 [Pseudomonas aeruginosa C3719] 
 gb|EAZ60744.1| hypothetical protein PA2G_04111 [Pseudomonas aeruginosa 2192] 
 emb|CAW24922.1| hypothetical protein PLES_01951 [Pseudomonas aeruginosa LESB58] 
          Length = 299 
 
 Score =  112 bits (281), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 84/268 (31%), Positives = 129/268 (48%), Gaps = 20/268 (7%) 
 
Query: 6   LQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +ITP  A LGA V G+     L      AL  A  +H +L+F  QHL ++Q + FA  F 
Sbjct: 18  FRITPLEAPLGAEVRGLDARRPLAPEQVLALKQALREHHILVFRQQHLDDEQYLRFATLF 77 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI------VGNMAW--HADSTYMP 116 
           G++ +    DI  +S+   DG V         D++KV       +GN A   H D  + P 
Sbjct: 78  GSVFQ-PPADIPVLSS-GGDGKV--------PDIVKVANTGDGELGNFALPAHIDHQWTP 127 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
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           V + G+   A  VP+ GG T F ++  AY++LDEATR  +      +   + + + G    
Sbjct: 128 VPSSGSFLYALEVPSSGGETRFTNLARAYESLDEATRREIDGLRLINYNPFIRLREGGYG 187 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
              + Y    ++       PLV+ HPE+GR  L +  H    IPG D A  +  +  L + 
Sbjct: 188 GGFATYRTPDIEPIQGSEHPLVRTHPESGRRVLFLSAHTEVEIPGYDPARGQALIGRLRE 247 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
              +    ++H W+ GD+V WDN+ +LH 
Sbjct: 248 HLARPELSYSHAWSVGDIVWWDNQAVLH 275 
 
 
>ref|YP_002260459.1| alpha-ketoglutarate-dependent taurine dioxygenase protein 
           [Ralstonia solanacearum IPO1609] 
 emb|CAQ62397.1| alpha-ketoglutarate-dependent taurine dioxygenase protein 
           [Ralstonia solanacearum IPO1609] 
          Length = 281 
 
 Score =  112 bits (280), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 82/266 (30%), Positives = 124/266 (46%), Gaps = 24/266 (9%) 
 
Query: 12  GATLGATVTGVH-LATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGAIE- 68 
           GA LGA + G+   A L DA  A +  AWL H  LL+F    L+   Q+ F++RFG ++  
Sbjct: 6   GAPLGAEILGLSDAAGLSDADVAVIRRAWLAHDGLLVFRDVMLAPRAQVDFSRRFGPLQV 65 
 
Query: 69  -------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                       +I+ +SNV  +G      P    D  +       WH+D +Y P  + G 
Sbjct: 66  HVLNQFHLPDHPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYKPQPSLG 114 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A  +P  GG T FA+M  AY+ L    + ++  R A HS VY   +L  +       
Sbjct: 115 SLLLARELPQAGGDTLFANMVRAYETLPAGLKRIIEGRRAVHSYVYRYERLRALSAWRPP 174 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                 D       P+V+ HPETG+ +L +  G  +H + G+   ES   LE L   + Q 
Sbjct: 175 LTQAQRDAVPPVDHPVVRTHPETGKRALFVNEGFTSHIL-GLPEDESTAVLEQLFAHSIQ 233 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
               + H+W   D++ WDNR  +H A 
Sbjct: 234 PDNRYTHRWQPSDMLFWDNRSTIHFA 259 
 
 
>gb|EGD03386.1| taurine dioxygenase [Burkholderia sp. TJI49] 
          Length = 314 
 
 Score =  112 bits (280), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 88/266 (33%), Positives = 124/266 (46%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           LQ+      +GA ++GV L ATLDDA F A+ AA L+H +L F GQ HL +  Q  FA+R 
Sbjct: 23  LQLRQVAGRIGAEISGVRLSATLDDATFDAIQAALLRHKVLFFRGQRHLDDAAQEAFARR 82 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V + DG+       E D        +  WH D T++    + + 
Sbjct: 83  FG--------DTVAHPTVPSVDGSAHL---LELDSAHGARANS--WHTDVTFVDAYPKIS 129 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +    V+P VGG T +A+  AAY  L +  R L     A H+  Y  +   HV    +   
Sbjct: 130 ILRGVVIPPVGGDTVWANTAAAYAHLPDTLRTLADTLWAVHTNAYDYAST-HVHADETQL 188 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T+T      P+V+VHPETG  +L++G     I G+   +S   L+   +   + 
Sbjct: 189 KRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRIKGLSTQDSAHLLQVFHEHVTR 248 
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Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GDV +WDNR   H A 
Sbjct: 249 LENTVRWSWQEGDVAIWDNRATQHYA 274 
 
 
>emb|CAY27207.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
 
 Score =  112 bits (280), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 55/124 (44%), Positives = 76/124 (61%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+  +A + +    HS  YSQ K+G +++  +      M         
Sbjct: 1   TEFADMRAAYDALDDERKAQLERLLGTHSYAYSQGKVGGLEEVFTPEARARMIDVE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           P+V++HP TGR SL IGRH + + GM   +++  LE L+ WACQ PR+  H W  GD+V+ 
Sbjct: 58  PIVRIHPATGRKSLFIGRHVYRVTGMTDDDAQAMLEELLAWACQPPRLFKHIWTVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|ZP_00945987.1| TauD / TfdA family dioxygenase [Ralstonia solanacearum UW551] 
 gb|EAP71487.1| TauD / TfdA family dioxygenase [Ralstonia solanacearum UW551] 
          Length = 301 
 
 Score =  112 bits (280), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 82/266 (30%), Positives = 124/266 (46%), Gaps = 24/266 (9%) 
 
Query: 12  GATLGATVTGVH-LATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQITFAKRFGAIE- 68 
           GA LGA + G+   A L DA  A +  AWL H  LL+F    L+   Q+ F++RFG ++  
Sbjct: 26  GAPLGAEILGLSDAAGLSDADVAVIRRAWLAHDGLLVFRDVMLAPRAQVDFSRRFGPLQV 85 
 
Query: 69  -------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                       +I+ +SNV  +G      P    D  +       WH+D +Y P  + G 
Sbjct: 86  HVLNQFHLPDHPEILVVSNVVENG-----KPIGLGDAGR------DWHSDLSYKPQPSLG 134 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A  +P  GG T FA+M  AY+ L    + ++  R A HS VY   +L  +       
Sbjct: 135 SLLLARELPQAGGDTLFANMVRAYETLPAGLKRIIEGRRAVHSYVYRYERLRALSAWRPP 194 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                 D       P+V+ HPETG+ +L +  G  +H + G+   ES   LE L   + Q 
Sbjct: 195 LTQAQRDAVPPVDHPVVRTHPETGKRALFVNEGFTSHIL-GLPEDESTAVLEQLFAHSIQ 253 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
               + H+W   D++ WDNR  +H A 
Sbjct: 254 PDNRYTHRWQPSDMLFWDNRSTIHFA 279 
 
 
>ref|ZP_01039757.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           sp. NAP1] 
 gb|EAQ30228.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           sp. NAP1] 
          Length = 276 
 
 Score =  112 bits (280), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 128/271 (47%), Gaps = 25/271 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
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           + I P+GA  GA V+G+ L+  L+DA  +A+ +AWL+H +L F  Q + +D    F     
Sbjct: 1   MHIEPSGAACGARVSGIDLSVALEDADISAIRSAWLEHKVLAFADQQMDDDALERFTLAM 60 
 
Query: 65  GAI------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G        + I G + +A    +AD T              +   N  WH+D +++    
Sbjct: 61  GGFGEDPFFDPIDGHEHIAAIKREADETS------------TLFAEN--WHSDWSFLRKP 106 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL-GHV 175 
             G    A  +P +GG T F+D  AA+ AL +  +  +   +A HS    Y+   L G   
Sbjct: 107 PSGTCLMAVEIPPIGGDTLFSDQVAAFAALPDKRKDELRAMTAVHSASRGYAPDGLYGDN 166 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
            +  S  I  G    A    PLVK+HPETG  +L     +   I GMD  ++ + +  L  
Sbjct: 167 DKGRSMSIRPGEAALARQSHPLVKLHPETGEEALFCSISYTVGIEGMDDMDAFQLIIELH 226 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            W  Q   V+ H+W  G +V+WDNR + H+A 
Sbjct: 227 QWCEQDRFVYRHKWQPGMLVIWDNRSVNHKA 257 
 
 
>ref|ZP_05002612.1| taurine dioxygenase [Streptomyces sp. Mg1] 
 gb|EDX27123.1| taurine dioxygenase [Streptomyces sp. Mg1] 
          Length = 304 
 
 Score =  112 bits (280), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 80/269 (29%), Positives = 125/269 (46%), Gaps = 26/269 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +T  I   G  +GA VTGV L A L D+ F  ++ A+L+H +L F  Q ++++QQ+ FA  
Sbjct: 19  STFDIRKIGGRIGAEVTGVDLSAGLSDSVFGQINEAFLEHKVLFFRNQDITDEQQLAFAG 78 
 
Query: 63  RFGAIER----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           RFG + R    +   D  A   +  DG  ++                  WH D ++     
Sbjct: 79  RFGPLTRKHPMMRAVDTAAPHVLAVDGEDQRAD---------------HWHTDISFTTAP 123 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-- 176 
           + G    + V+P  GG T  A+  A Y  L    R +  +  A H+    Q +LG  +   
Sbjct: 124 SLGTTLRSVVLPPYGGDTLVANAAAGYRDLPAELRKIADRLWAVHTNHAEQPRLGTERGD 183 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           +   A++    +T      P+V+VHPE+G PSL +G  A  + GM+  ES   ++ L  + 
Sbjct: 184 KVREAFLSRRFETA----HPVVRVHPESGEPSLFLGGFAQWLVGMEVRESRPIIDVLQSY 239 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +        W  GDV+V+DNR   H A 
Sbjct: 240 VRRPENTARWTWRPGDVLVFDNRSTQHYA 268 
 
 
>ref|YP_002765055.1| dioxygenase [Rhodococcus erythropolis PR4] 
 dbj|BAH32316.1| putative dioxygenase [Rhodococcus erythropolis PR4] 
          Length = 331 
 
 Score =  112 bits (279), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 83/267 (31%), Positives = 123/267 (46%), Gaps = 27/267 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           +TP GA +GA + G+ L   LD A  + +  A L+H ++ F GQ HL ND Q  FA+  G 
Sbjct: 28  VTPLGAHIGARIDGITLGEHLDPATISLIRQALLEHKVIFFRGQNHLDNDSQYEFAQLLG 87 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHS----PAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                        +   A  TV+ H     P +  D+ K      +WH D T++  + +  
Sbjct: 88  -------------TPTTAHPTVKSHGAKVLPID-SDLGKA----NSWHTDVTFVDRIPKA 129 
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Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY---SQSKLGHVQQA 178 
           ++  A  +P  GG T +A   AAY+ L +  +AL     ARH+ VY   + S     +   
Sbjct: 130 SILRAVQLPEYGGSTTWASGVAAYNGLPDPLKALAENLWARHTNVYDYAATSAERLTEDR 189 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
            +AY      T      P+V+VHPETG  +L++G       G+   +S    + L D A  
Sbjct: 190 TAAYREEFQSTYFETEHPVVRVHPETGERTLVLGHFVKNFVGLSTEQSNGVFKLLQDHAI 249 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +        W AGDV +WDNR   H A 
Sbjct: 250 KLEYTTRWNWEAGDVAIWDNRATQHYA 276 
 
 
>ref|ZP_06411827.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC85375.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 315 
 
 Score =  112 bits (279), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 84/271 (30%), Positives = 128/271 (47%), Gaps = 24/271 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
            +I P    +GA + G+ + TLDD   AA+ AAWL + ++ FPGQHL+  + + FA+RFG 
Sbjct: 32  FEIVPLSGNIGAEIRGLDVRTLDDREVAAVRAAWLHYKVVFFPGQHLTPAEHLAFARRFG 91 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA----WHADSTYMPVMAQG 121 
             E   G  ++   + + +     +S A         VG ++    WH D T++     G 
Sbjct: 92  --EPTEGHPVIPGLDGQPEVFEIDYSKARELAAAYGRVGTVSRGLDWHTDVTFVKRPPLG 149 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A VVP  GG T F++  AA+ AL  A +  +   +A H         G  Q  G   
Sbjct: 150 SILRAVVVPPAGGDTLFSNQEAAFAALSPALQEFLGTLTAVHD--------GEAQFKGIL 201 
 
Query: 182 -YIGYGMDTTATPLR------PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEG 232 
             +G G     T +R      P+V+ HPETG+ SL +  G  +H I  +D AES+  L   
Sbjct: 202 DLVGEGRWEGETFVRLEPAAHPVVRTHPETGKKSLFVNPGFTSH-IAELDRAESDALLAF 260 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
           L   + +      + W  G +  WDNR   H 
Sbjct: 261 LYQHSVRPEFTVRYHWQEGTIGFWDNRATQH 291 
 
 
>gb|ACX54980.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 97 
 
 Score =  112 bits (279), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 59/97 (60%), Positives = 71/97 (73%), Gaps = 2/97 (2%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVF+AE+VPAVG  T +ADMRAAY+ALDE TR LV   SA HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFTAEIVPAVGAATGWADMRAAYEALDEDTRTLVQGLSAYHSLYYSQ 60 
 
Query: 170 SKLGHV--QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
           ++ G++  +    +Y GYG       LRPLVKVHPET 
Sbjct: 61  ARAGYMPSKNEKGSYGGYGYHDGEPSLRPLVKVHPET 97 
 
 
>gb|ACG80550.1| TfdA [uncultured bacterium] 
          Length = 121 
 
 Score =  112 bits (279), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 54/124 (43%), Positives = 76/124 (61%), Gaps = 3/124 (2%) 
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Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+  +  +      HS  YSQ K+G +++  +      M         
Sbjct: 1   TEFGDMRAAYDALDDERKQQLEGLLGTHSYAYSQGKVGGLEEVFTPEARARMVDVE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           P+V+ HP+TGR SL IGRH + + GMD  +++  LE L+ WAC+ PR+  H+WA GD+V+ 
Sbjct: 58  PIVRTHPQTGRKSLFIGRHVYRVTGMDDDDAQAMLEELLAWACRPPRLFKHKWAVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|ZP_01986043.1| alpha-ketoglutarate-dependent taurine dioxygenase [Vibrio harveyi 
           HY01] 
 gb|EDL69311.1| alpha-ketoglutarate-dependent taurine dioxygenase [Vibrio harveyi 
           HY01] 
          Length = 271 
 
 Score =  112 bits (279), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 74/264 (28%), Positives = 122/264 (46%), Gaps = 15/264 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I P    +GA + G+ LA  +     A++ A +++ ++ F GQ +S +QQ+  A+ FG 
Sbjct: 2   IEIEPITPHIGARIHGIGLANCNAENLEAIYQALIEYQVIFFDGQTMSPEQQLELAQYFG 61 
 
Query: 66  AIE--RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            +E       ++V+   V    T + ++P E             WH D T+    ++GA+ 
Sbjct: 62  ELEPAHPFFPNVVSSPQVSIIETTKGNAPLE-----------SYWHTDLTWREQPSKGAI 110 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A+ VP  GG T +  M A +DALD   +  + Q SA HSL   +       +    +  
Sbjct: 111 LHAQHVPNTGGDTIWVSMTAVFDALDNTMKTKLRQLSATHSLTAFEEVAEEDIELDWHHR 170 
 
Query: 184 GYGMDTTATP-LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAP 241 
              +     P + P++K+HPETG+ +L I       I  +   E ++ L  L   A Q   
Sbjct: 171 LLEVSHQHPPVVHPVIKIHPETGKETLFINEQFTRHINEVGHTEGKQLLNELFTIARQPE 230 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
                +W  G V +WDNRC  H A 
Sbjct: 231 YQVRFKWQPGSVAIWDNRCTQHYA 254 
 
 
>ref|YP_001508977.1| taurine dioxygenase [Frankia sp. EAN1pec] 
 gb|ABW14071.1| Taurine dioxygenase [Frankia sp. EAN1pec] 
          Length = 282 
 
 Score =  112 bits (279), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 86/292 (29%), Positives = 127/292 (43%), Gaps = 26/292 (8%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M  TTL + P    +GAT +GV L   LD     A+  A L H ++ F  Q L+ DQ    
Sbjct: 1   MPTTTLDVQPVTPVVGATTSGVDLREPLDLDTVQAIRQALLDHGVIFFHDQELTRDQMRA 60 
 
Query: 60  FAKRFGAI--ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
               FG    E    G+              +  P    D          WH D+TY+   
Sbjct: 61  LVAHFGTPIPEPFSAGN--------------EPDPLTEGDFQTAKRATSVWHTDTTYVTE 106 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                   A  +P VGG TC+++M AAY+ L    R ++   +A HS+     ++G   + 
Sbjct: 107 PPSLTALRAISLPPVGGDTCWSNMYAAYNTLSAPLRGMLDGLTAVHSVYPVIQRMGTAGK 166 
 
Query: 178 AGSAY--IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
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           A + +    +G +     + P+++VHPET R +L +       I  +  AES   L  L  
Sbjct: 167 AHADHSAPAHGFEN----VHPVIRVHPETERKALFVNEAWTTRIVELQPAESAHLLALLF 222 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           +          ++WA  D+ +WDNR + H A P D+  PRVM    LAG RP 
Sbjct: 223 EHVKSPDFTMRYRWAPNDLAIWDNRAVQHYAVP-DYDTPRVMQRVVLAGDRP 273 
 
 
>ref|ZP_02190257.1| Alpha-ketoglutarate-dependent taurine dioxygenase [alpha 
           proteobacterium BAL199] 
 gb|EDP62980.1| Alpha-ketoglutarate-dependent taurine dioxygenase [alpha 
           proteobacterium BAL199] 
          Length = 279 
 
 Score =  111 bits (278), Expect = 9e-23,   Method: Compositional matrix adjust. 
 Identities = 88/285 (30%), Positives = 120/285 (42%), Gaps = 12/285 (4%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           MA TTL + P    +GA V GV L+  L DA   A+  A L H ++ F  Q L+ +Q +  
Sbjct: 1   MAATTLTVKPVAGAIGAEVGGVDLSQKLSDAMVGAIRKALLDHLVIFFRDQELTPEQLMA 60 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           F+ RFG          VA   VK      + +P    +  +   G + WH+D+ Y  V   
Sbjct: 61  FSLRFG--------QPVAYPFVKGLDGFPEITPILKREEDRSNFGGL-WHSDTVYQQVPP 111 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G +  A  VP  GG T FA+   AY+ L E  R  +   +A H      ++         
Sbjct: 112 MGTILYALEVPPYGGDTEFANQYIAYETLSEPLRNFLGGLTAVHISGKGTAQKTRTDMMK 171 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC 238 
            + +G   D   +   P V+ HPETGR  L +   H     GM   ES   LE L      
Sbjct: 172 HSSVGLKGDELVS-RHPAVRTHPETGRKVLYVNVAHTTHFEGMTEDESAPILEFLFRHQI 230 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           ++      QW  G V  WDNRC  H          R+M    LAG 
Sbjct: 231 KSELTCRFQWTKGAVAFWDNRCTQHNPINDYHGFRRMMHRVTLAG 275 
 
 
>gb|ACX54973.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54975.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54977.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54978.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54991.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54992.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX55000.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score =  111 bits (278), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 59/98 (60%), Positives = 69/98 (70%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSAE+VPA G  T +ADMRAAYD LDEATR L+  + A HSL YSQ 
Sbjct: 1   ADSTYMPMQAKGAVFSAEIVPAEGAATGWADMRAAYDDLDEATRELLADKVAYHSLYYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++   Q+ G  Y  YG       LRPLVKVHPET 
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Sbjct: 61  GRAGYLPSKQKEGGGYDQYGYHDMEPSLRPLVKVHPET 98 
 
 
>ref|YP_788350.1| hypothetical protein PA14_02435 [Pseudomonas aeruginosa UCBPP-PA14] 
 gb|ABJ15642.1| hypothetical protein PA14_02435 [Pseudomonas aeruginosa UCBPP-PA14] 
          Length = 299 
 
 Score =  111 bits (278), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 83/268 (30%), Positives = 130/268 (48%), Gaps = 20/268 (7%) 
 
Query: 6   LQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +ITP  A LGA V G+     L      AL  A  +H +L+F  QHL ++Q + FA  F 
Sbjct: 18  FRITPLEAPLGAEVRGLDARRPLAPEQVLALKQALREHHILVFRQQHLDDEQYLRFATLF 77 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI------VGNMAW--HADSTYMP 116 
           G++ +    DI  +S+   DG V         +++KV       +GN A   H D  + P 
Sbjct: 78  GSVFQ-PPADIPVLSS-GGDGKV--------PEIVKVANTGDGELGNFALPAHIDHQWTP 127 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V + G++  A  VP+ GG T F ++  AY++LDEATR  +      +   + + + G    
Sbjct: 128 VPSSGSLLYALEVPSSGGETRFTNLARAYESLDEATRREIDGLRLINYNPFIRLREGGYG 187 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
              + Y    ++       PLV+ HPE+GR  L +  H    IPG D A  +  +  L + 
Sbjct: 188 GGFATYRTPDIEPIQGSEHPLVRTHPESGRRVLFLSAHTEVEIPGYDPARGQALIGRLRE 247 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
              +    ++H W+ GD+V WDN+ +LH 
Sbjct: 248 HLARPELSYSHAWSVGDIVWWDNQAVLH 275 
 
 
>emb|CAY27218.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
 
 Score =  111 bits (278), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 56/124 (45%), Positives = 74/124 (59%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+  +A +      HS  YSQ K+G +++  +      M         
Sbjct: 1   TEFGDMRAAYDALDDQRKAQLEGLLGTHSYAYSQGKVGGLEEVFTPEARARMVDVE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ HP TGR SL IGRH + + GM   +++  LE L+ WACQ PRV  H+W  GD+V+ 
Sbjct: 58  PLVRTHPATGRKSLFIGRHVYRVTGMTDDDAQAMLEELLAWACQPPRVFKHRWTVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|ZP_01101038.1| alpha-ketoglutarate-dependent taurine dioxygenase [Congregibacter 
           litoralis KT71] 
 gb|EAQ99139.1| alpha-ketoglutarate-dependent taurine dioxygenase [Congregibacter 
           litoralis KT71] 
          Length = 281 
 
 Score =  111 bits (278), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 85/270 (31%), Positives = 120/270 (44%), Gaps = 19/270 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +  + P+G   GA VTG+ L+  LD     AL  AWL+H +L FP Q +S+D    F +  
Sbjct: 2   SFNVEPSGQACGARVTGLDLSKNLDADTVRALRGAWLEHHVLAFPDQSISDDDLERFTQY 61 
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Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPA-EWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG       G+   I+ +      R+H  A E        +   AWH+D ++      G  
Sbjct: 62  FGPF-----GEDPFIAPIPG----REHVIAVERRAQETSPIFAEAWHSDWSFQATPPIGT 112 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA- 181 
                 +P  GG T FA+   A D L    R  +    A HS     +  G    A +A  
Sbjct: 113 CLHGVTIPPTGGDTLFANQHKALDTLPGDLRQRIEGCMAMHSAKAGYAPDGMYGDADAAG 172 
 
Query: 182 ----YIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFLEGLVD 235 
                I    D  A    PL++ H ETGR SL   +G +   I GM   E+   L  L   
Sbjct: 173 DRSMDIRPSPDAKAVQTHPLIRRHGETGRASLYSCLG-YIVGIEGMPDDEAIELLMELYG 231 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           W  +   ++ H+W  G +++WDNRCLLHRA 
Sbjct: 232 WQTREENIYTHEWEEGMLIMWDNRCLLHRA 261 
 
 
>ref|YP_001859330.1| taurine dioxygenase [Burkholderia phymatum STM815] 
 gb|ACC72284.1| Taurine dioxygenase [Burkholderia phymatum STM815] 
          Length = 316 
 
 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 87/270 (32%), Positives = 125/270 (46%), Gaps = 20/270 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQIT 59 
           A  TL +      +GA + G+ L+ ++    F A+HAA L+H +L F GQ HL +  Q   
Sbjct: 21  APETLDVRRVAGRIGAEIRGIELSGSIGAPTFDAIHAALLKHKVLFFRGQQHLDDAAQEA 80 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           FA+RFG        + VA   V + DG+       E D          +WH D T++    
Sbjct: 81  FARRFG--------ETVAHPTVPSVDGS---RHLLELDSQHGARAN--SWHTDVTFVDAY 127 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            + ++  A V+P  GG T +A+  AAY+ L E  R L     A H+  Y  +   HV    
Sbjct: 128 PKISILRAVVIPPFGGDTVWANTAAAYEHLPEPLRRLADTLWALHTNAYDYAS-SHVDAD 186 
 
Query: 179 GSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
           G     Y    T+T      P+V+VHPETG  SL++G     + G+ A+ES   L+   D 
Sbjct: 187 GEQLKRYREVFTSTVYETEHPVVRVHPETGERSLVLGHFVQRLKGLSASESAHLLQVFHD 246 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +        W  GDV +WDNR   H A 
Sbjct: 247 HVTRLENTVRWSWTQGDVAIWDNRATQHYA 276 
 
 
>ref|YP_001505084.1| taurine dioxygenase [Frankia sp. EAN1pec] 
 gb|ABW10178.1| Taurine dioxygenase [Frankia sp. EAN1pec] 
          Length = 309 
 
 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 87/292 (29%), Positives = 123/292 (42%), Gaps = 23/292 (7%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           QT + + P     GA + GV L   LDDA  A + +A L   ++ F  Q+L + QQ+ F  
Sbjct: 8   QTLIDVRPLSGYTGAEIHGVDLREELDDATIAEIRSALLTWKVVFFRDQNLDHAQQVAFG 67 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           +RFG +      +            +     +E     KV   N  WH D T +     G 
Sbjct: 68  RRFGKLTPAHPHETAPPEGFPEILPIDSRRYSEIIGKRKVTYDN-GWHTDVTALVNPPAG 126 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A++VP  GG T + ++ AAY AL E  R L     ARHS        G         
Sbjct: 127 SILRADIVPPYGGDTAWTNLVAAYQALPEPLRTLADSLRARHSFNLQIFDGGE------- 179 
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Query: 182 YIGYGMDTTATPL---RPLVKVHPETGRPSLLIGRHAHA----IPGMDAAESERFLEGLV 234 
              YG    + PL    P+V+VHPETG  +L +     A    I G+ A +S R LE    
Sbjct: 180 ---YGKRIASNPLVAIHPVVRVHPETGERALFVSPSFTARDNEIIGLSARQSHRVLELFY 236 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
           +   +       +W  GD+  WDNR   H   P D       RV++   L G 
Sbjct: 237 EQIARPEFTVRFKWNPGDIAFWDNRATAHLG-PSDLGHLDFDRVLYRVTLEG 287 
 
 
>ref|ZP_06054723.1| taurine dioxygenase [alpha proteobacterium HIMB114] 
 gb|EEY74492.1| taurine dioxygenase [alpha proteobacterium HIMB114] 
          Length = 283 
 
 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 81/298 (27%), Positives = 139/298 (46%), Gaps = 39/298 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I  +G  LGA V G+ L+  L       ++ AW ++ +L+F  Q+L++   I F+K F 
Sbjct: 1   MEIIKSGLALGAEVKGMDLSKDLSSNEVDQINKAWDENLVLVFKNQNLTDPDLIKFSKNF 60 
 
Query: 65  GAIERIGGG-----------DIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHAD 111 
           G ++                +I  ISNVK +G                I+G+    WH+D 
Sbjct: 61  GNLDHPAPNPFGINFSPEYPEINVISNVKKEGKPTG------------ILGDGEATWHSD 108 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y  V  +  +  +  VP   G T FA+M AAY+ + +  +  +  +   H   ++    
Sbjct: 109 MSYQDVPPKAGILYSLEVPKDQGDTHFANMIAAYEDMPDDLKNRIEGKILIHDSAHNS-- 166 
 
Query: 172 LGHVQQAGSAYIGYG--MDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAES 226 
                 AG    GY    D + TP    P+V   P TG+ +L IGR  HA + G++ +ES 
Sbjct: 167 ------AGQLRKGYEEVSDPSKTPGAKHPIVFKDPNTGKKALFIGRRPHAYVIGLELSES 220 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           E+ L+ +   A Q       +W A ++++W N  +LH+ + +D    RVM  +++ G  
Sbjct: 221 EKLLDDIWAHATQKKYTWTQRWQANELLMWKNLFVLHKRDAFDPNTRRVMHRTQVTGE 278 
 
 
>ref|ZP_02196896.1| Probable taurine catabolism dioxygenase [Vibrio sp. AND4] 
 gb|EDP58013.1| Probable taurine catabolism dioxygenase [Vibrio sp. AND4] 
          Length = 271 
 
 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 79/269 (29%), Positives = 120/269 (44%), Gaps = 25/269 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I      +GA + GV L+T        ++ A + H ++ F  Q +S DQQ+  AK FG 
Sbjct: 2   IEIEKITPNIGACIHGVDLSTCKTEDLKKVYQALIDHQVVFFDNQRISPDQQLNLAKFFG 61 
 
Query: 66  AIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +E       R+     V+I       T + ++P E             WH D T+     
Sbjct: 62  ELEPAHPFFPRVESTPQVSIIE-----TTKGNAPLE-----------SYWHTDLTWRENP 105 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           ++GA+  A+ VP  GG T +  M + +DALD+A +  +   SA HSL   +     V +  
Sbjct: 106 SKGAILHAKHVPDAGGDTIWVSMTSVFDALDDAIKMKLRNLSATHSLTAFEDVDEEVIEL 165 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDW 236 
              +    +     P + P+VKVHPETG+ +L I       I  M  AE  R L+ L    
Sbjct: 166 DWHHRLREVSHQQRPVIHPVVKVHPETGKETLFINEQFTRCINEMRHAEGSRLLKELFAV 225 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           A Q       +W  G + +WDNR   H A 
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Sbjct: 226 ARQPEHQVRFKWQKGSLAIWDNRTTQHYA 254 
 
 
>ref|YP_002233739.1| putative taurine dioxygenase [Burkholderia cenocepacia J2315] 
 emb|CAR54979.1| putative taurine dioxygenase [Burkholderia cenocepacia J2315] 
          Length = 317 
 
 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 89/270 (32%), Positives = 126/270 (46%), Gaps = 20/270 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQIT 59 
           A   LQ+      +GA +  V L ATLDDA F A+ AA L+H +L F GQH L +  Q   
Sbjct: 22  AAVPLQLRQVAGRIGAEIADVRLSATLDDATFDAIQAALLRHKVLFFRGQHHLDDTAQEA 81 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           FA+RFG        D VA   V + DG+    +  E D        +  WH D T++    
Sbjct: 82  FARRFG--------DTVAHPTVPSVDGSA---ALLELDSAHGARANS--WHTDVTFVDAY 128 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            + ++  A V+P  GG T +A+  AAY  L +  RAL     A H+  Y  +   HV    
Sbjct: 129 PKISILRAVVIPPFGGDTVWANTAAAYAHLPDPLRALADTLWALHTNAYDYAST-HVHAD 187 
 
Query: 179 GSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +    Y    T+T      P+V+VHPETG  +L++G     + G+ A +S   L+   + 
Sbjct: 188 DAQLKRYREVFTSTVYETEHPVVRVHPETGERTLVLGHFVQRLKGLSAQDSAHLLQVFHE 247 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +        W  GDV +WDNR   H A 
Sbjct: 248 HVTRLENTVRWNWREGDVAIWDNRATQHYA 277 
 
 
>ref|ZP_08205418.1| Taurine dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
 gb|EGD54686.1| Taurine dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
          Length = 289 
 
 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 90/290 (31%), Positives = 134/290 (46%), Gaps = 25/290 (8%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           +QT L +   G  +GA V+GV +A+ DDA  A + +A + H +LI   QHL + + I FA 
Sbjct: 10  SQTGLTVELLGPHIGAEVSGVDIASADDARIADIRSALVDHKVLILRNQHLDDAEHIRFA 69 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM-AWHADSTYMPVMAQ 120 
           +R         GD+     V   G V    P E   +     G    WH D T+M      
Sbjct: 70  RRL--------GDVTFGHPVWDSGDV----PDEVYSLDSTADGFADTWHTDVTFMARPPA 117 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--- 177 
            ++    ++P+VGG T +AD  AAY +L    + L  +  A H       + G+  +    
Sbjct: 118 ASILRPVILPSVGGDTNWADGEAAYASLSAPLQRLADELVAVHD---GNREFGYYLRHRR 174 
 
Query: 178 --AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGL 233 
              G+ + G  +   A    P+V+VHPE+GR +L +  G  +H I G+  AES   L+   
Sbjct: 175 GGEGNRWDGERVTELAPVRHPVVRVHPESGRRTLFVNPGFTSH-IEGVSDAESRGLLDAF 233 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                +   +  H+W  GDVV+WDNR   H A   D+   R M    L G 
Sbjct: 234 YAHLTKPEHIVRHRWRLGDVVLWDNRSTAHYANR-DYTERRRMHRVTLRG 282 
 
 
>ref|YP_001810606.1| taurine dioxygenase [Burkholderia ambifaria MC40-6] 
 gb|ACB66390.1| Taurine dioxygenase [Burkholderia ambifaria MC40-6] 
          Length = 317 
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 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 87/266 (32%), Positives = 125/266 (46%), Gaps = 20/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L++      +GA + GV L+ TLDDA F A+ AA L+H +L F  Q HL +  Q  FA+R 
Sbjct: 26  LELRQVAGRIGAEIAGVRLSSTLDDATFDAIQAALLRHKVLFFRNQEHLDDAAQEAFARR 85 
 
Query: 64  FGAIERIGGGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D VA   V  ADG+       E D          +WH D T++    + + 
Sbjct: 86  FG--------DTVAHPTVPPADGSAHL---LELDSAHGARAN--SWHTDVTFVDAYPKVS 132 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A V+P  GG T +A+   AY  L E  RAL     A H+  Y  +   HV    +   
Sbjct: 133 ILRAVVIPPFGGDTVWANTATAYAHLPEPLRALADTLWALHTNAYDYAST-HVHADDTQL 191 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    T++      P+V+VHPETG  +L++G     I G+ + +S   L+ L +   + 
Sbjct: 192 KRYREVFTSSVYETEHPVVRVHPETGERTLVLGHFVQKIKGLSSQDSAHLLQVLHEHVTR 251 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W  GDV +WDNR   H A 
Sbjct: 252 LENTVRWRWQQGDVAIWDNRATQHYA 277 
 
 
>ref|ZP_05069657.1| alpha-ketoglutarate-dependent taurine dioxygenase [Candidatus 
           Pelagibacter sp. HTCC7211] 
 gb|EDZ60656.1| alpha-ketoglutarate-dependent taurine dioxygenase [Candidatus 
           Pelagibacter sp. HTCC7211] 
          Length = 277 
 
 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 71/293 (24%), Positives = 137/293 (46%), Gaps = 29/293 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           + +      LGA ++G+ L    D  F  ++   L+H ++ F  Q ++N+QQI  A +FG 
Sbjct: 1   MNVKLLSGALGAEISGIDLTDTSDQNFKKINDLLLEHKVIFFRDQPITNEQQIALAAKFG 60 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-------WHADSTYMPVM 118 
            +E          ++    G ++ H      +++++I G          WH+D +Y     
Sbjct: 61  PLE----------THAYVKG-LKDHP-----EIVRIIKGKEEKNQWGENWHSDVSYNSKP 104 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-Q 177 
            +  +  +  +P VGG TCF++M  A++ LD   ++ +  + A HS + ++  + + +   
Sbjct: 105 TKAVILKSVKIPPVGGDTCFSNMELAWETLDPKIQSKIINKKAVHSSLGAEFFIDNYKYM 164 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
            G+    Y    + +   P+V+ HPETG+  L +   +   I G++  ES++ L+ + +  
Sbjct: 165 EGNEKRNYD---SYSNEHPIVRTHPETGKKILYVNWTYTKQIIGLEKEESDQVLKEIFEH 221 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 289 
             +        W    V +WDNR ++H A   DF   R + + R+  R   EG 
Sbjct: 222 QARLDLTCRFSWTEDTVAIWDNRSVIHYAIA-DFFPGRGLGYERIMDRIAIEG 273 
 
 
>ref|NP_885378.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           parapertussis 12822] 
 ref|NP_890196.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           bronchiseptica RB50] 
 emb|CAE38494.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           parapertussis] 
 emb|CAE35634.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           bronchiseptica RB50] 
          Length = 282 
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 Score =  111 bits (277), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 82/274 (29%), Positives = 119/274 (43%), Gaps = 28/274 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           QT L++ P   + GA + GV L+  L      A+  A L H ++ F  Q L+ +Q   F  
Sbjct: 4   QTALEVRPLTGSCGAELFGVDLSQALSADTVKAIRQALLDHNVIFFREQTLTPEQHRAFT 63 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI--------VGNMAWHADST 113 
           ++FG +       +V       +G         + D+M VI        +G+  WH+D + 
Sbjct: 64  RQFGEV-------VVNPVYTHVEG---------YPDIMPVIKEPNDRYNIGD-TWHSDMS 106 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           YM     G+V     +P  GG T FA+M  AYD L EA R ++  R A HS  Y  S++  
Sbjct: 107 YMQEPPLGSVLYGRDIPEYGGDTLFANMYLAYDLLPEALRQMIDGRQAYHSDRYLTSRIS 166 
 
Query: 174 HVQQAGSAYIGYGMDTTAT-PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
                 S  +    D      L P+V+ H ETGR  L +       I G+   ES   L  
Sbjct: 167 ERNAGRSTRLKADADAKENLALHPMVRTHEETGRKCLYVNFPFTWQIEGLSREESLPLLH 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L   A +       +W  G +  WDNRC +H A 
Sbjct: 227 QLYAHAARPEFACRFRWRKGSLAFWDNRCTMHYA 260 
 
 
>ref|ZP_01894276.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Marinobacter algicola DG893] 
 gb|EDM47645.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Marinobacter algicola DG893] 
          Length = 311 
 
 Score =  110 bits (275), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 85/288 (29%), Positives = 136/288 (47%), Gaps = 14/288 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I P   + GA + G+ LA  + DA FAA+  A+ ++ ++ F  Q +     + F  R+ 
Sbjct: 10  FRINPLTESFGAEILGLDLAKPISDATFAAIQEAFQKYHVICFRDQVMDEKAHLDFTLRW 69 
 
Query: 65  GAIERIGGGD--IVAISNVKADGTVRQHSPAEWDDMMKVIVG-NMAWHADSTYMPVMAQG 121 
           G +E     D    A +      T R+      DD   +    N  WH DS+Y  V +   
Sbjct: 70  GELEVFPEEDKTTTAKTFYNVANTSREGEHLSEDDPRVLFQKVNARWHTDSSYRYVPSFA 129 
 
Query: 122 AV-FSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           +V +S E++P  A GG T F++M AAYDAL +A +         H   + +     +  A 
Sbjct: 130 SVMYSTEILPDEARGGETEFSNMLAAYDALSDADKRRFEPLHMVHYYEFGR----RLYPA 185 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPE-TGRPSLLIGRHA-HAIPGMDAAESERFLEGLVDW 236 
                 +  D       PLV+VHP+   + SL    +A + I GM   E +   + L ++ 
Sbjct: 186 LPPITPFERDAVPPVSHPLVRVHPDRDNQRSLFFTVNAGNEISGMSLEEGQALHKWLDEY 245 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG 283 
           A +   +++H+W   D+V+WDNR LLHRA  +D  K  R    + +AG 
Sbjct: 246 ASKPEFIYSHRWCENDLVMWDNRVLLHRATHYDMAKYRRAFRRTTVAG 293 
 
 
>ref|YP_001133737.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium gilvum 
           PYR-GCK] 
 gb|ABP44949.1| Taurine catabolism dioxygenase TauD/TfdA [Mycobacterium gilvum 
           PYR-GCK] 
          Length = 281 
 
 Score =  110 bits (275), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 91/288 (31%), Positives = 135/288 (46%), Gaps = 21/288 (7%) 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 208



 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           + L I     ++GA V GV    L  D++  AA+  A   + +L+FP  HL+ + Q+ F+ 
Sbjct: 2   SLLTINKLTPSVGAEVLGVDPVRLASDESLAAAVLDALEDNGVLVFPDLHLAPEAQVAFS 61 
 
Query: 62  KRFGAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV-- 117 
           +R GA++    G   +  I  V  D +  +++ A +      +     WH D    P+   
Sbjct: 62  RRLGAVDHSADGHHPVAGIYPVTLDKS--KNASAAY------LRATFDWHIDGC-TPIGD 112 
 
Query: 118 --MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               +  V SA  V   GG T FA+  AAY+A  +  +         HSL  SQS+   V 
Sbjct: 113 ECPQRATVLSAVQVADRGGETEFANSYAAYEAFSDEEKERYAALRVVHSLEASQSR---V 169 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
               S        +  T   PLV  H  +GR SL++G  AH + GMD  E    L  L+D 
Sbjct: 170 NPDPSPEELARWRSRPTHEHPLVWTH-RSGRKSLVLGASAHYVVGMDYDEGRALLAELLD 228 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            A Q   V++H W+ GD V+WDN  +LHRA P+D    R M  + + G 
Sbjct: 229 RATQPELVYSHSWSVGDTVIWDNNGVLHRAAPYDPDSQREMLRTTVLG 276 
 
 
>emb|CAY27226.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
 
 Score =  110 bits (275), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 56/124 (45%), Positives = 75/124 (60%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+  +A +      HS  +SQ K+G +++  +      M         
Sbjct: 1   TEFADMRAAYDALDDQRKAQLEGLLGTHSYAHSQGKVGGLEEVFTPEARARMVDVE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ HP TGR SL IGRH + + GM   +++  LE L+ WACQ PRV  H+W  GD+V+ 
Sbjct: 58  PLVRTHPATGRKSLFIGRHVYRVTGMTDDDAQAMLEELLAWACQPPRVFKHRWTVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|YP_002911540.1| Dioxygenase, TauD/TfdA family protein [Burkholderia glumae BGR1] 
 gb|ACR28836.1| Dioxygenase, TauD/TfdA family protein [Burkholderia glumae BGR1] 
          Length = 281 
 
 Score =  110 bits (275), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 80/281 (28%), Positives = 127/281 (45%), Gaps = 41/281 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLA------TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +++ P    LGA V G+ L       T DD     +     +H +L+FP   +S++QQI  
Sbjct: 1   MKVIPLSPALGAEVRGIDLTRPLSARTRDD-----IVGLLTEHQMLVFPDMSMSSEQQIA 55 
 
Query: 60  FAKRFGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
            ++ FG +E            +I  +SNV  DG    +    +            WH+D  
Sbjct: 56  MSRNFGELEPHPMTTNTSPYPEITVVSNVTTDGKPLGYPTPPFQ----------LWHSDL 105 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
            Y+   A+  +F AE VP   G T FA+M  AYD L E  +A +  R+A  SL  S  K  
Sbjct: 106 CYLERPAKMTLFYAESVPEQHGDTWFANMFRAYDTLPEHLKAALDGRNAVFSLDGSLVK- 164 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLV-----KVHPETGRPSLLIG-RHAHAIPGMDAAES 226 
                     IG+ ++  A   +P V     +VHPE+ R S+ +   H  ++ G    +S 
Sbjct: 165 ------RCRKIGFDLNIAADDFKPTVSHPAIRVHPESLRRSIFVNWAHTDSVEGYSPEQS 218 
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Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
           E  LE +         ++ H++ AG++V+WDN  ++H   P 
Sbjct: 219 EALLEQVFAHCLNEDFIYRHRYTAGELVIWDNASVIHTNSP 259 
 
 
>ref|ZP_02909524.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia ambifaria 
           MEX-5] 
 gb|EDT39336.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia ambifaria 
           MEX-5] 
          Length = 281 
 
 Score =  110 bits (274), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 82/277 (29%), Positives = 125/277 (45%), Gaps = 33/277 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA------TLDD-AGFAALHAAWLQHALLIFPGQHLSNDQQI 58 
           +++      LGA +TG+  +      T DD  G  A      +H LL+FPGQ LS +QQ+ 
Sbjct: 1   MKLRKLSPALGAEITGIDFSQPQSPQTRDDIVGLLA------EHQLLVFPGQRLSCEQQV 54 
 
Query: 59  TFAKRFGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
              + FGA+E            +I  +SNV  DG    +    ++           WH+D 
Sbjct: 55  AACRDFGALEPHPMTTNTSAFPEITVVSNVTVDGKPVGYPTPPFE----------LWHSD 104 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
             Y+   A+   F AE VP   G T FA+M  AY+AL +  +  +  R+A  SL    S  
Sbjct: 105 LCYLEHPAKMTFFYAESVPEAHGDTWFANMFDAYEALPDDLKTAIEGRNAIFSL--DGSL 162 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
           +   ++ G        D   T   P V+ HPET + S+ +   H   I G    ES+  L 
Sbjct: 163 VKRCRKKGFDLNIAEEDFKPTVSHPAVRAHPETRKRSIFVNWAHTDRIEGYSPEESDDIL 222 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
           + +         ++ H++AA D+V+WDN  L+H   P 
Sbjct: 223 DRIFAHCTNEAFIYRHRYAAADLVIWDNASLIHTNSP 259 
 
 
>ref|YP_002799309.1| TauD/TfdA family taurine catabolism dioxygenase [Azotobacter 
           vinelandii DJ] 
 gb|ACO78334.1| Taurine catabolism dioxygenase, TauD/TfdA family [Azotobacter 
           vinelandii DJ] 
          Length = 338 
 
 Score =  110 bits (274), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 95/305 (31%), Positives = 138/305 (45%), Gaps = 32/305 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TPTG  LGA VTGV LA    A  A AL  AW +H +L+FPGQ L  +  +  A  F 
Sbjct: 27  LSVTPTGKALGAVVTGVDLAQPLSADIADALRRAWREHLVLLFPGQFLEPETLLRAASTF 86 
 
Query: 65  GAIE--------RIGG-------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 109 
           G  +        R  G         ++ I+N+  DGT     P   +D +  +   + WH 
Sbjct: 87  GQPQEGANRLYIRAAGIAQEERFPALLPITNLGPDGT-----PVRENDGLGSL--EVVWH 139 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           +D++Y+     G +  A   PA  G T FA+   AY+ L E  +  +  R A+H    S+ 
Sbjct: 140 SDNSYIEAPPIGCLLYALEAPADSGFTSFANQFLAYERLSETLKRDIEGRWAKHD--ASR 197 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH----AHAIPGMDAAE 225 
           +  G ++           +    P  PLV   P + R +L +GR     +  I G+   E 
Sbjct: 198 NSAGMLRPG--LRTPSRPEEVPGPFHPLVIRQPGSARRALFLGRRRIFPSQYIEGLPGVE 255 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR- 284 
           SE  L+ L   A        H+W  GDV++WDN   LH   P D    RVM  ++  G+  
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Sbjct: 256 SEALLDALWAAATHPDITWTHRWTPGDVLLWDNCHTLHHRTPVDATRRRVMVRTQFQGQT 315 
 
Query: 285 PETEG 289 
           P  +G 
Sbjct: 316 PRADG 320 
 
 
>ref|YP_004076394.1| taurine catabolism dioxygenase [Mycobacterium sp. Spyr1] 
 gb|ADT98559.1| Probable taurine catabolism dioxygenase [Mycobacterium sp. Spyr1] 
          Length = 281 
 
 Score =  110 bits (274), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 91/287 (31%), Positives = 133/287 (46%), Gaps = 19/287 (6%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           + L I     ++GA V GV    L  D++  AA+  A   + +L+FP  HL  + Q+ F+ 
Sbjct: 2   SLLTINKLTPSVGAEVLGVDPERLASDESLGAAVLDALESNGVLVFPDLHLDPEAQVAFS 61 
 
Query: 62  KRFGAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS---TYMP 116 
           +R GA++    G   +  I  V  D +  +++ A +      +     WH D    T    
Sbjct: 62  RRLGAVDHSADGHHPVAGIYPVTLDKS--KNASAAY------LRATFDWHIDGCTPTGDE 113 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
              +  V SA  V   GG T FA+  AAY+A  +  +         HSL  SQS+   V  
Sbjct: 114 CPQRATVLSAVQVADRGGETEFANSYAAYEAFSDEEKERYAALRVVHSLEASQSR---VN 170 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
              S        +  T   PLV  H  +GR SL++G  AH + GMD  E    L  L+D  
Sbjct: 171 PDPSPEELARWRSRPTHEHPLVWTH-RSGRKSLVLGASAHYVVGMDYDEGRALLAELLDR 229 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           A Q   V++H W+ GD V+WDN  +LHRA P+D    R M  + + G 
Sbjct: 230 ATQPDLVYSHSWSVGDTVIWDNNGVLHRAAPYDPDSQREMLRTTVLG 276 
 
 
>ref|ZP_07387052.1| Taurine dioxygenase [Paenibacillus curdlanolyticus YK9] 
 gb|EFM11267.1| Taurine dioxygenase [Paenibacillus curdlanolyticus YK9] 
          Length = 315 
 
 Score =  110 bits (274), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 78/267 (29%), Positives = 117/267 (43%), Gaps = 24/267 (8%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T   + P G  +GA + GV L+    A     LH A+L++ +L F  Q ++++QQ+ FAK 
Sbjct: 46  TLFTVKPLGPIIGAEIEGVDLSQPVGAELKQELHRAFLEYKVLFFRNQDITSEQQLAFAK 105 
 
Query: 63  RFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            +G +E+   +  G    ++    D               KV      WH D T+    A 
Sbjct: 106 LWGELEKHPFLPQGSAEEVTRFAKDE--------------KVTGMENIWHTDVTWRLNPA 151 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G+V     VP  GG T ++DM AAYD L EA +  +   +A H    S  +    +Q   
Sbjct: 152 LGSVLRLTEVPPFGGDTLWSDMAAAYDNLPEAVKERIDGLTAIHDFTPSFGRALSPEQLA 211 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWAC 238 
              + +          P+V++HPETGR +L + G     I G++  ESE  L+ L D A  
Sbjct: 212 VKQVEFPAAE-----HPIVRIHPETGRKTLFVNGAFTIRIVGLEPQESEELLQYLFDQAK 266 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                    W    +  WDNR   H A 
Sbjct: 267 TPEYQVRFHWEKNSIAFWDNRATQHYA 293 
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>ref|ZP_02450971.1| dioxygenase [Burkholderia pseudomallei 91] 
 ref|ZP_02474645.1| dioxygenase [Burkholderia pseudomallei B7210] 
 ref|ZP_02485135.1| dioxygenase [Burkholderia pseudomallei 7894] 
          Length = 286 
 
 Score =  110 bits (274), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 96/293 (32%), Positives = 135/293 (46%), Gaps = 28/293 (9%) 
 
Query: 13  ATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG---AIE 68 
           A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RFG       
Sbjct: 3   AALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRFGEPVVYT 62 
 
Query: 69  RI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           R      G  +++ +SNV  DG             +   +    WH D  Y+     G + 
Sbjct: 63  RACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLACPPAGTL 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H  Q  +    
Sbjct: 112 LFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYPQRPAPPP 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVDWACQAPR 242 
                    P +P+V+ HPETG  +L IG      I GM+   S+  +  L   A    R 
Sbjct: 170 DQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQGLSDALMAHLHAIAFDEAR 228 
 
Query: 243 V-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
             + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 229 FGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 281 
 
 
>emb|CAY27315.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
 
 Score =  110 bits (274), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 55/124 (44%), Positives = 73/124 (58%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR AYDALD+  +A +      HS  YSQ K+G +++  +      M         
Sbjct: 1   TEFPDMRVAYDALDDQRKAQLEGLLGTHSYAYSQGKVGGLEEVFTPEARARMVDVE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ HP TGR SL IGRH + + GM   +++  LE L+ WACQ PRV  H+W  GD+V+ 
Sbjct: 58  PLVRTHPATGRKSLFIGRHVYRVTGMTDDDAQAMLEELLAWACQPPRVFKHRWTVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>gb|AAT51196.1| PA0194 [synthetic construct] 
          Length = 300 
 
 Score =  109 bits (273), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 88/276 (31%), Positives = 131/276 (47%), Gaps = 36/276 (13%) 
 
Query: 6   LQITPTGATLGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +ITP  A LGA V G+     L      AL  A  +H +L+F  QHL ++Q + FA  F 
Sbjct: 18  FRITPLEAPLGAEVRGLDARRPLAPEQVLALKQALREHHILVFRQQHLDDEQYLRFATLF 77 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI------VGNMAW--HADSTYMP 116 
           G++ +    DI  +S+   DG V         D++KV       +GN A   H D  + P 
Sbjct: 78  GSVFQ-PPADIPVLSS-GGDGKV--------PDIVKVANTGDGELGNFALPAHIDHQWTP 127 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
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           V + G+   A  VP+ G  T F ++  AY++LDEATR     R      + + +    ++ 
Sbjct: 128 VPSSGSFLYALEVPSSGSETRFTNLARAYESLDEATR-----REIDGLRLINYNPFIRLR 182 
 
Query: 177 QAGSAYIGYGMDTTATP--------LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESE 227 
           + G    G G  T  TP          PLV+ HPE+GR  L +  H    IPG D A  + 
Sbjct: 183 EGG---YGGGFATYRTPDIGPIQGSEHPLVRTHPESGRRVLFLSAHTEVEIPGYDPARGQ 239 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
             +  L +   +    ++H W+ GD+V WDN+ +LH 
Sbjct: 240 ALIGRLREHLARPELSYSHAWSVGDIVWWDNQAVLH 275 
 
 
>gb|ADI19985.1| probable taurine catabolism dioxygenase [uncultured gamma 
           proteobacterium EB000_65A11] 
          Length = 277 
 
 Score =  109 bits (273), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 87/284 (30%), Positives = 134/284 (47%), Gaps = 22/284 (7%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 74 
           +GA +TGV +  L D  +  + +A+ ++ L+ F  QHL+ +  I FAKR+G I      + 
Sbjct: 9   VGAEITGVDIRHLSDNEYEGIKSAFTENGLIFFRDQHLTEEDHIAFAKRWGEI------N 62 
 
Query: 75  IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 134 
           I      KA+    + +    ++  +  +G   WH D +Y    A G++  A+ +P  GG 
Sbjct: 63  INRF--FKANDKYPEIAMVTKEEHQEQNIGG-GWHTDHSYDQEPALGSILVAKELPESGG 119 
 
Query: 135 RTCFADMRAAYDALDEATRALVHQRSARHSLVYS-QSKLGHVQQAGS-AYIGY--GMDTT 190 
            T F  M  AYD+L +  +  + +  A HS  Y+  +K G  Q  G+   IG     D   
Sbjct: 120 DTWFTSMYEAYDSLSDGLKETLERMRAVHSAHYAFGTKSGDKQSGGTGGRIGNADAADAL 179 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER--FLEGLVDWACQAPRVHAHQW 248 
             P+ P+V  HP +GR +L + R A  +   + +E +    LE L D A +   V   QW 
Sbjct: 180 ENPVHPVVITHPMSGRKALYVNR-AFTLHFENWSEEDSVPLLEYLYDIAIRDEFVTKFQW 238 
 
Query: 249 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 292 
             G V  WDNR   H A+  D++  R   H     R   EG AL 
Sbjct: 239 RPGSVAFWDNRATWHYAQN-DYQGQRREMH-----RITLEGCAL 276 
 
 
>ref|YP_004015333.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
 gb|ADP79463.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
          Length = 281 
 
 Score =  109 bits (273), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 91/292 (31%), Positives = 131/292 (44%), Gaps = 32/292 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAK 62 
           TL   P  AT+GA V GV    L     AA        +  +L+F G  L  + Q+ F + 
Sbjct: 4   TLTCEPLAATVGAEVRGVDADQLAHDDAAAAAVLDALERFGVLVFRGLDLGPENQVAFCR 63 
 
Query: 63  RFGAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ- 120 
           R G I+   G   +  I  V  D +  +++ A++      + G  AWH D   MP+  +  
Sbjct: 64  RLGEIDFEYGHHPVRGIYRVTLDKS--KNTSADY------LKGTFAWHMDGC-MPLHGEP 114 
 
Query: 121 ---GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA------LVHQRSARHSLVYSQSK 171 
                + SA+ V A GG T FA   A Y+AL +A +       +VH   A    VY     
Sbjct: 115 PQKATILSAKQVAATGGETEFASTYAGYEALSDADKERFAALRVVHTFEASQRAVYPDPT 174 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
              +++              T   PLV  H  TGR SL++G HA  I GMD  ES+  L  
Sbjct: 175 PDQLER---------WRRRPTSTHPLVWTH-RTGRRSLVVGAHASHIVGMDVEESDALLR 224 
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Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L+D    A   + H W+ GD V+WDN  ++HRA P+D    R +  + + G 
Sbjct: 225 RLIDHTTAAGLTYRHTWSVGDTVIWDNTGVVHRASPYDPNSSRELLRTTVFG 276 
 
 
>ref|ZP_02493282.1| dioxygenase [Burkholderia pseudomallei NCTC 13177] 
          Length = 286 
 
 Score =  109 bits (273), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 96/293 (32%), Positives = 135/293 (46%), Gaps = 28/293 (9%) 
 
Query: 13  ATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG---AIE 68 
           A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RFG       
Sbjct: 3   AALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRFGEPVVYT 62 
 
Query: 69  RI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           R      G  +++ +SNV  DG             +   +    WH D  Y+     G + 
Sbjct: 63  RACNACDGQPEVLVLSNVVKDGRP-----------IGAALSGRYWHTDGHYLACPPAGTL 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H  Q  +    
Sbjct: 112 LFGAEIPAVGGDTHFVNMTAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYPQRPAPPP 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVDWACQAPR 242 
                    P +P+V+ HPETG  +L IG      I GM+   S+  +  L   A    R 
Sbjct: 170 DQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQGLSDALMAHLHAIAFDEAR 228 
 
Query: 243 V-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
             + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 229 FGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 281 
 
 
>ref|ZP_06850473.1| taurine dioxygenase [Mycobacterium parascrofulaceum ATCC BAA-614] 
 gb|EFG76168.1| taurine dioxygenase [Mycobacterium parascrofulaceum ATCC BAA-614] 
          Length = 302 
 
 Score =  109 bits (273), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 87/284 (30%), Positives = 126/284 (44%), Gaps = 18/284 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +T  G+ +GA V GV L   LD A    +  A L H ++ F  QH L + QQ+ FA R 
Sbjct: 7   ITVTKLGSRIGARVDGVRLGGDLDPAAVDKIRRALLAHKVIFFRHQHHLDDQQQLAFAGR 66 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G        +++A  N      +     +E+    +       WH D T++      ++ 
Sbjct: 67  LGTPVGHPAAELLAAKNAPVITPIN----SEYGKANR-------WHTDVTFVANYPAASI 115 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A  +P  GG T + +  AAY+AL +A + LV    A HS  Y       V+    A   
Sbjct: 116 LRAVTLPRYGGTTLWTNTAAAYEALPDALKGLVENLWALHSNRYDYVTEESVRAMSDAQR 175 
 
Query: 184 GYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            +         R   P+V+VHPETG  +LL+G       G+D+ ES   LE L        
Sbjct: 176 TFRQVFEKPDFRTEHPVVRVHPETGERALLLGDFVRGFVGLDSYESSVLLELLQRRITVP 235 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
                  WA GDV +WDNR   HRA + +D + PR+M    L G 
Sbjct: 236 ENTIRWSWAPGDVAIWDNRATQHRAIDDYDDQ-PRLMHRVTLMG 278 
 
 
>ref|YP_001613684.1| hypothetical protein sce3045 [Sorangium cellulosum 'So ce 56'] 
 emb|CAN93204.1| tauD2 [Sorangium cellulosum 'So ce 56'] 
          Length = 319 
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 Score =  109 bits (273), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 82/276 (29%), Positives = 118/276 (42%), Gaps = 29/276 (10%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQI 58 
            +   L+I P    +GA V GV L A LD A  + +  AWL+H ++ F GQH L +  Q  
Sbjct: 7   QSNNVLEIVPVAGRIGAEVRGVRLRADLDAATVSEIRKAWLRHKVIFFRGQHHLDDASQE 66 
 
Query: 59  TFAKRFGA-------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
                FGA       +  + G D +   + +  G                     +WH D 
Sbjct: 67  ALTTLFGAKPVAHPTVPVVNGTDYIHELDSREGGRAN------------------SWHTD 108 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            T++    + ++  A V+PA GG T +A+  AAY  L  A RAL     A HS  Y     
Sbjct: 109 VTFVDAYPRASILRALVIPAYGGDTVWANTVAAYQDLPPALRALADTLWAVHSNEYDYQA 168 
 
Query: 172 LGHVQQAGSA--YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 229 
                 A     Y      T      P+V+VHPETG  SL++G     + G+ + +S    
Sbjct: 169 RKPNSSADDVRRYQEVFTSTVYETEHPVVRVHPETGERSLVLGHFVKRLLGVSSHDSAHL 228 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + L +   +       +WAAGDV +WDNR   H A 
Sbjct: 229 FQVLQEHVTRLENTVRWRWAAGDVAIWDNRATQHYA 264 
 
 
>ref|NP_880388.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bordetella pertussis Tohama I] 
 emb|CAE41952.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase [Bordetella pertussis Tohama I] 
          Length = 289 
 
 Score =  109 bits (273), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 85/301 (28%), Positives = 139/301 (46%), Gaps = 32/301 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+ ITP    + A++ G+ +   + D    A+  A  Q+ +++  GQ L +D Q  F +R 
Sbjct: 2   TITITPIQGEIAASIGGIDVRRGVTDDQVQAIERALDQYIVVVLRGQPLDDDLQQDFIQR 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWD--------------DMMKV-IVGNMAW 108 
           FG          +  + +K   + R H P   D                MK+ ++ N  W 
Sbjct: 62  FGPA--------IVTNTIKELTSRRSHRPHLLDITTVDEHGEPLKDRSFMKLYMLANQLW 113 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D +++    +    S  ++P+    T FADMRAA+DAL    +  +    A HS+ +S 
Sbjct: 114 HSDGSHIQPPTRLTALSTRMLPSDPPDTEFADMRAAWDALPADQQEQLLDLQAEHSIAHS 173 
 
Query: 169 QSKLG-HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           ++ LG  V Q    +    ++        LV+ +P TGR SL +  HA  I G    +   
Sbjct: 174 RTLLGMEVDQ----FSDDSLNRRPPVQHSLVRTNPRTGRRSLYLSGHASHIIGWPVEQGR 229 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 287 
             L+ L + A Q   V+AH W   D+V+W+N   +HRA P+    PR++   R +G  E  
Sbjct: 230 ALLQQLTEHATQRQFVYAHAWQMDDLVMWNNAASMHRALPYTGTEPRLL---RWSGVTEL 286 
 
Query: 288 E 288 
           E 
Sbjct: 287 E 287 
 
 
>gb|ADC34004.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  109 bits (273), Expect = 4e-22,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 215



 Identities = 71/213 (33%), Positives = 105/213 (49%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER--IGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER  +     V      ++N+  DG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVVSNRGTVNPLVHIVTNLGPDGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL EA +A + +    HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPEGGETCFADMIAAYEALPEAEKAELERVRVVHSWGLS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D +     PLV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIADAPDMS----HPLVRTIPETGRKALFMGERAVYLEGQPEEVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L  +A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLEKLTAYAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>gb|ADC34044.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  109 bits (272), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 73/213 (34%), Positives = 104/213 (48%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER---IGGGDIVA----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER   +  G +      +SN+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMAMNRGTVHPLVHIVSNLGADGKPSGQ------------VASTLW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL +A +A +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPDGGETCFADMIAAYEALPDAEKAELDGVRVVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           +++      AGS      +        PLV+  PETGR +L +G HA    G         
Sbjct: 109 RAR------AGSKATPEEIADAPPMTHPLVRRIPETGRKALFMGEHASYFEGQPEEVGRV 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE LV  A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLEKLVAHAVQERFVYRHKWTMGDLLMWDNRCV 195 
 
 
>ref|NP_763286.1| putative dioxygenase [Vibrio vulnificus CMCP6] 
 gb|AAO08276.1| Probable dioxygenase [Vibrio vulnificus CMCP6] 
          Length = 288 
 
 Score =  109 bits (272), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 76/275 (27%), Positives = 125/275 (45%), Gaps = 27/275 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + + T++ITP   + GA V  V L+ +++  F AL+ A+L + +L F  Q L+ +Q +   
Sbjct: 4   IERETMKITPLATSFGALVEDVQLSAINERQFEALYQAFLHYKVLFFRDQLLTAEQHLAL 63 
 
Query: 61  AKRFGAIERI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
            +RFG +E I            +V I         R+  P           G   WH D  
Sbjct: 64  GQRFGELEPIHPFFPHLADAPQVVVIE-------TREGLPP----------GESYWHTDL 106 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSK 171 
           T+    ++ A+  A+  P  GG T + DM A + +LD++ +  +    A H+L  +  S+ 
Sbjct: 107 TWKARPSKCALLHAQHCPPSGGDTIWTDMEAVWRSLDDSLKQQLRPLYATHALHAFENSR 166 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
             +  + G +Y+            P+V  H ETG+ +L I       I G++ A+S+  L 
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Sbjct: 167 YDNKDEDGESYVVKKSREFPAVHHPVVAQHLETGQETLYINEQFTRCIDGLEKAQSQALL 226 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           E L   A +A      QW A  + +WDNR   H A 
Sbjct: 227 EMLFAMAREAKFQVRFQWQANSLAIWDNRATQHFA 261 
 
 
>ref|ZP_07902029.1| hypothetical protein PVOR_27050 [Paenibacillus vortex V453] 
 gb|EFU38970.1| hypothetical protein PVOR_27050 [Paenibacillus vortex V453] 
          Length = 325 
 
 Score =  109 bits (272), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 83/267 (31%), Positives = 121/267 (45%), Gaps = 20/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL++ P G  +GA V G+ L   LD A   ++ AA L+H +L F  Q HL ++ Q  FA  
Sbjct: 11  TLEVRPIGGRVGAEVKGITLGGDLDQAAVQSIRAALLKHKVLFFRNQQHLDDEGQEVFAD 70 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQ 120 
             G                 A  TV+    + +   +    G  A  WH D T++      
Sbjct: 71  LLG--------------EPFAHPTVKTKEGSRYILEIDSHHGGRANAWHTDITFIDAYPS 116 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS--KLGHVQQA 178 
            +V  + VVP+ GG T +++  AAYD+L +  + L  +  A H+ +Y  +  +    + + 
Sbjct: 117 ISVLRSVVVPSSGGDTVWSNTAAAYDSLPKELKELAEKLWAVHTNLYDYAARRPEASEDS 176 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
              Y      T      P+V+VHPETG  SLL+G     + G+ AAES R  E        
Sbjct: 177 VKEYQRTFASTVYETEHPIVRVHPETGEKSLLLGSFVKRLLGVSAAESSRLYELFQGHIT 236 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                    WAAGDV +WDNR   H A 
Sbjct: 237 SLENTVRWHWAAGDVAIWDNRSTQHIA 263 
 
 
>ref|ZP_02501489.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           112] 
          Length = 286 
 
 Score =  109 bits (272), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 96/293 (32%), Positives = 135/293 (46%), Gaps = 28/293 (9%) 
 
Query: 13  ATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG---AIE 68 
           A LGA + G+   A LD     A+ AAWL+  LL+F GQ L   + + F +RFG       
Sbjct: 3   AALGARIDGIDARAELDADTVRAIRAAWLRFGLLVFRGQALDPPRLVAFTRRFGEPVVYT 62 
 
Query: 69  RI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           R      G  +++ +SNV  DG             +   +    WH D  Y+     G + 
Sbjct: 63  RACNACDGQPEVLVLSNVVKDGKP-----------IGAALSGRYWHTDGHYLACPPAGTL 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +PAVGG T F +M AAY AL    R  +  R+     V  Q+   H  Q  +    
Sbjct: 112 LFGAEIPAVGGDTHFVNMAAAYRALPAWVRTQIDGRTFVMDRV--QTLPFHYPQRPAPPP 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVDWACQAPR 242 
                    P +P+V+ HPETG  +L IG      I GM+   S+  +  L   A    R 
Sbjct: 170 DQKQAWPDMP-QPVVRTHPETGENALYIGGVVPWRIVGMEQRLSDALMAHLHAIAFDEAR 228 
 
Query: 243 V-HAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG-RPE-TEGAA 291 
             + H+W AGD+++WDNRCL HRA  +D  +  R M+ + +AG RP    GAA 
Sbjct: 229 FGYRHRWRAGDLLMWDNRCLAHRATDYDMVRHRRTMYRTTIAGDRPRYVRGAA 281 
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>ref|ZP_01040254.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           sp. NAP1] 
 gb|EAQ30725.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           sp. NAP1] 
          Length = 275 
 
 Score =  109 bits (272), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 84/264 (31%), Positives = 119/264 (45%), Gaps = 16/264 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +Q+TP     G  V+GV LA+  DA    +  A  +H + +F  Q  S    ITF KR+G 
Sbjct: 1   MQMTPMAPKCGVEVSGVSLASCSDAEMQDIKNAIYEHGVAVFRDQEFSKQDHITFGKRWG 60 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            I+     +   ++   A+  V +  P    D    I G+  WH D +Y  + A G+V   
Sbjct: 61  GIDV---NNYFPLTEDYAEIAVVKKDP----DQQTNIGGD--WHTDHSYDQIPAMGSVLV 111 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSAYI 183 
           A  +P  GG T +A M AAYDAL +  +  +    A H+   +Y    L      G +   
Sbjct: 112 ARELPPKGGDTMWAHMGAAYDALSQDLKDEIEGLEAFHTADHIYKADGLYAQTDMGRSLR 171 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP--GMDAAESERFLEGLVDWACQAP 241 
           G+ + T A  + P+V  HP TGR  L + R A  I   G    ES   L+ L D A     
Sbjct: 172 GHDLKTGA--VHPVVIRHPHTGRKLLYVNR-AFTINFVGRTREESMPLLQRLYDAALTDD 228 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
                QW  G + +WDNR   H A 
Sbjct: 229 NQCRLQWKPGTIAIWDNRTTWHNA 252 
 
 
>ref|YP_001508017.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW13111.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 275 
 
 Score =  108 bits (271), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 87/273 (31%), Positives = 125/273 (45%), Gaps = 19/273 (6%) 
 
Query: 15  LGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGG 72 
           +GA V G+ +  L  D    AA  AA  +H +L+F   ++S+  Q+ F ++ G + +I G 
Sbjct: 13  VGAEVVGLDVDRLLNDSDVPAACLAALEEHGVLLFRELNISHQDQLAFGRKLGDVVKIPG 72 
 
Query: 73  GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 132 
             I  +  +  D       PA  +   +    N  WH D +   + A+ A+ SA VV A  
Sbjct: 73  YPIPEVMEISFD-------PA--NPNAQYFPSNDHWHFDGSMDDIPAKAALMSASVVVAE 123 
 
Query: 133 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 192 
           GG T FA    AYD L +  +         H+    Q +                D  +  
Sbjct: 124 GGETEFASTYVAYDTLSDEEKERFDDLRVVHTFESIQRR-----SYPDPTPEQKADWASW 178 
 
Query: 193 PLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 250 
           P+R  PLV  H ++ R SL+ G  A  I GMD  E    L  L   +    RV  H W+  
Sbjct: 179 PVREHPLVWEH-QSRRRSLVFGASASHIVGMDVDEGRALLADLERRSTLPDRVLRHSWSV 237 
 
Query: 251 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           GD+V+WDNR L+HRA P+D   PR M  + LAG 
Sbjct: 238 GDMVIWDNRGLVHRACPFDRTKPRTMHRTTLAG 270 
 
 
>ref|YP_001831695.1| taurine dioxygenase [Beijerinckia indica subsp. indica ATCC 9039] 
 gb|ACB94206.1| Taurine dioxygenase [Beijerinckia indica subsp. indica ATCC 9039] 
          Length = 312 
 
 Score =  108 bits (270), Expect = 8e-22,   Method: Compositional matrix adjust. 
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 Identities = 90/287 (31%), Positives = 138/287 (48%), Gaps = 25/287 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I   G  +GA ++ V L+ TL  +  AA+  A L+H ++ F  Q HL++ +Q +F +  
Sbjct: 19  LDIHHVGGRIGAEISNVTLSSTLQPSIIAAIRQALLRHKVIFFRNQTHLTDVEQESFGRL 78 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQ 120 
            G        D+V    V + +GT    +  E D       G  A  WH D T+     + 
Sbjct: 79  LG--------DLVPHPTVPSLEGT---QAILELDGAR----GERASSWHTDVTFRAAYPK 123 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHV-QQ 177 
            ++    VVP  GG T +++   AY+ L E  R  + +  A HS  Y     + G++ +  
Sbjct: 124 ISILRGHVVPERGGDTTWSNTETAYEELPEVFRDFIDKLWAVHSNEYDYVGDRGGNIPES 183 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
           A   Y      T      PLV VH ETG+ SL+IG     I G   A+S+R +  L D A 
Sbjct: 184 AIKRYKQIFTSTVYEAEHPLVHVHSETGKRSLIIGHFVKRITGFGTADSQRIISILHDHA 243 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
            +       +W+ GDV +WDNR  LHRA + +D + PR++  + +AG 
Sbjct: 244 TRPENTVRWRWSVGDVAIWDNRATLHRAVDDYDDQ-PRIVRRTTIAG 289 
 
 
>gb|ADC33995.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  108 bits (270), Expect = 8e-22,   Method: Compositional matrix adjust. 
 Identities = 69/213 (32%), Positives = 104/213 (48%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMASNRGTVNPLVHIVTNLGADGKPSGK------------VASTGW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A+V+P  GG TCFA+M AAY+AL EA +A +      HS   S 
Sbjct: 49  HSDKSFRPRPSLATILHAQVMPPDGGETCFANMIAAYEALPEAEKAELDGVRVVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           ++++G    A        M+       PLV+  PETG  +L +G HA    G         
Sbjct: 109 RARMGITAPAEEIADAPPME------HPLVRTIPETGSKALFMGEHAVYFDGQPEEVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A +   V+ H+W AGD+++WDNRC+ 
Sbjct: 163 RLEKLTAHAVEERFVYRHKWTAGDLLMWDNRCV 195 
 
 
>gb|ADC34035.1| TfdA-like protein [uncultured bacterium] 
          Length = 205 
 
 Score =  108 bits (270), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 74/215 (34%), Positives = 104/215 (48%), Gaps = 19/215 (8%) 
 
Query: 56  QQITFAKRFGAIERIGGGD--------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 107 
           QQI FA+ FG +E     D        I  ++NV   G +       W    + I  +   
Sbjct: 1   QQIAFARNFGKLEIHPSKDHRSSRNPEIYRVANVDEQGGILPPKSEAW----RYINISWL 56 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+DS++  V + G++     V   GG T F ++  AY AL E+ R  V  R ARHS    
Sbjct: 57  WHSDSSFREVPSLGSILHGIEVTDQGGETMFCNLYEAYAALSESLRKEVAGRRARHSHAT 116 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA-HAIPGMDAAES 226 
             S+ G   +  + Y     D       PLV+ HPETGR SLLI  H    + G D A S 
Sbjct: 117 VLSR-GQTLEHSAKY-----DPLKPVWHPLVRRHPETGRHSLLISPHTMDLVEGCDEAAS 170 
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Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
              L+ L+ +A Q   V+ H+WA  D+++WDNRC+ 
Sbjct: 171 RALLDELIAFAQQDRFVYRHKWARDDIIMWDNRCV 205 
 
 
>gb|ADC33991.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  108 bits (270), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 73/213 (34%), Positives = 105/213 (49%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER--IGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER  +G    V      ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVVGNRGTVNPLVHIVTNLGADGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL EA +A +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPQGGETCFADMIAAYEALPEAEKAELAGVRVVHSWELS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D +     PLV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIADAPDMS----HPLVRTIPETGRKALFMGERAVHLEGQPEDVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLEKLTAHAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>gb|ABB69741.1| PlaO1 [Streptomyces sp. Tu6071] 
          Length = 288 
 
 Score =  108 bits (270), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 79/270 (29%), Positives = 120/270 (44%), Gaps = 45/270 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAK 62 
           T  ++ P  + LGA + GV L  + DA FA L    L+H ++  P Q   S + +I F + 
Sbjct: 7   TAFEVRPLTSALGAEIHGVRLEDITDADFAELRRLLLKHLVIFIPDQEGWSAESRIAFGR 66 
 
Query: 63  RFGAIER------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           RFG +E       + G   + I + + +G +                    WH D TY P 
Sbjct: 67  RFGELEEHAYLPHLDGHPQIQIIDSEQNGKI------------------PIWHTDMTYAP 108 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               G+V      PA GG T +++   AY+ L    R L+   +A HS+        H+  
Sbjct: 109 NPPIGSVLQIVDGPAQGGDTMWSNQYLAYEGLSAPLRDLLDGLTAVHSI--------HIP 160 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                    G+D+ A    P+V+VHPETGR +L + R H   I  ++  ES+  L+ L   
Sbjct: 161 ---------GLDSQAE--HPVVRVHPETGRRALFVNRAHTSHIAQLNRNESDALLQYLYR 209 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           ++        +QW  G V +WDNR   H A 
Sbjct: 210 FSTSPEFTCRYQWRPGSVAIWDNRVTQHYA 239 
 
 
>ref|YP_001633079.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           petrii DSM 12804] 
 emb|CAP44812.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           petrii] 
          Length = 274 
 
 Score =  108 bits (270), Expect = 9e-22,   Method: Compositional matrix adjust. 
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 Identities = 75/267 (28%), Positives = 121/267 (45%), Gaps = 22/267 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++      +GA + G+ L+  L DA  AA+  A L H ++ F  Q L+ +Q I FA+RF 
Sbjct: 1   MEVRKLTGVIGAELLGIDLSRDLPDADVAAIRQALLDHQVIFFRDQTLTPEQHIAFARRF 60 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHS---PAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           G I           S      T+ ++    P   +   + I+G+  WH D TY P    G 
Sbjct: 61  GVI-----------STTPVYRTLDEYPEIMPVVKEPTDQDIIGD-TWHTDETYHPTPPLG 108 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAG 179 
           ++     VP  GG T +A+M  AYD L +  +A +    A H+   + + SK  +  ++  
Sbjct: 109 SILYGRQVPETGGDTLWANMYRAYDTLSDGMKAKLANLRAVHTNDFLSANSKYRNSTRST 168 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
                 G   + T + P+V+ H ETGR  L +     ++   M   ES   L+ L   +  
Sbjct: 169 KLREDVG---SITSVHPVVRTHEETGRKCLFVNHPFTYSFENMTREESLPLLQFLYQHSA 225 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W  G +  WDNRC +H A 
Sbjct: 226 KPENTCRFRWRKGSMAFWDNRCTMHYA 252 
 
 
>ref|YP_001445968.1| hypothetical protein VIBHAR_02787 [Vibrio harveyi ATCC BAA-1116] 
 gb|ABU71741.1| hypothetical protein VIBHAR_02787 [Vibrio harveyi ATCC BAA-1116] 
          Length = 314 
 
 Score =  108 bits (269), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 74/264 (28%), Positives = 119/264 (45%), Gaps = 15/264 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I P    +GA + G+ LA        A++ A ++H ++ F GQ +S +QQ+  A+ FG 
Sbjct: 45  IEIEPITPYIGARIHGIDLANCTAEDLEAIYQALIEHQVIFFDGQAMSPEQQLELAQYFG 104 
 
Query: 66  AIE--RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            +E       ++ +   V    T + ++P E             WH D T+    ++GAV 
Sbjct: 105 GLEPAHPFFPNVESSPQVSIIETTKGNAPLE-----------SYWHTDLTWREQPSKGAV 153 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A+ VP  GG T +  M A +DALD   +  + Q SA HSL   +       +    +  
Sbjct: 154 LHAQHVPNTGGDTIWVSMTAVFDALDNTMKTKLRQLSATHSLTAFEEVAEEDIELDWHHR 213 
 
Query: 184 GYGMDTTATP-LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAP 241 
              +     P + P++K+HPETG+ +L I       I  +   E ++ L  L     Q   
Sbjct: 214 LLEVSHLHPPVVHPVIKIHPETGKETLFINEQFTRHINEVGHTEGKQLLNELFAIVRQPE 273 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
                +W  G V +WDNRC  H A 
Sbjct: 274 YQVRFKWQPGSVAIWDNRCTQHYA 297 
 
 
>gb|ADC34011.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  108 bits (269), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 69/214 (32%), Positives = 107/214 (50%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMASNRGTVNPLVHIVTNLGADGKPSGK------------VASTGW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A+V+P  GG TCFADM AAY+AL +A +A + +    HS   S 
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Sbjct: 49  HSDKSFRPQPSLATILHAQVMPPDGGETCFADMIAAYEALPDAEKAELDRLRVVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           ++++G   +A    I       A P+  PLV+  PETG  +L +G HA    G        
Sbjct: 109 RARMG--SKAPPEEIA-----DAPPMVHPLVRTIPETGSKALFMGEHAVYFQGQPEEVGR 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   ++ H+W  GD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFIYRHKWTVGDLLMWDNRCV 195 
 
 
>ref|YP_046272.1| putative alkylsulfatase (AtsK) [Acinetobacter sp. ADP1] 
 emb|CAG68450.1| putative alkylsulfatase (AtsK) [Acinetobacter sp. ADP1] 
          Length = 317 
 
 Score =  108 bits (269), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 77/268 (28%), Positives = 123/268 (45%), Gaps = 24/268 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           LQ+      +GA ++G+HL++ LD +    +H A L+H +L F GQ HL + +Q  FA+  
Sbjct: 12  LQLRKLTGRIGAEISGIHLSSELDSSTVQFIHDALLEHKVLFFRGQQHLGDTEQEKFAEL 71 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG+        +   +   ADGT          D  K    N +WH D T++    + ++ 
Sbjct: 72  FGS-------PVKHPTVPAADGTDFIFEL----DSQKGARAN-SWHTDVTFVDAYPKISI 119 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS------QSKLGHVQQ 177 
               ++P  GG T +A+   AY+ L E  +    Q  A HS  Y         +   +++ 
Sbjct: 120 LRGLIIPETGGDTTWANTETAYEDLPELLKQFAEQLVAVHSNEYDYGGPKQNVEPEQLER 179 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
               ++    +T      P+V VHPETG+ SLL+G     + G   ++S+     L +   
Sbjct: 180 LKKVFVSTKYETE----HPVVIVHPETGKKSLLLGHFFKRLVGFSQSDSQLLFNILQEKV 235 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +       QW  GDVV+WDNR   H A 
Sbjct: 236 TRPENTVRWQWQEGDVVIWDNRSTQHYA 263 
 
 
>gb|ADZ91865.1| Taurine dioxygenase [Marinomonas mediterranea MMB-1] 
          Length = 277 
 
 Score =  108 bits (269), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 73/264 (27%), Positives = 115/264 (43%), Gaps = 15/264 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++ITP    +GA ++ + L  L +  F+ L++A+L++ +L F  Q L+ DQ     +RFG 
Sbjct: 1   MKITPLSRHIGAEISELQLNDLSEHEFSRLYSAFLEYKVLFFRDQELTPDQHFALGQRFG 60 
 
Query: 66  AIE--RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            +E        + +   +    T R + P           G   WH D T+     + ++ 
Sbjct: 61  ELEPPHPFFPHVESHPQIVVIETSRGNPP-----------GESFWHTDMTFQRFPPKCSI 109 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHVQQAGSAY 182 
             A+ VP  GG T +  M A + +L E+ R  +    A H L  +  S+     + G +  
Sbjct: 110 LHAQYVPERGGDTLWCSMAAVWQSLPESRRQTLKGLEACHQLHAFKNSRYDQTNEQGESI 169 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAP 241 
           +            PL+ VHPET   +L I       I GM   +SE  L+ L + A Q   
Sbjct: 170 VDEKSAQYPPVFHPLMYVHPETQEETLFINEQFTRYIDGMTPLDSEACLQELFEIARQDV 229 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
                 W AG V +WDNR   H A 
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Sbjct: 230 FQVRFSWKAGSVAIWDNRVTQHFA 253 
 
 
>ref|ZP_08119928.1| dioxygenase [Pseudonocardia sp. P1] 
          Length = 307 
 
 Score =  108 bits (269), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 84/263 (31%), Positives = 119/263 (45%), Gaps = 22/263 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGF-AALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             +TP G TLGA +TGV L         A LH A L+  +L FPGQ ++ +QQ  F   + 
Sbjct: 42  FTVTPVGRTLGAEITGVDLREAPGPELRAELHRALLEWKVLFFPGQDITGEQQRDFGALW 101 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G++E         +    +D  VR  + A+  + +        WHAD+T+    A GAV  
Sbjct: 102 GSLE-----TNPMLDRGGSDEVVRFGAGAKTYENI--------WHADTTFREEPAMGAVL 148 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
                P  GG T +ADM AAYD L +  +A +    A H +V   ++     +        
Sbjct: 149 RMVQTPPFGGDTMWADMAAAYDNLSDEVKARIEGAEAVHDMVPGFARFLDADKLA----- 203 
 
Query: 185 YGMDTTATPL-RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
            G+     P+  P+V+ HPETGR +L +       I G+   ES+  L  L   A      
Sbjct: 204 -GLQDEFPPVTHPVVRTHPETGRRTLFVNASFTTEIVGLPREESDALLRHLFAQAHVPEF 262 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRA 265 
              H+WA G V  WDNR   H A 
Sbjct: 263 QVRHRWAEGTVAFWDNRATQHYA 285 
 
 
>ref|YP_001508606.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW13700.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 268 
 
 Score =  108 bits (269), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 85/271 (31%), Positives = 121/271 (44%), Gaps = 20/271 (7%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 74 
           LG  V GV    LDD   +    A     +L+  G HL ++ Q+ F+ + G +  + G + 
Sbjct: 11  LGVAVDGVG-DILDDTLISRCVEALKWRGVLLVRGAHLDDEAQLAFSHKLGDVISLAGRE 69 
 
Query: 75  IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 134 
           I  IS   A       +PA      + + G   WH D T   V ++    +A  V  VGG 
Sbjct: 70  IFTISLDPA------KTPA-----AEYLKGTFHWHIDGTNDDVPSKATTLTARHVAMVGG 118 
 
Query: 135 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS--KLGHVQQAGSAYIGYGMDTTAT 192 
            T FA   AAY++L E  R  +      HS   +Q   K     +  +A+       T+  
Sbjct: 119 GTQFASTYAAYESLPELERKRIDGLRVVHSFEAAQRLVKPDPTPEELAAWRALPPHETSL 178 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
             R         GR SL+IG     I GM+A ES   L+ L+DW+ Q    + H W  GD 
Sbjct: 179 VWRR------RDGRRSLVIGATTDHIVGMEAEESRALLDELLDWSTQERFSYTHDWEVGD 232 
 
Query: 253 VVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           +VVWDN  +LHRA P+D    R M  + + G 
Sbjct: 233 LVVWDNTGVLHRAMPYDPTSERTMQRTTIVG 263 
 
 
>ref|YP_003272551.1| Taurine dioxygenase [Gordonia bronchialis DSM 43247] 
 gb|ACY20658.1| Taurine dioxygenase [Gordonia bronchialis DSM 43247] 
          Length = 306 
 
 Score =  108 bits (269), Expect = 1e-21,   Method: Compositional matrix adjust. 
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 Identities = 81/266 (30%), Positives = 119/266 (44%), Gaps = 18/266 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L +   G + GA + G+ +A+  D    A+  A +++ +++   QHL +   I F +R G 
Sbjct: 28  LDVDEFGPSFGAELRGIDVASASDDEVRAIRRALIEYKVIVLRNQHLDDAAHIEFGRRLG 87 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM-AWHADSTYMPVMAQGAVF 124 
                   D+     V   G V    P E   +     G    WH D T+MP    G++  
Sbjct: 88  --------DLTVGHPVWDSGDV----PDEVYSLDSADNGFADVWHTDVTFMPRPPMGSIL 135 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
              V+P  GG T +AD   AY +L E  R L+    A H            ++ G      
Sbjct: 136 RPVVLPRNGGDTNWADAELAYLSLSEPVRTLIEGLRAVHDGSREFGYYLKQRRGGKGNEW 195 
 
Query: 185 YGMDTTATP--LRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            G + T  P    P+V+VHPETGR SL +  G  +H I G+  AES   L+ L     +  
Sbjct: 196 DGREVTELPPVTHPVVRVHPETGRKSLFVNPGFTSH-IEGVSDAESRGILDLLYAHLTKP 254 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAE 266 
             +  H+W  GD+V+WDNR  LH A  
Sbjct: 255 EHIVRHRWRLGDLVLWDNRNTLHYAN 280 
 
 
>ref|XP_001394361.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase 
           [Aspergillus niger CBS 513.88] 
 emb|CAK48351.1| unnamed protein product [Aspergillus niger] 
          Length = 323 
 
 Score =  107 bits (268), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 75/288 (26%), Positives = 136/288 (47%), Gaps = 31/288 (10%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +   L++   G   GA +TG+     + D  F  +  A  ++   +    +L ++  +   
Sbjct: 14  SNPNLKVIKNG--FGAEITGLDFTHGVTDEAFRFIENAVRKYGFAVVRKTNLVDETHLEL 71 
 
Query: 61  AKRFGAIE------------RIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMA 107 
           A++FG ++            R+   ++  + N++ DG+ V  +SP       +   GN   
Sbjct: 72  ARKFGELDDVTPYNKAGRVHRLKYNELFDVGNIEIDGSIVDLNSPRG-----EANKGNSL 126 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRS--ARH 163 
           +H DS++ P  A  ++  A  +P    GG T FADMR AY  LD+  +  +H R+  ARH 
Sbjct: 127 FHTDSSFNPRRAGYSLLLAHELPPPGTGGSTAFADMRGAYRDLDDDFKRFLHDRNFVARH 186 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 223 
           S+++S+        A   +              L++ H  TG P++ + +H H++ G+   
Sbjct: 187 SILHSKK-----MAAPEHFKDVNPTDHFMSRHLLLQKHERTGIPTIYLAKHIHSLEGVSP 241 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQW-AAGDVVVWDNRCLLHRAEPWDF 270 
            ES+  L+ L + + Q   V   +W + GD++VWDN C +HRA   +F 
Sbjct: 242 EESQGILDRLFEHSSQDKYVIEVEWISVGDMIVWDNTCTMHRAISGEF 289 
 
 
>emb|CAY27310.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
 
 Score =  107 bits (268), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 55/124 (44%), Positives = 73/124 (58%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+  +A +      HS  YSQ K+G +++  +      M         
Sbjct: 1   TEFGDMRAAYDALDDQRKAQLEGLLGTHSYAYSQGKVGGLEEVFTPEARARMVDVE---H 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
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            LV+ HP TGR SL IGRH + + GM   +++  LE L+ WACQ PRV  H+W  GD+V+ 
Sbjct: 58  LLVRTHPATGRKSLFIGRHVYRVTGMTDDDAQAMLEELLAWACQPPRVFKHRWTVGDIVM 117 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|ZP_07387050.1| Taurine dioxygenase [Paenibacillus curdlanolyticus YK9] 
 gb|EFM11265.1| Taurine dioxygenase [Paenibacillus curdlanolyticus YK9] 
          Length = 305 
 
 Score =  107 bits (268), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 77/275 (28%), Positives = 119/275 (43%), Gaps = 31/275 (11%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITF 60 
           Q  L++ P    +GA V G+ L+  LD     A+  A LQH +L F GQ HL +++Q  F 
Sbjct: 9   QVQLEVVPVAGRIGAEVKGLRLSGDLDREDVEAIQRALLQHKVLFFRGQQHLDDEEQERF 68 
 
Query: 61  AKRFGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           AK  G +        + G   I+ +++                          +WH D T 
Sbjct: 69  AKLLGELYAHPTVPVKEGSSSILELNSYHGGRA-------------------NSWHTDVT 109 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK-- 171 
           ++    + ++    V+PA GG T +A+  AAY+ L +  R L     A H+  Y  +    
Sbjct: 110 FVDAYPKASILRGVVIPAAGGDTVWANTAAAYEDLPQELRDLADNLRAVHTNAYDYATAI 169 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
              V +  +       ++T      P+V+VHPETG   LL+G       G  + +SER   
Sbjct: 170 RKEVSEEDAKKSKAIFESTVYETEHPVVRVHPETGERHLLLGHFVKRFVGFRSPDSERLF 229 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             L +   +       +WA GDV +WDNR   H A 
Sbjct: 230 HILQEHVTRLENTVRWRWAEGDVAIWDNRATQHYA 264 
 
 
>gb|AAM90964.2|AF516751_1 R-2,4-dichlorophenoxypropionate dioxygenase [Rhodoferax sp. 
P230] 
 gb|AAM90965.2|AF516752_1 R-2,4-dichlorophenoxypropionate dioxygenase [Sphingobium 
           herbicidovorans] 
 gb|AAP88290.1| R-2,4-dichlorophenoxypropionate/alpha-ketoglutarate dioxygenase 
           [Delftia acidovorans] 
 emb|CAF32811.1| (R)-2-(2,4-dichlorophenoxy)propionate,2- oxoglutarate dioxygenase 
           [Sphingobium herbicidovorans] 
          Length = 295 
 
 Score =  107 bits (268), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 80/268 (29%), Positives = 126/268 (47%), Gaps = 14/268 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P    LGA +TGV L   LDD+ +  +  A+  + ++ FPGQ ++N+Q I F++RF 
Sbjct: 15  IAVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQAITNEQHIAFSRRF 74 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G ++ +    + +I        +R+    E ++  +VI  +  WH DST++       V  
Sbjct: 75  GPVDPVPL--LKSIEGYPEVQMIRR----EANESGRVIGDD--WHTDSTFLDAPPAAVVM 126 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +    
Sbjct: 127 RAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSNTS 186 
 
Query: 185 YG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A + 
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Sbjct: 187 VKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHATR 246 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
                  +W    V+VWDN C +HRA P 
Sbjct: 247 FDFTCRVRWKKDQVLVWDNLCTMHRAVP 274 
 
 
>ref|ZP_07301372.1| dioxygenase [Streptomyces viridochromogenes DSM 40736] 
 gb|EFL29741.1| dioxygenase [Streptomyces viridochromogenes DSM 40736] 
          Length = 324 
 
 Score =  107 bits (268), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 89/296 (30%), Positives = 131/296 (44%), Gaps = 22/296 (7%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           +  +++ P    +GA ++GV LA+ LDD   AA+ AA L+  ++ F GQ L +   +TFA 
Sbjct: 14  EAGVEVKPVAGHIGAEISGVDLASHLDDTVVAAIRAAVLRWKVVFFRGQRLDHTGHVTFA 73 
 
Query: 62  KRFG---AIERIGGGDIVAISNVKAD------GTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           +RFG    + R G         ++        G        EW    +  +    WH D  
Sbjct: 74  RRFGEPVVLPRRGKASPPGFPEIETTADRLELGGRFGMEHDEWLRRRRHTL-LRGWHCDH 132 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
                     +  AE VP  GG T ++++ AAY  L    R       A H L      + 
Sbjct: 133 GARVDPPAATILRAETVPPYGGDTTWSNLAAAYAGLSAPLREFADGLRAEHRL-----GV 187 
 
Query: 173 GHVQQAGS-AYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFL 230 
           G+  + G  AY+ + +D     L PLV+VHPETG   L + G +   I G+   ES   L 
Sbjct: 188 GYQPRPGDDAYVRHLLDRQVATLHPLVRVHPETGERVLYVNGYYVEQIAGLSRPESGAIL 247 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
           + L++ A +       +W  G V  WDNR  +H A P D      PR+M    LAG 
Sbjct: 248 DLLLEQAVRPEYTVRFRWEPGSVAFWDNRATMHLA-PGDTAHLDHPRIMHRVMLAG 302 
 
 
>ref|YP_001134372.1| taurine dioxygenase [Mycobacterium gilvum PYR-GCK] 
 ref|YP_004076900.1| taurine catabolism dioxygenase [Mycobacterium sp. Spyr1] 
 gb|ABP45584.1| Taurine dioxygenase [Mycobacterium gilvum PYR-GCK] 
 gb|ADT99065.1| Probable taurine catabolism dioxygenase [Mycobacterium sp. Spyr1] 
          Length = 309 
 
 Score =  107 bits (268), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 83/266 (31%), Positives = 120/266 (45%), Gaps = 21/266 (7%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAA-LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 64 
            +   GA +GA + GV LA   DAG AA ++AA L+H ++ F GQH L +D Q+ FA+   
Sbjct: 5   DVVKLGAAIGARIDGVDLARGIDAGTAAQINAALLEHKVIFFRGQHDLDDDGQLEFARAL 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G           A   V + G       + +D          +WH D T++  + + ++  
Sbjct: 65  GT-------PTTAHPTVTSRGAKVLPIDSRYDKAD-------SWHTDVTFVDRIPKASLL 110 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY-----SQSKLGHVQQAG 179 
            A  +PA GG T +A   AAYD L    RAL     A H+  Y     + ++L  +     
Sbjct: 111 RAVTLPAYGGTTAWASTEAAYDRLPAPLRALTENLWAVHTNTYDYAADADARLVPLADTE 170 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y    +        P+V+VHPETGR  LL+G       G+  AES   L+ L +   + 
Sbjct: 171 RQYREEFVSDYYETEHPVVRVHPETGRKVLLLGHFVKHFVGLGQAESTALLQLLQNRVTK 230 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GD+ VWDNR   H A 
Sbjct: 231 LENTIRWSWELGDIAVWDNRATQHYA 256 
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>ref|YP_004016966.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP81096.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 302 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 80/270 (29%), Positives = 120/270 (44%), Gaps = 22/270 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
            ++ P    LGA + G+ L TLDD   AA+ A WL + ++ FPGQ L+    + FA+RFG 
Sbjct: 19  FEVIPLSGNLGAEIPGLDLRTLDDDTIAAVRATWLHYKVVFFPGQDLTPQDHLAFARRFG 78 
 
Query: 66  AIERIGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
             E   G  ++          + D T  +   A + D+  V  G + WH D T++      
Sbjct: 79  --EPTEGHPVIPGLPDQPEVFQIDYTQARELAAAYGDVSDVSRG-LHWHTDVTFVRRPPL 135 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           G++  A  VP  GG T F++  AA+D L  A +  +   +A H     Q +   +      
Sbjct: 136 GSILRAVEVPRAGGDTLFSNQEAAFDDLSPALQEFLSTLTAVHD---GQDQFKVILD--- 189 
 
Query: 181 AYIGYGM--DTTATPLR----PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
             IG G     T T L     P+V+ HPETG+ SL +       I  +   ES+  L  L 
Sbjct: 190 -LIGEGTWEGKTFTKLEPVEHPVVRTHPETGKRSLFVNPGFTSRIKELKRTESDALLAYL 248 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
              + +      + W  G +  WDNR   H 
Sbjct: 249 FQHSVRPEFTVRYHWQPGTIAFWDNRATQH 278 
 
 
>gb|ACX54967.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 97 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 58/97 (59%), Positives = 68/97 (70%), Gaps = 2/97 (2%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVF+AE+VPA GG T FADMRAAY+ALD+ TR  V +  A HSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFTAEIVPASGGATGFADMRAAYEALDDETRDRVGRLCAYHSLYYSQ 60 
 
Query: 170 SKLGHV--QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++  + A   Y  YG       LRPLVKVHPET 
Sbjct: 61  GRAGYLPRRNAMGGYDQYGYHEGEPSLRPLVKVHPET 97 
 
 
>gb|ADY81784.1| putative alkylsulfatase [Acinetobacter calcoaceticus PHEA-2] 
          Length = 317 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 73/274 (26%), Positives = 123/274 (44%), Gaps = 36/274 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L +      +GA ++G+HL++ LD +    +H A L+H +L F GQ HL + +Q  FA+  
Sbjct: 12  LHVKKLTGRIGAEISGIHLSSELDSSTVQFIHDALLEHKVLFFRGQQHLGDTEQEKFAEL 71 
 
Query: 64  FGA------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG+      +  + G D   I  + +    R +S                WH D T++   
Sbjct: 72  FGSPVKHPTVPAVDGTDF--IFELDSQKGARANS----------------WHTDVTFVDA 113 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY------SQSK 171 
             + ++  + ++P  GG T +A+   AY+ L E  +    Q  A HS  Y         + 
Sbjct: 114 YPKISILRSLIIPETGGDTTWANTETAYEDLPELLKQFAEQLVAVHSNEYDYGGPKQNVE 173 
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Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
              +++    ++    +T      P+V +HPETG+ SLL+G     + G   ++S+     
Sbjct: 174 PEQLERLKKIFVSTKYETE----HPVVVLHPETGKKSLLLGHFFKRLVGFSQSDSQLLFN 229 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L +   +       QW  GDVV+WDNR   H A 
Sbjct: 230 ILQEKVTRPENTVRWQWQEGDVVIWDNRSTQHYA 263 
 
 
>gb|ADC33998.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 68/213 (31%), Positives = 103/213 (48%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMASNRGTVNPLVHIVTNLGADGKPSGK------------VASTGW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A+V+P  GG TCFA+M AAY+ L EA +A +      HS   S 
Sbjct: 49  HSDKSFRPRPSLATILHAQVMPPDGGETCFANMIAAYETLPEAEKAELDGVRVVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           ++++G    A        M+       PLV+  PETG  +L +G HA    G         
Sbjct: 109 RARMGITAPAEEIADAPPME------HPLVRTIPETGSKALFMGEHAVYFDGQPEEVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A +   V+ H+W AGD+++WDNRC+ 
Sbjct: 163 RLEKLTAHAVEERFVYRHKWTAGDLLMWDNRCV 195 
 
 
>ref|YP_001413275.1| taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
 gb|ABS63618.1| Taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
          Length = 278 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 81/271 (29%), Positives = 122/271 (45%), Gaps = 26/271 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+Q+ P    LGA + GV L+  L +  F  +H A+L H ++ F  Q LS++Q   F +R 
Sbjct: 2   TIQVKPISGALGAEIEGVDLSKDLSNETFDDIHQAFLDHVVIFFRDQQLSHEQHKAFGRR 61 
 
Query: 64  FGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +          G  +I+ I  VK           E +D +    G   WH+D +++  
Sbjct: 62  FGTLNIHPYVKGMEGHPEIMQI--VK-----------EPEDRLNFGGG---WHSDMSFLE 105 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             A G++  A+ VP  GG T +A+   AY+ L +  +A +    A H+     S+ G    
Sbjct: 106 EPALGSILYAKEVPPYGGDTLWANQYLAYETLSDGMKATLDGLKAVHTAKGEYSERGASA 165 
 
Query: 177 QA-GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
           QA  S  +    D T +   P+V+ HPETGR +L +         G    ES   L  L  
Sbjct: 166 QARKSMDVATAGDDTPSYEHPVVRTHPETGRKALYVNPAFTEKFVGWTRRESRPLLNFLF 225 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +   Q P     +W A  +  WDNR   H A 
Sbjct: 226 EHCTQEPLTCRFRWTANALAFWDNRAAQHFA 256 
 
 
>ref|ZP_07980743.1| alpha-ketoglutarate-dependent taurine dioxygenase [Streptomyces 
sp. 
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           SA3_actG] 
 ref|ZP_07985093.1| alpha-ketoglutarate-dependent taurine dioxygenase [Streptomyces 
sp. 
           SA3_actF] 
          Length = 297 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 83/275 (30%), Positives = 126/275 (45%), Gaps = 26/275 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +++  L++TP G   GA V  + L  LDD   AA+ AA ++H +L   GQ + +  QI F 
Sbjct: 14  VSEAGLRLTPLGPRFGAEVHDIDLGRLDDGQVAAVRAALVEHKVLFVRGQDIDDAAQIAF 73 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPA--EWDDMMKVIVGNMAWHADSTYMPVM 118 
            +R         G++ A   V   G V +   A    D+    +     WH D T++    
Sbjct: 74  GRRL--------GEVTAGHPVHDSGDVPEEVFALDSQDNGFADV-----WHTDVTFVARP 120 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV--- 175 
              +V  A V+P  GG T +AD  AAY++L    RAL+   +A H       + G+     
Sbjct: 121 PAISVLRAVVLPPTGGDTSWADSEAAYESLTPGLRALIDPLTAVHD---GNREFGYYLAQ 177 
 
Query: 176 --QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLE 231 
             Q  G+ + G      +    P+V+VHPE+GR  L +  G  +H + G+   ES   L+ 
Sbjct: 178 RRQGRGNVWEGEVFTDLSPVEHPVVRVHPESGRRGLFVNPGFTSH-LTGVSEYESRGILD 236 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
            L     +      H+W  GDV +WDNR   H A  
Sbjct: 237 ILYAHLTKPEHTIRHRWQPGDVALWDNRATSHYAN 271 
 
 
>gb|ACX54972.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54993.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54995.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54998.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX55001.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 93 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 59/96 (61%), Positives = 69/96 (71%), Gaps = 4/96 (4%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSA+VVP  GG T +ADMRAAY+ALDE  R+ +    A HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFSAKVVPTEGGETGWADMRAAYEALDENLRSKLEGLEAYHSLYYSQ 60 
 
Query: 170 SK-LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            K LG+  +AGSA   YG+     PLR LVKVHPET 
Sbjct: 61  GKVLGYAPKAGSA---YGLHEGPPPLRKLVKVHPET 93 
 
 
>ref|ZP_04384517.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN88282.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
          Length = 325 
 
 Score =  107 bits (267), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 82/267 (30%), Positives = 121/267 (45%), Gaps = 27/267 (10%) 
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Query: 8   ITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           +T  GA +GA + G+ L   LD A  + +  A L+H ++ F GQ HL ND Q  FA   G 
Sbjct: 28  VTTLGAHIGARIDGITLGGHLDPATISLIRQALLEHKVIFFRGQDHLDNDSQYEFAHLLG 87 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHS----PAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                        +   A  TV+ H     P +  D+ K      +WH D T++  + +  
Sbjct: 88  -------------TPTTAHPTVKSHGAKVLPID-SDLGKA----NSWHTDVTFVDRIPKA 129 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY---SQSKLGHVQQA 178 
           ++  A  +P  GG T +A   AAY+ L +  +AL     ARH+ VY   + S     +   
Sbjct: 130 SILRAVQLPEYGGSTTWASGVAAYNGLPDPLKALAENLWARHTNVYDYAATSAERLTEDR 189 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
            +AY      T      P+V+VHPETG  +L++G       G+   +S    + L D A  
Sbjct: 190 TAAYREEFQSTYFETEHPVVRVHPETGERTLVLGHFVKNFVGLSTEQSNGVFKLLQDHAI 249 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +        W AGDV +WDNR   H A 
Sbjct: 250 KLEYTTRWNWEAGDVAIWDNRATQHYA 276 
 
 
>ref|YP_003551220.1| putative dioxygenase [Candidatus Puniceispirillum marinum 
IMCC1322] 
 gb|ADE39136.1| putative dioxygenase [Candidatus Puniceispirillum marinum IMCC1322] 
          Length = 301 
 
 Score =  107 bits (266), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 79/268 (29%), Positives = 120/268 (44%), Gaps = 18/268 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + +TP    LGA + G+ +A  ++D  FA +H A+L H +L F  Q  ++ +  I F KR 
Sbjct: 31  IDVTPFAPNLGAEIRGIQIADGVNDEEFAEIHHAFLAHQVLFFKDQREITPEAHIDFGKR 90 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +        +A         +  H  ++       +     WH+D +       G + 
Sbjct: 91  FGPLHAHPAAPTMA--GYPEIFEIHAHKDSK-------VANGEHWHSDVSCDTEPPLGTL 141 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
               ++P  GG T F+DM AA+D L    RA++   +A H   +        +    A I 
Sbjct: 142 LQLHILPPCGGDTMFSDMYAAFDDLSPTLRAMLDGLTATHESEHFYRGRYADRGRKDADI 201 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
            Y + T      P+V+ HPETGR +L I R     I  + AAES+  L  L          
Sbjct: 202 SYPVAT-----HPVVRTHPETGRKALYINRTFTTGINELSAAESDAMLGFLFSHIEHVNY 256 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
               +WA  D+  WDNRC +HRA  WD+ 
Sbjct: 257 QIRFRWALNDMAFWDNRCCMHRAI-WDY 283 
 
 
>gb|ADC34041.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  107 bits (266), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 69/214 (32%), Positives = 104/214 (48%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMASNRGTVNPLVHIVTNLGADGKPSGK------------VASTGW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A+V+P  GG TCFA+M AAY+AL E  +A +      HS   S 
Sbjct: 49  HSDKSFRPRPSLATILHAQVMPPDGGETCFANMIAAYEALPEVEKAELDGVRVVHSWEIS 108 
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Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           ++++G    A            A P+  PLV+  PETG  +L +G HA    G        
Sbjct: 109 RARMGITAPAEEI-------ADAPPMEHPLVRTIPETGSKALFMGEHAVYFDGQPEEVGR 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   V+ H+W AGD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFVYRHKWTAGDLLMWDNRCV 195 
 
 
>ref|YP_274684.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. phaseolicola 
           1448A] 
 gb|AAZ33872.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. 
           phaseolicola 1448A] 
          Length = 279 
 
 Score =  107 bits (266), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 80/253 (31%), Positives = 124/253 (49%), Gaps = 22/253 (8%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP    S+ +QI F +  G    E   G +I  IS +VK        +PA     
Sbjct: 44  QRGVLVFPQIDFSDAEQIAFTRTLGTFCPEASDGQNITKISLDVK-------ENPAG--- 93 
 
Query: 98  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 157 
             + + G++ WH D T   V    ++ S +V  ++GG T F +  AAY+AL  A +     
Sbjct: 94  -AEFLKGSLYWHIDGTSSDVPILASLLSCKVPASLGGNTGFCNTYAAYEALSSADK---- 148 
 
Query: 158 QRSARHSLVYS--QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 215 
           QR  R  ++++   S L +  + G A +   M        PLV  H  +GR SL++G  A 
Sbjct: 149 QRYERLRVIHAPWASLLYYNPEPGLAMLK-AMQAIGEKELPLVWRH-RSGRKSLILGCTA 206 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
             + G+  A+S + L GL +WA      ++H W  GD+V+WDN   +HRAE +D    R+ 
Sbjct: 207 QQVVGVSLAQSAQILVGLREWATAEAFSYSHAWQTGDLVIWDNTGTMHRAEAYDPACGRM 266 
 
Query: 276 MWHSRLAGRPETE 288 
           M  ++L G    E 
Sbjct: 267 MHRTKLQGEEPFE 279 
 
 
>gb|AAT51068.1| PA3935 [synthetic construct] 
          Length = 278 
 
 Score =  107 bits (266), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 84/265 (31%), Positives = 118/265 (44%), Gaps = 15/265 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P    LGATV+G+ L A LDD G  A+  A L+H +L F  Q L    Q  FA R 
Sbjct: 2   SLTIQPISPALGATVSGIDLGAPLDDTGQRAIEQALLEHQVLFFRDQSLEPRSQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +          I  +       Q      D  +  +  N  WH D T++   A GAV 
Sbjct: 62  FGDLH---------IHPIYP-SVPEQPEVIVLDTAVTDVRDNAIWHTDVTFLETPALGAV 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSA 181 
            +A+ +P  GG T +A   AAY+AL    R L+   +A H +   + + + G V +A  A 
Sbjct: 112 LAAKQLPPYGGDTLWASSTAAYEALSAPLRRLLDGLTATHDIGKSFPRERFG-VTEADLA 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
            +            P+V+ HP TGR  L +       I  ++ AES+  L+ L   A +  
Sbjct: 171 RLEEARLKNPPRSHPVVRTHPVTGREGLFVSDGFTTRINELEPAESDALLKFLFAHATRP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
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                 +W   DV  WDNR   H A 
Sbjct: 231 EFTVRWRWQENDVAFWDNRVTQHYA 255 
 
 
>gb|EFW80548.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. glycinea 
           str. B076] 
 gb|EFW84411.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. glycinea 
           str. race 4] 
          Length = 288 
 
 Score =  107 bits (266), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 80/253 (31%), Positives = 124/253 (49%), Gaps = 22/253 (8%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP    S+ +QI F +  G    E   G +I  IS +VK        +PA     
Sbjct: 53  QRGVLVFPQIDFSDAEQIAFTRTLGTFCPEASDGQNITKISLDVK-------ENPAG--- 102 
 
Query: 98  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 157 
             + + G++ WH D T   V    ++ S +V  ++GG T F +  AAY+AL  A +     
Sbjct: 103 -AEFLKGSLYWHIDGTSSDVPILASLLSCKVPASLGGNTGFCNTYAAYEALSSADK---- 157 
 
Query: 158 QRSARHSLVYS--QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 215 
           QR  R  ++++   S L +  + G A +   M        PLV  H  +GR SL++G  A 
Sbjct: 158 QRYERLRVIHAPWASLLYYNPEPGLAMLK-AMQAIGEKELPLVWRH-RSGRKSLILGCTA 215 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
             + G+  A+S + L GL +WA      ++H W  GD+V+WDN   +HRAE +D    R+ 
Sbjct: 216 QQVVGVSLAQSAQILVGLREWATAEAFSYSHAWQTGDLVIWDNTGTMHRAEAYDPACGRM 275 
 
Query: 276 MWHSRLAGRPETE 288 
           M  ++L G    E 
Sbjct: 276 MHRTKLQGEEPFE 288 
 
 
>ref|ZP_06413630.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC83531.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 309 
 
 Score =  107 bits (266), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 86/298 (28%), Positives = 126/298 (42%), Gaps = 40/298 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P     GA + GV L   LDDA  A + +A L   ++ F  QHL + QQ+ F +RF 
Sbjct: 10  IDVRPLSGYTGAEIHGVDLREDLDDATIAEIRSALLTWKVVFFRDQHLDHAQQVAFGRRF 69 
 
Query: 65  GAI---------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G +            G  +I+ I + +          A +D+          WH D T + 
Sbjct: 70  GRLTAAHPHETEPPAGHPEILPIDSRRYAKLFGDRRKATYDN---------GWHTDVTAL 120 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                G++  A++VP  GG T + ++ AAY AL E  R L     ARHS      + G   
Sbjct: 121 VNPPAGSILRADIVPPYGGDTAWTNLVAAYQALPEPLRVLADGLRARHSFSLPIFEGGE- 179 
 
Query: 176 QQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGRHAHA----IPGMDAAESER 228 
                    YG    + PL    P+V+VHPETG  +L +     A    I G+   +S R 
Sbjct: 180 ---------YGRRIQSNPLVAIHPVVRVHPETGERALFVSPSFTARDNDIIGLSPRQSHR 230 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
            LE   +   +       +W  GDV  WDNR   H   P D    +  RV++   + G 
Sbjct: 231 VLELFYEQISRPEFTVRFKWNPGDVAFWDNRATAHLG-PSDLSHLEFDRVLYRVTIEG 287 
 
 
>ref|ZP_07262985.1| taurine catabolism dioxygenase TauD/TfdA [Pseudomonas syringae pv. 
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           syringae 642] 
          Length = 279 
 
 Score =  107 bits (266), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 84/249 (33%), Positives = 122/249 (48%), Gaps = 22/249 (8%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP  H S+ +QI F +  G    E   G +I  IS +VK +       PA     
Sbjct: 44  QRGVLVFPQIHFSDAEQIAFTRTLGTFCPEPGDGQNITRISLDVKEN-------PAG--- 93 
 
Query: 98  MMKVIVGNMAWHADSTYM--PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 155 
             + + G++ WH D T    P++A  ++ S +V  + GG T F +  AAY+ L  A R   
Sbjct: 94  -AEFLKGSLYWHIDGTSSDSPILA--SLLSCKVPASWGGNTGFCNTYAAYEELSSADRQ- 149 
 
Query: 156 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 215 
            H  S R       S L +  + G A +   M        PLV  H  TGR SL++G  A 
Sbjct: 150 -HYDSLRVIHAPWASLLYYNPEPGLAML-EAMQAIGEKELPLVWKH-RTGRKSLILGCTA 206 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
             + G+  A+S R L GL +WA      ++H W  GD+V+WDN   LHRAE +D +  R+ 
Sbjct: 207 QQVVGVSLAQSARILVGLREWATSEAFSYSHAWQVGDLVIWDNTGTLHRAEAYDPECGRM 266 
 
Query: 276 MWHSRLAGR 284 
           M  ++L G  
Sbjct: 267 MHRTKLQGE 275 
 
 
>ref|YP_789182.1| taurine dioxygenase [Pseudomonas aeruginosa UCBPP-PA14] 
 gb|ABJ13211.1| TauD [Pseudomonas aeruginosa UCBPP-PA14] 
          Length = 277 
 
 Score =  107 bits (266), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 84/265 (31%), Positives = 118/265 (44%), Gaps = 15/265 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P    LGA V+G+ L A LDDAG  A+  A L+H +L F  Q L    Q  FA R 
Sbjct: 2   SLTIQPISPALGAIVSGIDLGAPLDDAGQRAIEQALLEHQVLFFRDQSLEPRSQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +          I  +       Q      D  +  +  N  WH D T++   A GAV 
Sbjct: 62  FGDLH---------IHPIYP-SVPEQPEVIVLDTAVTDVRDNAIWHTDVTFLETPALGAV 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSA 181 
            +A+ +P  GG T +A   AAY+AL    R L+   +A H +   + + + G V +A  A 
Sbjct: 112 LAAKQLPPYGGDTLWASSTAAYEALSAPLRRLLDGLTATHDIGKSFPRERFG-VTEADLA 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
            +            P+V+ HP TGR  L +       I  ++ AES+  L+ L   A +  
Sbjct: 171 RLEEARLKNPPRSHPVVRTHPLTGRKGLFVSDGFTTRINELEPAESDALLKFLFAHATRP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W   DV  WDNR   H A 
Sbjct: 231 EFTVRWRWQENDVAFWDNRVTQHYA 255 
 
 
>gb|ABO10421.1| (R)-2,4-dichlorophenoxypropionate dioxygenase [Burkholderia sp. 
           EX1152] 
          Length = 260 
 
 Score =  106 bits (265), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 80/264 (30%), Positives = 124/264 (46%), Gaps = 14/264 (5%) 
 
Query: 10  PTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 68 
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           P    LGA +TGV L   LDD+ +  +  A+  + ++ FPGQ ++N+Q I F++RFG ++ 
Sbjct: 3   PLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQAITNEQHIAFSRRFGPVD 62 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
            +    + +I        +R+    E ++  +VI  +  WH DST++       V  A   
Sbjct: 63  PVPL--LKSIEGYPEVQMIRR----EANESGRVIGDD--WHTDSTFLDAPPAAVVMRAID 114 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG-M 187 
           VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +      M 
Sbjct: 115 VPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSNTSVKVM 174 
 
Query: 188 DTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
           D  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A +     
Sbjct: 175 DVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHATRFDFT 234 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRAEP 267 
              +W    V+VWDN C +HRA P 
Sbjct: 235 CRVRWKKDQVLVWDNLCTMHRAVP 258 
 
 
>ref|YP_002869936.1| taurine dioxygenase [Pseudomonas fluorescens SBW25] 
 emb|CAY46531.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           fluorescens SBW25] 
          Length = 278 
 
 Score =  106 bits (265), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 85/267 (31%), Positives = 120/267 (44%), Gaps = 17/267 (6%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++L +TP    LGA ++GV +   LD     A+  A L H++L F GQ ++  QQ  FA  
Sbjct: 2   SSLTVTPLSTALGAQISGVDITQPLDLEQRHAIEQALLTHSVLFFRGQAINPQQQARFAA 61 
 
Query: 63  RFGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            FG +       I  I  NV     V        D  +  +  N  WH D T++P  A G 
Sbjct: 62  NFGDLH------IHPIYPNVPEQPEV-----LILDTAVTDVRDNAVWHTDVTFLPTPALG 110 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           AV SA+++PA GG T +A   AAY+AL E  + L+   +A H    S   L          
Sbjct: 111 AVLSAKLLPAFGGDTLWASGIAAYEALSEPFKRLLDGLTATHDFTKS-FPLERFGNTAED 169 
 
Query: 182 YIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            + +       P    P+V+ HP +GR SL +       I  ++ AESE  L+ L   A  
Sbjct: 170 LVRWEETRKKNPPLSHPVVRTHPVSGRKSLFVSDGFTTKINELEPAESEAILKLLFAHAT 229 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 230 RPEFTIRWRWQENDVAFWDNRVTQHYA 256 
 
 
>ref|YP_001511337.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW16431.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 278 
 
 Score =  106 bits (265), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 83/283 (29%), Positives = 130/283 (45%), Gaps = 15/283 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL-DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++ +TP G  LG  +TG+    L   A  AA      +H ++I+   H+S+   ++F++  
Sbjct: 2   SVTVTPLGPHLGVEITGMSGGDLPTTAAAAACLETLARHGVVIYREAHISDSDLVSFSRL 61 
 
Query: 64  FG--AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK-VIVGNMAWHADSTYMPVMAQ 120 
            G   +   G  +   I+ +  D       PA+ D  +     GN  WH D     +  + 
Sbjct: 62  LGRVVLNPTGEHERAEIATITLD-------PAKTDATLAWYRKGNFLWHIDGATDQLPQK 114 
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Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             + +A  V   GG T FA   AAY+AL +  +  + +    HS   +Q +  H       
Sbjct: 115 ATLLTAREVDETGGDTEFASTYAAYEALPDTEKVALAEHHVLHSFAAAQRR-AHPDATDE 173 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
               +G     T   PLV      GR SLL+G  A  + G+  AE E  L+ L++W+ Q  
Sbjct: 174 QQADWGR--VPTRKHPLVWTR-GNGRRSLLLGATAGEVVGLPPAEGEALLQRLLEWSTQP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             V  H+W AGD+V+WDN  +LHRA P+     R+M  + L G 
Sbjct: 231 QFVLRHRWRAGDLVIWDNTGMLHRALPFAATSRRLMHRTTLVG 273 
 
 
>gb|ADC34015.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  106 bits (265), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 69/214 (32%), Positives = 106/214 (49%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMASNRGTVSPLVHIVTNLGADGKPSGK------------VASTGW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P      +  A+V+P  GG TCFADM AAY+AL +A +A + +    HS   S 
Sbjct: 49  HSDKSFRPQPPLATILHAQVMPPDGGETCFADMIAAYEALPDAEKAELDRVRVVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           ++++G   +A    I       A P+  PLV+  PETG  +L +G HA    G        
Sbjct: 109 RARMG--IKAPPEEIA-----DAPPMVHPLVRTIPETGSKALFMGEHAVYFQGQPEEVGR 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   ++ H+W  GD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFIYRHKWTVGDLLMWDNRCV 195 
 
 
>gb|ADC33988.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  106 bits (265), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 72/213 (33%), Positives = 104/213 (48%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER--IGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER  +     V      ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVVSNRGTVNPLVHIVTNLGADGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL EA +A +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPQGGETCFADMIAAYEALPEAEKAELAGVRVVHSWELS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D +     PLV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIADAPDMS----HPLVRTIPETGRKALFMGERAVHLEGQPEDVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLEKLTAHAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>gb|ADC34006.1| TfdA-like protein [uncultured bacterium] 
          Length = 213 
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 Score =  106 bits (265), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 74/224 (33%), Positives = 110/224 (49%), Gaps = 29/224 (12%) 
 
Query: 56  QQITFAKRFGAIE----------------RIGGGDIVAISNVKADGTVRQHSPAEWDDMM 99 
           QQI FA  +G +E                RI   ++  +SN+   G +        D    
Sbjct: 1   QQIAFAGLYGPLEVAPPVQYKPGTFVETRRIRHREVFDVSNLDEQGRILDLG----DQRR 56 
 
Query: 100 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 159 
              +GN  WH DS++    A  ++  A ++P  GG T FAD RAAYDAL +AT+  +    
Sbjct: 57  AYGLGNQLWHTDSSFRQKSATWSLLHARIIPPDGGDTEFADTRAAYDALPQATKDRLDGL 116 
 
Query: 160 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA 217 
            A HS+ +S++KLG        Y     +  A P    P+V++ P +GR +L I  HA   
Sbjct: 117 IAEHSIWHSRAKLG-------GYTPTEEERQARPPAQHPVVRLRPGSGRKALYIASHASH 169 
 
Query: 218 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           I G    E    L  L+ +A Q   V+ H+W++GD+V+WDNRC+ 
Sbjct: 170 IVGWPIEEGRALLAELLAFATQPQFVYTHRWSSGDLVIWDNRCV 213 
 
 
>ref|YP_003563864.1| taurine catabolism dioxygenase TauD [Bacillus megaterium QM 
B1551] 
 gb|ADE70430.1| taurine catabolism dioxygenase TauD [Bacillus megaterium QM B1551] 
          Length = 300 
 
 Score =  106 bits (264), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 75/268 (27%), Positives = 118/268 (44%), Gaps = 16/268 (5%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQIT 59 
           A + L++ P    +GA + GVHL++ L+     A++ A L+H ++ F GQ H+ + +Q   
Sbjct: 9   ANSVLEVQPIAGHIGAEIKGVHLSSNLNAETLNAINKALLKHKVVFFRGQGHIDDAEQEA 68 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           FA  FG  E      I   SN   +    +   A             +WH D T++     
Sbjct: 69  FAALFGEPEAHPTVPIKEGSNYLFELDSERGGRAN------------SWHTDVTFIDTYP 116 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL--GHVQQ 177 
           + ++  A VVP  GG T +A+   AY +L    R L  Q  A H+  Y          Q+ 
Sbjct: 117 KASILRAVVVPEAGGDTVWANTAVAYQSLPSELRQLADQLWAVHTNDYDYGGRHPNRSQE 176 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
               +      T      P+V++HPETG  +L++G     I G+ +++S      L D   
Sbjct: 177 DLDRHRKVFASTVYETEHPVVRIHPETGERTLVLGHFVKKIKGLSSSDSNHLFSILQDHV 236 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +        W AGD+ +WDNR   H A 
Sbjct: 237 TRLENTVRWHWKAGDIAIWDNRATQHYA 264 
 
 
>ref|YP_002978871.1| Taurine catabolism dioxygenase TauD/TfdA [Rhizobium 
leguminosarum 
           bv. trifolii WSM1325] 
 gb|ACS60320.1| Taurine catabolism dioxygenase TauD/TfdA [Rhizobium leguminosarum 
           bv. trifolii WSM1325] 
          Length = 288 
 
 Score =  106 bits (264), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 83/300 (27%), Positives = 126/300 (42%), Gaps = 29/300 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + +  L+     + +   + G      D    AA+   WLQ+ ++ F    +++ QQ+ F 
Sbjct: 2   LTKIRLRAVQHASNVCGDIEGFDFNDYDADDVAAVRKFWLQYGVVRFKKAGITDAQQVQF 61 
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Query: 61  AKRFGAI-----ERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM--AW 108 
           ++ FG       +   GG     +I+ ISN   DG      P+         +GN    W 
Sbjct: 62  SRHFGEFVIHPKQLQEGGHPTHPEILVISNAMKDG-----KPSG-------AMGNSEATW 109 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H D+ +      GA+  A  VP  GG T F     AYD L    +  V  R      VY  
Sbjct: 110 HTDTWFYERPPAGAILRAVAVPPSGGDTYFLSTYIAYDTLPAPLKNAVDGRQIFFQNVYD 169 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA--IPGMDAAES 226 
             K G ++   S          +  + PLV+ H ETGR +L +G       I GM   ES 
Sbjct: 170 --KTGKLRLGKSTPKSQDFREWSGIVHPLVRTHGETGRKALYLGGTTEGAWIVGMSRDES 227 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           +  L  L D       +   QW  GD+++WDNRC +HR + +D    R+M  +  +G RP 
Sbjct: 228 DALLAELWDHTTNTKHIFVQQWDEGDIMMWDNRCTMHRRDSFDPASIRIMHRTTTSGERP 287 
 
 
>ref|XP_002149830.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Penicillium marneffei ATCC 18224] 
 gb|EEA21221.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Penicillium marneffei ATCC 18224] 
          Length = 326 
 
 Score =  106 bits (264), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 76/284 (26%), Positives = 128/284 (45%), Gaps = 26/284 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +   P   T GA   G+  +  + +     +     ++ +L+F G  L + + +  A++  
Sbjct: 9   VTFKPLHPTFGAECNGIDFSQPVSEETVDIIRNGLAKYGILVFRGAELDDARHVALARQL 68 
 
Query: 65  GAIER-----IGG--------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           G ++R     + G         ++  +SN++ DG++ Q +   W    ++  GN  +H D 
Sbjct: 69  GELDRSTVFVMPGQKYRLAPFNELTDVSNIEQDGSIIQKNSLSW----QIGQGNSLFHVD 124 
 
Query: 112 STYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
            +Y P  A  +V  A  +P    GG T FAD R AYD LD+  R  +      HSL +S+ 
Sbjct: 125 CSYNPRRAGFSVLRAHKLPPKGNGGGTAFADSRTAYDDLDDEKREEIKDYIVCHSLWHSR 184 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
                +      ++ Y      +  R  LV++H  + R ++ I  HAH   G    ES+  
Sbjct: 185 ----RLASPDCEFLKYMEPEKNSMARHKLVQMHEPSKRMNMYIAAHAHHFDGWTHQESQP 240 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAA-GDVVVWDNRCLLHRAEPWDFK 271 
            ++ L+    Q     A  W   GD V+WDN C+LHRA   DF+ 
Sbjct: 241 VIDDLMRHVTQDKYTFAVNWENDGDFVIWDNTCVLHRACGGDFE 284 
 
 
>ref|YP_001505765.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW10859.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 276 
 
 Score =  106 bits (264), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 81/282 (28%), Positives = 130/282 (46%), Gaps = 18/282 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           L +      +GA + G+    L  D+    A+  A  ++ +L+F   HL +  Q+ F ++ 
Sbjct: 4   LTLNKLSTHVGAEILGLDATRLLSDETLPGAVLDALEENGVLVFRNLHLDDATQVAFCRK 63 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            GA++      I  I+ V  D       PA+   + + + G   WH D T   +  +  V 
Sbjct: 64  LGAVQSWASHAIPEITVVSLD-------PAK-TAIAEYLKGTFDWHIDGTVDVIPNKATV 115 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
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            +A  +   GG+T FA    AY+ L    +    Q    HS    Q     +++  +    
Sbjct: 116 LTAHTLAEEGGQTEFASTYVAYENLTAEEKEQYAQLRVLHSFEALQ-----LRRNPNPTP 170 
 
Query: 184 GYGMDTTATPLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
               D  + P R  PL+  H  +GR SL++G  A  + G D A S++ L+GL+  +     
Sbjct: 171 EVAADMKSRPQREHPLIWRHG-SGRNSLVLGATASHVVGWDDAASQQLLDGLLARSTAPQ 229 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            V+ H+W+ GD V+WDNR +LHR  P+D   PR M  S L G 
Sbjct: 230 LVYRHEWSLGDTVIWDNRGVLHRVSPYDPTSPREMHRSTLLG 271 
 
 
>gb|ADC33994.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  105 bits (263), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 70/214 (32%), Positives = 106/214 (49%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHIASNRGTVNPLVHIVTNLDADGKPSGK------------VASTRW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A+V+P   G TCFADM AAY+AL +A +  + +    HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHAQVMPPDRGETCFADMIAAYEALPDAEKTELDRVRVVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           +++LG   +A    I       A P+  PLV+  PETG  +L +G HA    G        
Sbjct: 109 RARLG--IKAPPEEIA-----DAPPMVHPLVRTIPETGSKALFMGEHAIYFEGQPEEAGR 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   V+ H+W AGD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFVYRHKWTAGDLLMWDNRCV 195 
 
 
>ref|YP_004017313.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
 gb|ADP81443.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
          Length = 277 
 
 Score =  105 bits (263), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 84/283 (29%), Positives = 129/283 (45%), Gaps = 16/283 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWL-QHALLIFPGQHLSNDQQITFAKR 63 
           ++ ++P  A +G  VTG+    L D   AA    +L +H ++I+   H+ +   +  +++ 
Sbjct: 2   SVTVSPISAEVGVQVTGLAGHQLADPAVAADTRKYLDEHGVVIYREAHIGDADLVALSRQ 61 
 
Query: 64  FG--AIERIGGG-DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            G   +  +GG  D   IS +  D       PA+   +     G   WH D     V  + 
Sbjct: 62  LGDVVVAPMGGQQDFPEISAISLD-------PAQ-STLAAYRTGTFYWHIDGANDLVPQK 113 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             + +A  V   GG T FA + AAYD+L +  +A        HS   +Q     +    S 
Sbjct: 114 ATLLTALEVATEGGDTEFASLYAAYDSLSDDDKAQYAALRVVHSFAATQRL---ISPDAS 170 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
             +    +   +   PLV      GR SLL+G  A  I G+ A ES   L+ L+DWA Q  
Sbjct: 171 DKVRASWEKVPSREHPLVWTR-RNGRKSLLVGTTADYIVGLPADESRALLDRLLDWATQP 229 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                H WA GD+V+WDN  +LHRA+P+     R+M  + L G 
Sbjct: 230 RFALRHHWAPGDLVIWDNTGILHRAQPYTAASRRLMHRTTLLG 272 
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>ref|YP_002798036.1| Taurine dioxygenase [Azotobacter vinelandii DJ] 
 gb|ACO77061.1| Taurine dioxygenase [Azotobacter vinelandii DJ] 
          Length = 298 
 
 Score =  105 bits (263), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 83/266 (31%), Positives = 119/266 (44%), Gaps = 22/266 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P    +GA + GV L A LD     A+  A L++ +L F  Q L + +Q   A+ F 
Sbjct: 14  LDIQPITGRIGAEIRGVKLSAGLDAVTLGAIQDALLRYKVLFFRDQTLDDAEQEGLAELF 73 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPA--EWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           G        D  A   V     VR+ S    E D   +      +WH D T++    +   
Sbjct: 74  G--------DPAAHPTVP----VREGSRCLLELDSTRRA----NSWHTDVTFVEDYPKIC 117 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  + V PA GG T +A+   AYD L    R L  +  A HS  Y  +         +   
Sbjct: 118 ILRSLVAPAFGGDTVWANTATAYDDLPAELRELADRLWAVHSNEYDYTATQKPDVDPTVL 177 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             +    T+T      PLV+VHP+ G  SLL+G     + G+  A+S+R L+    +A + 
Sbjct: 178 AEHRRVFTSTLYETEHPLVRVHPQNGERSLLVGNFIKRVKGLSKADSQRLLDIFQGYATR 237 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W AGDV +WDNR  LHRA 
Sbjct: 238 EENTVRWRWRAGDVAIWDNRATLHRA 263 
 
 
>gb|ADI22956.1| probable taurine catabolism dioxygenase [uncultured nuHF2 cluster 
           bacterium HF0500_39O04] 
          Length = 325 
 
 Score =  105 bits (263), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 77/273 (28%), Positives = 117/273 (42%), Gaps = 34/273 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + +   GA LGA V+G  L A +DD  F+ +H A++++ +L+F    +S D QI F K F 
Sbjct: 12  ITLKKIGAYLGAEVSGADLSAEVDDVTFSEIHQAFVKNEVLVFRDLVISTDDQIRFGKMF 71 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----------GNMAWHADSTY 114 
           G +                  TV   SP   D + ++I+          G   WH+D T+ 
Sbjct: 72  GEL------------------TVHPFSPNS-DKIPELIIFDNKEDNPPFGTDIWHSDETF 112 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
                 G    A  VP VGG T FA M AAY+ L +  +  +    A H     +      
Sbjct: 113 RQCPPLGTCLRALDVPEVGGDTVFASMSAAYEGLSDRMKNFISGLEAIHDFKPFKQLFDD 172 
 
Query: 175 VQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
             +       + +     P+  P+V+ HP TG  S+ +  +    + GM+  ES   L   
Sbjct: 173 DDEGRKELQRFEL--MYPPVTHPIVRTHPVTGNKSIFVNPQFTIRVIGMNEIESRSLLTD 230 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L D A      + H W    +V+WDNR + H A 
Sbjct: 231 LFDLAKIPEYQYRHHWYNNTMVLWDNRSVQHYA 263 
 
 
>ref|YP_003342517.1| taurine dioxygenase [Streptosporangium roseum DSM 43021] 
 gb|ACZ89774.1| Taurine dioxygenase [Streptosporangium roseum DSM 43021] 
          Length = 282 
 
 Score =  105 bits (263), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 74/269 (27%), Positives = 121/269 (44%), Gaps = 30/269 (11%) 
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Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++  P    +GA V+GV L   L +     L   WL+H +L F  QH+++++ + FA+ F 
Sbjct: 2   IEFKPVTRHIGAEVSGVDLRKPLSEGEVQELRRGWLEHKVLFFRDQHINDEEHVRFAENF 61 
 
Query: 65  GAI-----ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           G+I     ++ GG  I  +      G                  G   WH+D+T+ PV   
Sbjct: 62  GSINHPAFKKDGGSPIHVLDQTDPKGE-----------------GGDEWHSDNTFEPVPP 104 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G++     +P+VGG T +A+   AY+ L    + L  + +A H +  S  K       G 
Sbjct: 105 MGSLLRCVQLPSVGGDTMWANSYLAYETLSPPIQRLCDELTAIHDITASMKK---AISKG 161 
 
Query: 180 SAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
             +    +     P+ RP+V+VH ETGR +L + R +   +  +   E+E  L  L+D   
Sbjct: 162 HDFDLAEIQAKWPPIERPVVRVHAETGRKALFVNRASTTRLVQLSDRENEALLPYLID-H 220 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            ++P       W  G +  WDNR   H A 
Sbjct: 221 IRSPEYQVRLNWRPGTMAFWDNRSTQHYA 249 
 
 
>gb|ADC33996.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  105 bits (263), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 69/214 (32%), Positives = 107/214 (50%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMASNRGTVNPLVHIVTNLGADGKPSGK------------VASTGW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A+V+P  GG TCFADM AAY+AL +A +A + +    HS   S 
Sbjct: 49  HSDKSFRPQPSLVTILHAQVMPPDGGETCFADMIAAYEALPDAEKAELDRVRVVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           ++++G   +A    I       A P+  PLV+  PETG  +L +G HA    G        
Sbjct: 109 RARMG--IKAPPEEIA-----DAPPMVHPLVRTIPETGSKALFMGEHAVYFQGQPEEVGR 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   ++ H+W  GD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFIYRHKWTVGDLLMWDNRCV 195 
 
 
>ref|ZP_07706655.1| putative taurine dioxygenase [Dermacoccus sp. Ellin185] 
 gb|EFP56903.1| putative taurine dioxygenase [Dermacoccus sp. Ellin185] 
          Length = 317 
 
 Score =  105 bits (263), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 87/271 (32%), Positives = 118/271 (43%), Gaps = 19/271 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQIT 59 
           +A   L+I   G   GA V GV LA +DDA    L  A L H +L F GQ    +D Q+  
Sbjct: 26  VATPGLRIERLGPAFGAIVHGVDLAQVDDAIAFDLRRALLAHKVLFFRGQDAFDDDAQVR 85 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
                G  E   G  + +    K   ++    P            +  WH D T+M     
Sbjct: 86  LGNLLG--ELTAGHPVASTHERKEIYSIDSSDPE--------FSFSDEWHTDVTFMKEPP 135 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
             ++  A  +P  GG T +AD +AAYD+L +  R LV Q  A H       + G   +   
Sbjct: 136 AISILRAVTLPDYGGDTSWADAQAAYDSLSKPFRGLVDQLIAAHD---GNREWGAYLRKH 192 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 240



Query: 180 SAYIGYGMDTTATPL--RPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVD 235 
                 G   T  P+   P+V+VHPETGR  L +  G  +H + G+  AES   L+ L   
Sbjct: 193 GGQEWNGKVVTELPVVEHPVVRVHPETGRRGLFVNPGFTSHVV-GVSQAESRAILDALYA 251 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
              Q      H+WA GDV +WDNR   H A  
Sbjct: 252 HLTQPEHTIRHRWAPGDVGIWDNRATSHYAN 282 
 
 
>ref|ZP_07603054.1| Taurine dioxygenase [Streptomyces violaceusniger Tu 4113] 
 gb|EFN21271.1| Taurine dioxygenase [Streptomyces violaceusniger Tu 4113] 
          Length = 311 
 
 Score =  105 bits (263), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 84/273 (30%), Positives = 124/273 (45%), Gaps = 39/273 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P G  +GA + G+ L+  L+ A    L+ A L+  +L F GQHL+ ++Q  FA+ + 
Sbjct: 43  FEVVPLGRVIGAEIRGLDLSRPLEPALREELNRALLEWKVLFFRGQHLTPERQRGFARHW 102 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-------WHADSTYMPV 117 
           G +E          + + A GT         +D+++   G+ A       WH D T+    
Sbjct: 103 GELE---------TNPLLAAGTS--------EDVVRFDKGSGATPTFENIWHTDVTFRTR 145 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A GAV     VP VGG T +ADM AAYD L    +  +   +A H  +      G  +  
Sbjct: 146 PALGAVLQLREVPPVGGDTLWADMAAAYDNLPAEVKDRIDGATAVHDFI-----PGFARF 200 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
            G   +    +       P+V+ HPETGR  L +       I GM+ AES+R L  L    
Sbjct: 201 YGPERLAPFQEMFPPVEHPVVRTHPETGRRMLFVNTSFTTRITGMERAESDRLLSFL--- 257 
 
Query: 237 ACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
            C+   V  +Q    W  GD+  WDNR   H A 
Sbjct: 258 -CRQAHVPEYQVRFHWQPGDIAFWDNRATQHYA 289 
 
 
>ref|YP_702048.1| taurine dioxygenase [Rhodococcus jostii RHA1] 
 gb|ABG93890.1| probable taurine dioxygenase [Rhodococcus jostii RHA1] 
          Length = 315 
 
 Score =  105 bits (263), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 79/263 (30%), Positives = 122/263 (46%), Gaps = 19/263 (7%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           +   GA +GA + GV L   LD A  + +  A L+H ++ F GQ HL++D Q  FA+  G 
Sbjct: 22  VVKLGAHIGARIDGVRLGGNLDPATVSLIRQALLEHKVIFFRGQEHLTDDSQYEFAELLG 81 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
           +          A   V + GT  +  P +  D  K      +WH D T++  + + ++   
Sbjct: 82  S-------PTTAHPTVTSRGT--KVLPID-SDYGKA----NSWHTDVTFVDRIPKASILR 127 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
           A  +P  GG T +A   AAY+AL E  + L     A H+ VY  +     +        Y 
Sbjct: 128 AVQLPTYGGSTTWASGVAAYNALPEPLKVLADNLWATHTNVYDYAATSAERTQDEKSKEY 187 
 
Query: 186 GMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
             +  +T      P+V+VHPETG  +LL+G    ++ G+ + +S+     L D A      
Sbjct: 188 RAEFQSTYFETEHPVVRVHPETGERTLLLGHFVKSLVGLSSTQSQALFRVLQDHAISLEF 247 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRA 265 
                W +GDV +WDNR   H A 
Sbjct: 248 TTRWNWQSGDVAIWDNRATQHYA 270 
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>ref|YP_479369.1| taurine dioxygenase [Frankia sp. CcI3] 
 gb|ABD09640.1| Taurine dioxygenase [Frankia sp. CcI3] 
          Length = 308 
 
 Score =  105 bits (262), Expect = 7e-21,   Method: Compositional matrix adjust. 
 Identities = 74/266 (27%), Positives = 112/266 (42%), Gaps = 19/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L + P    +GA + GV L   LDDA  A + +   Q  ++ FPGQ++ + QQ+ F +RF 
Sbjct: 10  LDVRPLSGYIGAEIHGVDLREDLDDATIAEIRSTLHQWKVVFFPGQNIDHAQQVAFGRRF 69 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +      +    +       +     A +    K +  +  WH D T +      ++  
Sbjct: 70  GKLTPAHPHEDAPPAGFPEILPIDSRRYARFFGTKKKVTYDNGWHTDVTALVNPPAASIL 129 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            A +VP  GG T + ++ AAY  L E  R L +   ARHS        G+           
Sbjct: 130 RAGIVPPYGGDTAWTNLVAAYQELPEQLRDLANGLRARHS-------FGNFPSESE---- 178 
 
Query: 185 YGMDTTATPL---RPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFLEGLVDWA 237 
           YG    A PL    P+V+VHPETG  +L +          I G    +S R L+   +   
Sbjct: 179 YGRKVAANPLVAIHPVVRVHPETGERALFVSPSFTSKDSEIIGFSPKQSRRILDLFYEQI 238 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            +       +W  GD+  WDNR   H 
Sbjct: 239 SRPEFTVRFKWNPGDIAFWDNRATSH 264 
 
 
>ref|ZP_05226146.1| taurine catabolism dioxygenase TauD/TfdA [Mycobacterium 
           intracellulare ATCC 13950] 
          Length = 276 
 
 Score =  105 bits (262), Expect = 7e-21,   Method: Compositional matrix adjust. 
 Identities = 84/290 (28%), Positives = 132/290 (45%), Gaps = 28/290 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           ++ T L +      +G+ +       L      A+ A   Q  ++ F G  +S++QQ+T  
Sbjct: 3   LSTTRLDVIDCTPLIGSEIKTDLDTLLSGREAEAIRAILEQRGVVFFRGLQISDEQQVTI 62 
 
Query: 61  AKRFGAI-ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           AK  G+I +  G G I  IS    D  V Q +        + + G++ WH D +  P    
Sbjct: 63  AKTLGSIVQNEGEGGIYKIS---LDTNVNQRA--------EYLKGSLFWHFDGSLQPYPN 111 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA------LVHQRSARHSLVYSQSKLG 173 
              +  A  +   GG+T F +  AAY+ L EA +       +VH  SA  S  Y + ++  
Sbjct: 112 LATLLRAMKLSDSGGQTEFCNTYAAYEELPEADKETIAGLRVVH--SAERSQYYVRPEMS 169 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
           + + A           + T   P+V  H  +GR SLL+G  A  +  +   ES   L  L 
Sbjct: 170 YEEIAF-------WQKSPTKSCPMVWTH-RSGRKSLLLGATADYVIDLPVEESRALLARL 221 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            DWA Q   V+ H+W  GD+++WDN   +HRA P+     R+M  + LAG 
Sbjct: 222 RDWATQPRYVYRHEWRLGDLLMWDNTGTMHRALPYAADSGRLMHRTVLAG 271 
 
 
>ref|ZP_08197519.1| taurine dioxygenase, TauD/TfdA family [Nocardioidaceae bacterium 
           Broad-1] 
 gb|EGD43041.1| taurine dioxygenase, TauD/TfdA family [Nocardioidaceae bacterium 
           Broad-1] 
          Length = 315 
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 Score =  105 bits (262), Expect = 7e-21,   Method: Compositional matrix adjust. 
 Identities = 85/284 (29%), Positives = 124/284 (43%), Gaps = 22/284 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 64 
           +++   GA +GA + G+ LA  DD     + +A L+H +L F GQ  L++++Q  FA RF 
Sbjct: 19  VRVRRAGARIGAVIEGLRLAEADDTQIQDVRSALLRHKVLFFRGQDGLTDEEQSAFAARF 78 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +               A  TV   S           +   AWH D T++  +   +V  
Sbjct: 79  GEL-------------TTAHPTVNTGSGRVLRVTANAGMAANAWHTDVTFVDRVPAISVL 125 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            A  +P  GG T +A+   AYD L    +AL  +  A H+  Y  ++     +   A    
Sbjct: 126 RAVTLPPYGGTTIWANTAVAYDRLPSPLKALADELWAVHTNSYDYAQRDEEHEQPDA--N 183 
 
Query: 185 YGMDTTAT----PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
           Y  D  A+       P+V+VHPETG  SL++G       G+ + ES      L D   +  
Sbjct: 184 YSRDDFASIHFETRHPVVRVHPETGERSLVLGSFVKEFDGLTSTESIHLFNLLQDRVTKL 243 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMWHSRLAG 283 
                  W  GDV +WDNR   H A   DF   PR M    +AG 
Sbjct: 244 ENTIRWAWQPGDVAMWDNRATQHYAVA-DFDHHPREMRRVTVAG 286 
 
 
>ref|NP_252624.1| taurine dioxygenase [Pseudomonas aeruginosa PAO1] 
 ref|YP_002438647.1| taurine dioxygenase [Pseudomonas aeruginosa LESB58] 
 ref|ZP_04930151.1| taurine dioxygenase [Pseudomonas aeruginosa C3719] 
 gb|AAG07322.1|AE004811_5 taurine dioxygenase [Pseudomonas aeruginosa PAO1] 
 gb|EAZ54270.1| taurine dioxygenase [Pseudomonas aeruginosa C3719] 
 emb|CAW25768.1| taurine dioxygenase [Pseudomonas aeruginosa LESB58] 
          Length = 277 
 
 Score =  105 bits (262), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 83/265 (31%), Positives = 117/265 (44%), Gaps = 15/265 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P    LGA V+G+ L A LDD G  A+  A L+H +L F  Q L    Q  FA R 
Sbjct: 2   SLTIQPISPALGAIVSGIDLGAPLDDTGQRAIEQALLEHQVLFFRDQSLEPRSQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +          I  +       Q      D  +  +  N  WH D T++   A GAV 
Sbjct: 62  FGDLH---------IHPIYP-SVPEQPEVIVLDTAVTDVRDNAIWHTDVTFLETPALGAV 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSA 181 
            +A+ +P  GG T +A   AAY+AL    R L+   +A H +   + + + G V +A  A 
Sbjct: 112 LAAKQLPPYGGDTLWASSTAAYEALSAPLRRLLDGLTATHDIGKSFPRERFG-VTEADLA 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
            +            P+V+ HP TGR  L +       I  ++ AES+  L+ L   A +  
Sbjct: 171 RLEEARLKNPPRSHPVVRTHPVTGRKGLFVSDGFTTRINELEPAESDALLKFLFAHATRP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W   DV  WDNR   H A 
Sbjct: 231 EFTVRWRWQENDVAFWDNRVTQHYA 255 
 
 
>ref|ZP_01367370.1| hypothetical protein PaerPA_01004522 [Pseudomonas aeruginosa 
PACS2] 
          Length = 277 
 
 Score =  105 bits (262), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 83/265 (31%), Positives = 117/265 (44%), Gaps = 15/265 (5%) 
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Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P    LGA V+G+ L A LDD G  A+  A L+H +L F  Q L    Q  FA R 
Sbjct: 2   SLTIQPISPALGAIVSGIDLGAPLDDTGQRAIEQALLEHQVLFFRDQSLEPRSQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +          I  +       Q      D  +  +  N  WH D T++   A GAV 
Sbjct: 62  FGDLH---------IHPIYP-SVPEQPEVIVLDTAVTDVRDNAIWHTDVTFLETPALGAV 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSA 181 
            +A+ +P  GG T +A   AAY+AL    R L+   +A H +   + + + G V +A  A 
Sbjct: 112 LAAKQLPPYGGDTLWASSTAAYEALSAPLRRLLDGLTATHDIGKSFPRERFG-VTEADLA 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
            +            P+V+ HP TGR  L +       I  ++ AES+  L+ L   A +  
Sbjct: 171 RLEEARLKNPPRSHPVVRTHPVTGRKGLFVSDGFTTRINELEPAESDALLKFLFAHASRP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W   DV  WDNR   H A 
Sbjct: 231 EFTVRWRWQENDVAFWDNRVTQHYA 255 
 
 
>ref|YP_003732168.1| putative alkylsulfatase (AtsK) [Acinetobacter sp. DR1] 
 gb|ADI90795.1| putative alkylsulfatase (AtsK) [Acinetobacter sp. DR1] 
          Length = 317 
 
 Score =  105 bits (262), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 72/274 (26%), Positives = 123/274 (44%), Gaps = 36/274 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L +      +GA ++G+HL++ LD +    +H A L++ +L F GQ HL + +Q  FA+  
Sbjct: 12  LHVKKLTGRIGAEISGIHLSSELDSSTVQFIHDALLEYKVLFFRGQQHLGDTEQEKFAEL 71 
 
Query: 64  FGA------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG+      +  + G D   I  + +    R +S                WH D T++   
Sbjct: 72  FGSPVKHPTVPAVDGTDF--IFELDSQKGARANS----------------WHTDVTFVDA 113 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY------SQSK 171 
             + ++  + ++P  GG T +A+   AY+ L E  +    Q  A HS  Y         + 
Sbjct: 114 YPKISILRSLIIPETGGDTTWANTETAYEDLPELLKQFAEQLVAVHSNEYDYGGPKQNVE 173 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
              +++    ++    +T      P+V +HPETG+ SLL+G     + G   ++S+     
Sbjct: 174 PEQLERLKKIFVSTKYETE----HPVVVLHPETGKKSLLLGHFFKRLVGFSQSDSQLLFN 229 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L +   +       QW  GDVV+WDNR   H A 
Sbjct: 230 ILQEKVTRPENTVRWQWQEGDVVIWDNRSTQHYA 263 
 
 
>gb|ADC34001.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC34013.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  105 bits (262), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 69/214 (32%), Positives = 104/214 (48%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHMASNRGTVNPLVHIVTNLGADGNPSGK------------VASTGW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A+V+P  GG TCFA+M AAY+AL  A +A +      HS   S 
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Sbjct: 49  HSDKSFRPRPSLATILHAQVMPPDGGETCFANMIAAYEALPGAEKAELDGVRVVHSWEVS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           ++++G    A            A P+  PLV+  PETG  +L +G HA    G        
Sbjct: 109 RARMGITAPAEEI-------ADAPPMVHPLVRSIPETGSKALFMGEHAVYFEGQPEEAGR 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   V+ H+W AGD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFVYRHKWTAGDLLMWDNRCV 195 
 
 
>gb|ACX54981.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 93 
 
 Score =  105 bits (261), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 59/96 (61%), Positives = 68/96 (70%), Gaps = 4/96 (4%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSA+ VP  GG T +ADMRAAYDALDE  RA +    A HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFSAKEVPTHGGETGWADMRAAYDALDEELRAKLEGLEAYHSLYYSQ 60 
 
Query: 170 SK-LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            K LG++ +A SA   YG+     PLR LVKVHPET 
Sbjct: 61  GKVLGYMPKANSA---YGLHEGPPPLRKLVKVHPET 93 
 
 
>ref|NP_824171.1| dioxygenase [Streptomyces avermitilis MA-4680] 
 dbj|BAC70706.1| putative dioxygenase [Streptomyces avermitilis MA-4680] 
          Length = 306 
 
 Score =  105 bits (261), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 83/281 (29%), Positives = 133/281 (47%), Gaps = 36/281 (12%) 
 
Query: 12  GATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQITFAKRFGAIER 69 
           G+ +GA V G   + T+DD     +  A  QH +L+F G +  SND  + FA+RFG + + 
Sbjct: 12  GSAIGAVVAGADFSGTIDDTQVEEIWQALDQHLVLVFRGHKDPSNDDLLMFARRFGHVPK 71 
 
Query: 70  IG--------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN---MAWHADSTYMPVM 118 
            G          +I+ ISN+  +            +  K+ VGN   M WH D ++ P + 
Sbjct: 72  TGLTTGASPDHNEILLISNILDE------------NGQKIGVGNAEWMDWHTDYSFRPRV 119 
 
Query: 119 AQ-GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL------VYSQSK 171 
           ++ G + + E+ P+ GG+T F DM  AY++L +  R  +H   ARHSL      V  +   
Sbjct: 120 SRIGFLAAVELPPSGGGQTLFTDMYTAYESLPDDLRQRLHSYRARHSLRSGYEDVIEEEY 179 
 
Query: 172 LGHVQQAGSAYIGY--GMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
            G V   G     +    D TAT +  L+  +P TGR ++     +   I  +D   S+  
Sbjct: 180 QGEVSIEGPTAKPFVAPEDGTAT-VHQLIARNPRTGRRAVYANPLNTKRILELDVTSSKE 238 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
            L+ L     +    +AH+W  GD+V+WD    +H    +D 
Sbjct: 239 VLQQLFAKPGEPELTYAHEWLPGDIVMWDQLGTVHAKRAFD 279 
 
 
>ref|ZP_05217892.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Mycobacterium avium subsp. avium ATCC 25291] 
          Length = 281 
 
 Score =  105 bits (261), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 93/291 (31%), Positives = 131/291 (45%), Gaps = 27/291 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
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           + L IT    ++GA VTG+  A L  DD+   A+  A   + +L+F G +L    Q+ F  
Sbjct: 2   SLLTITKLTDSVGAEVTGLDPAALAHDDSVGEAVLDALEDNGVLVFRGLYLDPAAQVAFC 61 
 
Query: 62  KRFGAIERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            R G ++    G      I  I+  K+      +  A +D           WH D    P 
Sbjct: 62  GRLGEVDHSSDGHHPVPGIYPITLDKSKNASAAYLKATFD-----------WHIDGC-TP 109 
 
Query: 117 V----MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +      +  V SA  V   GG T FA+  AAYDAL +  +         HSL  SQ +  
Sbjct: 110 LGDECPQKATVLSAVRVAERGGETEFANSYAAYDALTDDEKRRFGALRVVHSLEASQRR- 168 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
             V    S  +     +  T   PLV  H  +GR SL++G  A  + GMD  E    LE  
Sbjct: 169 --VYPDPSPELVARWRSRRTHEHPLVWTH-RSGRKSLVLGASADYVVGMDLDEGRALLEE 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L+  A    RV++H W+ GD V+WDNR +LHRA P+D    R M  + + G 
Sbjct: 226 LLQRATVPERVYSHGWSIGDTVIWDNRGVLHRAAPYDPDSSREMLRTTVLG 276 
 
 
>ref|YP_119465.1| putative dioxygenase [Nocardia farcinica IFM 10152] 
 dbj|BAD58101.1| putative dioxygenase [Nocardia farcinica IFM 10152] 
          Length = 308 
 
 Score =  105 bits (261), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 84/288 (29%), Positives = 129/288 (44%), Gaps = 19/288 (6%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQI 58 
           ++Q+ ++    GA +GA V GV L   LD     A+ AA  +H ++ F GQ HL+ D Q  
Sbjct: 4   VSQSAVRAVKLGAHIGAVVEGVRLCGDLDPETVTAVRAALHEHKVIFFRGQDHLTEDGQY 63 
 
Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            FA+  G           A   VK+     +H  A             +WH D T++  + 
Sbjct: 64  EFAQLLGTPTTPHPTVTSA--GVKSLAIDSRHGRAN------------SWHTDVTFVDRV 109 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-- 176 
            + ++  AE +P+ GG T +A   AAY++L +  + L     ARH+ +Y  +     +   
Sbjct: 110 PKASILRAERLPSYGGSTTWASTVAAYNSLPDPLKRLAEGLRARHTNLYDYAAEAEDRPD 169 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           +   AY      T      P+V+VHP+TG  +LL+G     I G+ + ES        D  
Sbjct: 170 ENVRAYRREFESTYYETEHPVVEVHPDTGERALLLGHFVKRIVGLPSTESHALFRLFQDR 229 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
             +        WA GDV +WDNR   H A + +D    R +    LAG 
Sbjct: 230 VTRLEHTTRWHWAPGDVAIWDNRATQHYAIDDYDGSEHRRLTRITLAG 277 
 
 
>ref|ZP_07603129.1| Taurine dioxygenase [Streptomyces violaceusniger Tu 4113] 
 gb|EFN21346.1| Taurine dioxygenase [Streptomyces violaceusniger Tu 4113] 
          Length = 287 
 
 Score =  105 bits (261), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 78/283 (27%), Positives = 122/283 (43%), Gaps = 47/283 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQIT 59 
           M  + L +TP    LGA + GV L  L D  F  +H   L H ++ FPGQ HL+ +  I  
Sbjct: 1   MPTSELMVTPVSGALGAEIRGVDLTELTDELFERVHELLLGHLVVFFPGQEHLTPEAHIA 60 
 
Query: 60  FAKRFGAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
             +R G +E      ++ G   + + +        +                  WH D T 
Sbjct: 61  LGRRLGELEVHPFLPKVEGHPEIVVLDADQGAKADE------------------WHIDVT 102 
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Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           + P     ++   +V PA GG T +++    Y+ L E  R L+   +A H L   Q+    
Sbjct: 103 FQPNPPVASILHLQVCPASGGDTMWSNQYLVYETLSEPMRELLDGLTAVHVLNTPQTGEH 162 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEG 232 
             +                   P+V++HPETGR SL + R     IP +   ES+  L+  
Sbjct: 163 SAEH------------------PVVRIHPETGRRSLYVTRMWTSHIPQLSRPESDALLQY 204 
 
Query: 233 LVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
           L + + ++PR +  ++W  G V +WDNR   H A   D+  PR 
Sbjct: 205 LFEHS-ESPRFNCRYRWQPGAVAMWDNRATQHLAVN-DYTEPR 245 
 
 
>gb|EGB10818.1| hypothetical protein AURANDRAFT_5093 [Aureococcus anophagefferens] 
          Length = 275 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 91/287 (31%), Positives = 137/287 (47%), Gaps = 28/287 (9%) 
 
Query: 8   ITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           + P  + LG  V G+ L + LDD    A+ A    H ++ F GQ  L+ +QQ+ F KR+G 
Sbjct: 2   VEPLSSALGVEVVGLDLRSPLDDDTVDAITALLDAHLVVCFRGQTSLTPEQQVAFTKRWG 61 
 
Query: 66  AIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM----PVMA 119 
           A+E   +G  + +  + V  +  V Q+   + D      V N  WH D + M    PV A 
Sbjct: 62  AVEPHPLGSREEIHPAGVPEEVLVAQNRLVDGDS-----VRNDIWHTDLSCMRGRGPV-A 115 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
             A+   EV     G T FA+ R AY  L E  +ALV    A H+ +       H ++AG 
Sbjct: 116 YTALLGVEVPREGWGDTLFANTRQAYRGLSEGYKALVDDLRAVHNTM-------HFERAG 168 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSL-LIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
                     +A+ + PLV+ HP TG  +L L G     + GM   ES   ++ L+  A  
Sbjct: 169 KME---NFTASASSVHPLVRTHPRTGEDALYLSGNFIDRVDGMGRDESRPLVDALIAHAT 225 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK--LPRVMWHSRLAG 283 
                + H+W AGD+V+WDN   +H A  +D+   + R M  + +AG 
Sbjct: 226 SPIYTYRHRWRAGDLVMWDNAATMHYAV-FDYAAGMARTMHRTTVAG 271 
 
 
>ref|ZP_06414085.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
 gb|EFC83110.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
          Length = 278 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 86/285 (30%), Positives = 128/285 (44%), Gaps = 19/285 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWL-QHALLIFPGQHLSNDQQITFAKR 63 
           ++ +TP G  LG  + GV    L  A  AA     L +H ++I+   H+ +   + F++  
Sbjct: 2   SVTVTPLGPHLGVEIAGVSGGDLPTAEAAAECLELLARHGVVIYREAHIKDGDLVAFSRL 61 
 
Query: 64  FGAI--ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK-VIVGNMAWHADSTYMPVMAQ 120 
            G +     G  ++  I+ +  D       PA+ D  +     GN  WH D     +  + 
Sbjct: 62  LGEVVPNPTGEHELPEIATITLD-------PAKTDATLAWYRRGNFLWHIDGATDQLPQK 114 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             + +A  V   GG T FA   AAY+AL EA +A        HS   +Q +  H       
Sbjct: 115 ATLLTAREVDPAGGDTEFASTYAAYEALPEAEKAAFADLQVLHSFAAAQLR-AHPDATDE 173 
 
Query: 181 AYIGYGMDTTATPLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
               +G      P+R  PLV      GR SLL+G  A  + G+   E E  L  L+DW+  
Sbjct: 174 QKASWGR----VPVRRHPLVWTR-GNGRRSLLLGATAGEVIGLPPEEGEALLARLLDWST 228 
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Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           Q   V  H+W  GD+V+WDN  +LHRA P+     R+M  + L G 
Sbjct: 229 QPQFVLRHRWHTGDLVIWDNTGMLHRALPFTATSRRLMHRTTLVG 273 
 
 
>ref|ZP_06494532.1| taurine catabolism dioxygenase TauD/TfdA [Pseudomonas syringae pv. 
           syringae FF5] 
          Length = 279 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 81/249 (32%), Positives = 122/249 (48%), Gaps = 22/249 (8%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP  H S+ +QI F +  G    E   G +I  IS +VK +       PA     
Sbjct: 44  QRGVLVFPQIHFSDAEQIAFTRTLGTFCPEPGDGQNITRISLDVKEN-------PAG--- 93 
 
Query: 98  MMKVIVGNMAWHADSTYM--PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 155 
             + + G++ WH D T    P++A  ++ S +V  + GG T F +  +AY+ L  A R   
Sbjct: 94  -AEFLKGSLYWHIDGTSSDSPILA--SLLSCKVPASWGGNTGFCNTYSAYEGLSSADRQ- 149 
 
Query: 156 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 215 
            H  S R       S L +  + G A +   M        PLV  H  +GR SL++G  A 
Sbjct: 150 -HYDSLRVIHAPWASLLYYNPEPGLAML-EAMQAIGEKELPLVWKH-RSGRKSLILGCTA 206 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
             + G+  A+S R L GL +WA      ++H W  GD+V+WDN   +HRAE +D +  R+ 
Sbjct: 207 QQVVGLSLAQSARILVGLREWATSEAFSYSHAWQVGDLVIWDNTGTMHRAEAYDPECGRM 266 
 
Query: 276 MWHSRLAGR 284 
           M  ++L G  
Sbjct: 267 MHRTKLQGE 275 
 
 
>gb|ADC34008.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 72/213 (33%), Positives = 103/213 (48%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER--IGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER  +     V      ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVVSNRGTVNPLVHIVTNLGADGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL EA +A +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPQGGETCFADMVAAYEALPEAEKAELAGVRVVHSWGLS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D       PLV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIADAPDIA----HPLVRTIPETGRKALFMGERAVHLEGQPEDVGRT 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLERLTAHAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>ref|ZP_06308911.1| Taurine catabolism dioxygenase TauD/TfdA [Cylindrospermopsis 
           raciborskii CS-505] 
 gb|EFA69033.1| Taurine catabolism dioxygenase TauD/TfdA [Cylindrospermopsis 
           raciborskii CS-505] 
          Length = 304 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
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 Identities = 79/270 (29%), Positives = 116/270 (42%), Gaps = 18/270 (6%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M    L+I P    +GA +  + L   L D     +  A +Q+ ++ F  Q+L+  +QI  
Sbjct: 1   MTYQHLKIKPIAGRIGAKILEIDLKQNLQDEVINEIRRALVQYKVIFFREQNLTAQEQIA 60 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQ--HSPAEWD-DMMKVIVGNMAWHADSTYMP 116 
           FA+RFG I               A  TV     SP   D D  +       WH D T++  
Sbjct: 61  FARRFGQI-------------TTAHPTVPSLVGSPEILDLDYGRTAARANNWHTDVTFVD 107 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HV 175 
               G+V  A  +P  GG T +A+   AY  L +  R L  +  A HS  Y  ++   ++ 
Sbjct: 108 RPPLGSVLRALEIPPYGGDTIWANSVTAYQDLPDHLRKLADELWAVHSNAYDYAEAAVNL 167 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +   AY      T    L P+V+VHPE+G   L IG     I G+ + ES+  +  L   
Sbjct: 168 SEEIRAYREIFTSTVYESLHPVVRVHPESGERGLFIGGFVRQIRGLSSTESDHIIGLLQS 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +  +       +W  GDV  WDNR   H A 
Sbjct: 228 YVTRPENTVRWRWKVGDVAFWDNRATQHYA 257 
 
 
>ref|YP_002778947.1| dioxygenase [Rhodococcus opacus B4] 
 dbj|BAH50002.1| putative dioxygenase [Rhodococcus opacus B4] 
          Length = 314 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 82/263 (31%), Positives = 122/263 (46%), Gaps = 19/263 (7%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           +   GA +GA + GV L   LD A  + +  A L+H ++ F GQ HL++D Q  FA+  G 
Sbjct: 21  VVKLGAHIGARIDGVQLGGQLDPATVSLIRQALLEHKVIFFRGQDHLTDDSQYEFAELLG 80 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
           +          A   V + GT  +  P +  D  K      +WH D T++  + + ++   
Sbjct: 81  S-------PTTAHPTVTSRGT--KVLPID-SDYGKA----NSWHTDVTFVDRIPKASILR 126 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQQAGS-AY 182 
           A  +P  GG T +A   AAY+AL E  + L     A H+ VY  +       Q A S  Y 
Sbjct: 127 AVELPTYGGTTTWASGVAAYNALPEPLKVLADNLWATHTNVYDYAATSAERAQDAKSQEY 186 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
                 T      P+V+VHPETG  +LL+G     + G+ + +S+   + L D A      
Sbjct: 187 RAEFQSTYFETEHPVVRVHPETGERTLLLGHFVKKLVGLSSTQSQALFKVLQDHAISLEF 246 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRA 265 
                W +GDV +WDNR   H A 
Sbjct: 247 TTRWNWQSGDVAIWDNRATQHYA 269 
 
 
>ref|ZP_05884985.1| alpha-ketoglutarate-dependent taurine dioxygenase [Vibrio 
           coralliilyticus ATCC BAA-450] 
 gb|EEX33578.1| alpha-ketoglutarate-dependent taurine dioxygenase [Vibrio 
           coralliilyticus ATCC BAA-450] 
          Length = 277 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 75/262 (28%), Positives = 114/262 (43%), Gaps = 11/262 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           + +TP    +GA V GV L+ L +  F AL+ A+L+H +L F  Q ++  QQI  AKRFG 
Sbjct: 1   MNLTPLSEHIGALVEGVDLSNLSEQEFDALYQAYLKHKVLFFRDQGMTPQQQIGLAKRFG 60 
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Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            +E +         + +    V + SP           G   WH D T+     + ++   
Sbjct: 61  DLEPV--HPFFPHLDDEEQVVVIETSPGN-------PPGESFWHTDLTWQATPCRCSILQ 111 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHVQQAGSAYIG 184 
           A+  P  GG T +  M A + +L    +  +   +A H L  +  S+   V + G +++  
Sbjct: 112 AQHCPPHGGDTIWTSMEAVWSSLTSDDQHTLRGLTATHGLHAFEGSRYDSVNEQGESHVA 171 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                      PLV  HPETG  +  +     H I  ++  ES + LE L   A Q     
Sbjct: 172 TVSQGYPPVKHPLVVRHPETGNLTAYVNEQFTHRINELEERESRKRLEQLFALARQPEYQ 231 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRA 265 
               W  G V +WDN C  H A 
Sbjct: 232 VQFSWQPGSVAIWDNICTQHFA 253 
 
 
>gb|ACX54974.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 55/98 (56%), Positives = 67/98 (68%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSAE++P+ GG T +ADMRAAY+ALD+ TRA +    A HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFSAEIIPSEGGATGWADMRAAYEALDDDTRARIADLRAHHSLFYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++   Q     Y  YG       LRPLVKVHPET 
Sbjct: 61  GRAGYLPSKQNERGGYDMYGYHDEEPSLRPLVKVHPET 98 
 
 
>gb|ACX54986.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 55/98 (56%), Positives = 66/98 (67%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+GAVFSAE+VP+ G  T +ADMRAAYDA+DE  R  +    ARHSL YSQ 
Sbjct: 1   ADSTYMPVQAKGAVFSAEIVPSEGAATGWADMRAAYDAMDEPMRERISAMRARHSLWYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++   +     Y  YG      P+RPLVKVHPET 
Sbjct: 61  ERAGYLPSKRNERGGYDQYGYHDLDVPVRPLVKVHPET 98 
 
 
>ref|NP_962069.1| hypothetical protein MAP3135c [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
 gb|AAS05683.1| hypothetical protein MAP_3135c [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
          Length = 281 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 93/291 (31%), Positives = 130/291 (44%), Gaps = 27/291 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           + L IT    ++GA VTG+  A L  DD+   A+  A   + +L+F G +L    Q+ F  
Sbjct: 2   SLLTITKLTDSVGAEVTGLDPAALAHDDSVGEAVLDALEDNGVLVFRGLYLDPAAQVAFC 61 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 250



Query: 62  KRFGAIERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            R G ++    G      I  I+  K+      +  A +D           WH D    P 
Sbjct: 62  GRLGEVDHSSDGHHPVPGIYPITLDKSKNASAAYLKATFD-----------WHIDGC-TP 109 
 
Query: 117 V----MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +      +  V SA  V   GG T FA+  AAYDAL +  +         HSL  SQ +  
Sbjct: 110 LGDECPQKATVLSAVRVAERGGETEFANSYAAYDALTDDEKRRFGALRVVHSLEASQRR- 168 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
             V    S  +     +  T   PLV  H  +GR SL++G  A  + GMD  E    LE  
Sbjct: 169 --VYPDPSPELMARWRSRRTHEHPLVWTH-RSGRKSLVLGASADYVVGMDVDEGRALLEE 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L+  A    RV+ H W+ GD V+WDNR +LHRA P+D    R M  + + G 
Sbjct: 226 LLQRATVPERVYRHGWSIGDTVIWDNRGVLHRAAPYDPDSSREMLRTTVRG 276 
 
 
>ref|ZP_07795333.1| taurine dioxygenase [Pseudomonas aeruginosa 39016] 
 gb|EFQ40429.1| taurine dioxygenase [Pseudomonas aeruginosa 39016] 
          Length = 277 
 
 Score =  104 bits (260), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 83/265 (31%), Positives = 116/265 (43%), Gaps = 15/265 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P    LGA V+G+ L A LDD G  A+  A L+H +L F  Q L    Q  FA R 
Sbjct: 2   SLTIQPISPALGAIVSGIDLGAPLDDTGQRAIEQALLEHQVLFFRDQSLEPRSQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +          I  +       Q      D  +  +  N  WH D T++   A GAV 
Sbjct: 62  FGDLH---------IHPIYP-SVPEQPEVIVLDTAVTDVRDNAIWHTDVTFLETPALGAV 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSA 181 
            +A+ +P  GG T +A   AAY+AL    R L+   +A H +   + + + G V +A  A 
Sbjct: 112 LAAKQLPPYGGDTLWASSTAAYEALSAPLRRLLDGLTATHDIGKSFPRERFG-VTEADLA 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
            +            P+V+ HP TGR  L +       I  ++ AES+  L  L   A +  
Sbjct: 171 RLEEARLKNPPRSHPVVRTHPLTGRKGLFVSDGFTTRINELEPAESDALLTFLFAHATRP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W   DV  WDNR   H A 
Sbjct: 231 EFTVRWRWQENDVAFWDNRVTQHYA 255 
 
 
>ref|YP_003490344.1| dioxygenase [Streptomyces scabiei 87.22] 
 emb|CBG71801.1| putative dioxygenase [Streptomyces scabiei 87.22] 
          Length = 325 
 
 Score =  104 bits (259), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 93/299 (31%), Positives = 134/299 (44%), Gaps = 23/299 (7%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           + TL + P    +GA + GV LA  LDD   A + AA L+  ++ F GQ L +  QI FA 
Sbjct: 13  EDTLDVRPASGHIGADIHGVDLAGPLDDTTVAGIRAALLRWKVVFFRGQRLDHAGQIAFA 72 
 
Query: 62  KRFGAIERI-GGGDIVAISNVKADGTV------RQH--SPAEWDDMMKVIVGNMAWHADS 112 
            R G   R+   G +   +  + + T       R+H    AEW +  +       WHAD  
Sbjct: 73  HRLGEPVRLRARGSVSPAAYPEIETTADRQELGRKHGMDQAEWLERRRHSTLR-GWHADH 131 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           T         +  AE VP  GG T +A++  AY  L E  R       A H L      + 
Sbjct: 132 TARIDPPALTLLRAERVPPYGGDTTWANLATAYAGLSEPVRRFADGLRAEHRL-----GV 186 
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Query: 173 GHVQQAG-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
           G++ ++G   Y+ +  D     + P+V+VHPETG   L +   +   I  +  AES   L 
Sbjct: 187 GYLARSGPDPYLRHLQDHQVASVHPVVRVHPETGERILYVNPYYVEHIVDVSRAESRLLL 246 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG-RP 285 
           E  V+   +       +W  G V +WDNR  +H A P D      PR+M    +AG RP 
Sbjct: 247 EMFVEQITRPEYTVRFRWEPGSVALWDNRATVHLA-PSDAAHLDFPRIMHRVMIAGDRP 304 
 
 
>gb|ADO85576.1| PntD [Streptomyces arenae] 
          Length = 299 
 
 Score =  104 bits (259), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 82/289 (28%), Positives = 129/289 (44%), Gaps = 28/289 (9%) 
 
Query: 6   LQITPT-GATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHL-SNDQQITFAK 62 
           +++TP  GA LGA V G  +   +D      + +A   + +L+  G    S ++ + F + 
Sbjct: 1   MEVTPIPGAPLGAVVHGARVTGDMDKTHLEEIWSALDTYLVLVLRGHETPSYEEFLAFGR 60 
 
Query: 63  RFGAIERIG--------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG I + G          +I+ +SN+  DG       AEW          M WH D ++ 
Sbjct: 61  RFGHIPKTGLTSGAHPEHNEILIVSNLVEDGRKIGVGDAEW----------MGWHTDYSF 110 
 
Query: 115 MPVMAQGAVFSAEVVP-AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
            P ++Q     A  VP + GG T F DM A Y++L    R  +H    RH+L     +   
Sbjct: 111 RPRVSQVGFLEAVEVPYSGGGETLFTDMYALYESLSPEERRRLHSFRVRHALRTGYEETI 170 
 
Query: 174 HVQQAGSAYIGYGMDTT-----ATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE 227 
             +      +G G D        + + PL+  +P TGR S+ I   +   I  +   +S  
Sbjct: 171 EEELQREVTLGEGADRIQPEDGTSTVHPLIARNPRTGRRSVYISTLNTERIVDLAPDDSR 230 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
             L+GL+  A +    +AH W  GD+VVWD    +H  + +D    RVM 
Sbjct: 231 ELLDGLLAHAGKPQYTYAHTWQPGDLVVWDQLGTVHAKQAFDPAERRVM 279 
 
 
>gb|ADC33997.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  104 bits (259), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 72/213 (33%), Positives = 103/213 (48%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER--IGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER  +     V      ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVVSNRGTVNPLVHIVTNLGADGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL EA +A +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPQGGETCFADMIAAYEALPEAEKAELAGVRVVHSWGIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D       PLV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIADAPDMA----HPLVRTIPETGRKALFMGERAVHLEGQPEDVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLERLTAHAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>gb|ACX54971.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
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 Score =  104 bits (259), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 55/98 (56%), Positives = 67/98 (68%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSAE++P+ GG T +ADMRAAY+ALD+ TRA +    A HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFSAEIIPSEGGATGWADMRAAYEALDDDTRARIADLRAYHSLFYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++   Q     Y  YG       LRPLVKVHPET 
Sbjct: 61  GRSGYLPSKQNERGGYDMYGYHDEEPSLRPLVKVHPET 98 
 
 
>emb|CBX81704.1| K03119 taurine dioxygenase [Erwinia amylovora ATCC BAA-2158] 
          Length = 276 
 
 Score =  104 bits (259), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 75/271 (27%), Positives = 119/271 (43%), Gaps = 23/271 (8%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           M   T ++TP+    G  V GV L  ++ A    L     ++ +L+   QHL+ ++QI F 
Sbjct: 1   MKWQTEKLTPS---FGLRVKGVDLKVINHAEVETLLELIKKYQVLVVAAQHLTPEEQIEF 57 
 
Query: 61  AKRFGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            ++ G I             ++  ++NV+ +G  R +             G   WH+D   
Sbjct: 58  CRKTGTIFPHPLKKNTCPWPEMTYVTNVQENGEARGYPGP----------GFPIWHSDMC 107 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y     +   F AE VP+ GG+T F +  AA   L       +  + A     +SQ  +  
Sbjct: 108 YEEHPPRLTTFYAEKVPSEGGKTLFCNTLAACADLPPRLSKTLEDKQA--IFGFSQKLVQ 165 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
             Q+ G        D     L P+++ HP+TGR ++ +   H  AI GM   ESE +L   
Sbjct: 166 RCQERGYMLHIEPEDQRPDTLHPVLRPHPQTGRKAIYVNWTHTDAIVGMSEQESEHYLNV 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
           L         ++AHQ+  GD+V+WDN   LH 
Sbjct: 226 LYRHCINPIYLYAHQYQEGDLVIWDNGSTLH 256 
 
 
>ref|YP_702440.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           jostii RHA1] 
 gb|ABG94282.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           jostii RHA1] 
          Length = 288 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 81/271 (29%), Positives = 127/271 (46%), Gaps = 26/271 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +L +   G   GA + G+ +A+  D   AA+ +A  +H +L+  GQ L +   I F +R  
Sbjct: 11  SLTLDKFGPHFGAEIIGLDVASATDDEVAAIRSALTEHKVLVLRGQSLGDASHIEFGRRL 70 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPA--EWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           G +         A   V   G V Q   A    D+    +     WH D T+M     G+ 
Sbjct: 71  GRL--------TAGHPVHDSGDVAQEVYALDSQDNGFADV-----WHTDVTFMKRPPLGS 117 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV---QQAG 179 
           +    V+P  GG T +AD + AY++L    R ++ Q +A H       + G+    ++ G 
Sbjct: 118 ILRPVVLPPHGGDTNWADSQLAYESLSLPVRQMIDQLTAVHD---GNREFGYYLAQKRGG 174 
 
Query: 180 SAYIGYGMDTTA-TPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVD 235 
              +  G + TA  P+  P+V+VHPETGR  + +  G  +H I G+  AES   L+ L   
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Sbjct: 175 KGNVWDGEEVTALVPVEHPVVRVHPETGRKGIFVNPGFTSH-IAGVSEAESRGILDFLYA 233 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
              +   +  H+W  GD+V+WDNR   H A  
Sbjct: 234 HLTKPEHIVRHRWRLGDLVLWDNRSTAHYAN 264 
 
 
>ref|YP_003592886.1| taurine dioxygenase [Caulobacter segnis ATCC 21756] 
 gb|ADG10268.1| Taurine dioxygenase [Caulobacter segnis ATCC 21756] 
          Length = 270 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 80/276 (28%), Positives = 115/276 (41%), Gaps = 30/276 (10%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           MA   L + P    +GA + GV L   L +  F  +H A  Q+ ++ F  Q +S+D     
Sbjct: 1   MAYDVLDVKPMTRRIGAEIFGVDLGKPLSNRQFEEIHQALTQYQVIFFRDQEMSHDAHKD 60 
 
Query: 60  FAKRFGAIERIGG----GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           F ++FG +    G     D   I  + AD   +              V    WH+D T   
Sbjct: 61  FGRKFGNLAIHSGVPGLPDHPEIVAIHADANSK-------------FVAGENWHSDLTCD 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P    G++   +V+P  GG TCFA M  AYD L +  +A +   SA H           V 
Sbjct: 108 PEPPLGSILYMKVLPDDGGDTCFASMYWAYDTLSDRMKAYLEGLSAVHD-------ANPV 160 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
            +A    I    + +     P+V+ HP +GR SL +   +   I G+  AES   L  L  
Sbjct: 161 YKAIFPDIDRKYNCST---HPIVRTHPVSGRKSLFVNPSYTTHIAGLSKAESNAILNFLY 217 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
             A         +W    V  WDNRC  H+A  WD+ 
Sbjct: 218 QHASNPDFQVRFRWKPNSVAFWDNRCTWHQAI-WDY 252 
 
 
>ref|YP_003906658.1| Taurine dioxygenase [Burkholderia sp. CCGE1003] 
 gb|ADN57367.1| Taurine dioxygenase [Burkholderia sp. CCGE1003] 
          Length = 310 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 83/276 (30%), Positives = 126/276 (45%), Gaps = 32/276 (11%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQIT 59 
           A+ +L I      +GA V GV L+ TLD   F A+  A   H +L F GQ HL +  Q   
Sbjct: 19  ARASLNIRRLAGRIGAQVEGVTLSPTLDQPTFEAIEKALYTHKVLFFRGQGHLHDASQEG 78 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA----WHADSTYM 115 
           FA+RFG                 A  TV  H+ +   D++ +   + A    WH D T++ 
Sbjct: 79  FARRFG--------------ETVAHPTVPSHAGSA--DLLDLDSAHGARANSWHTDITFV 122 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY------SQ 169 
               + ++  A  +P VGG T +A+  AAY+ + E  RA      A H+  Y      ++ 
Sbjct: 123 DAYPKLSILRAITIPPVGGDTVWANTAAAYERVPEPLRAFADHARAIHTNAYDYASSHAE 182 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 229 
           +    +++    +I    +T      P+V VHP TG  +L++G  A    G+ A +S    
Sbjct: 183 ADDTQLKRYREVFISKVYETE----HPVVSVHPVTGERTLVLGHFAQRFAGLSAQDSASL 238 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L+ L +   +       QWA GDV +WDNR   H A 
Sbjct: 239 LQVLHEHITRLENTVRWQWAEGDVAIWDNRATQHYA 274 
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>ref|YP_004227685.1| Taurine dioxygenase [Burkholderia sp. CCGE1001] 
 gb|ADX54625.1| Taurine dioxygenase [Burkholderia sp. CCGE1001] 
          Length = 310 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 84/274 (30%), Positives = 121/274 (44%), Gaps = 28/274 (10%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQIT 59 
           A+ +L I      +GA + GV L+  LD A F A+ AA   H +L F GQ HL +  Q   
Sbjct: 19  AKASLNIRRVAGRIGAQIEGVRLSPELDQATFEAIEAALHTHKVLFFRGQQHLDDASQEG 78 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPV 117 
           FA+RFG              +  A  TV  H+       +    G  A  WH D T++   
Sbjct: 79  FARRFG--------------DTVAHPTVPSHAGGSRLLDLDSAHGARANSWHTDVTFVDA 124 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL----- 172 
             + +V  A  +P VGG T +A+  AAY+ L E  RA      A H+  Y  +        
Sbjct: 125 YPKVSVLRAITIPPVGGDTVWANTAAAYERLPEPLRAFADHARAIHTNAYDYASAHADAD 184 
 
Query: 173 -GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
              +++    +I    +T      P+V+VHP TG  +L++G       G+   ES   L+ 
Sbjct: 185 DTQLKRYRELFISKVYETE----HPVVRVHPVTGERTLVLGHFVQRFIGLSTQESTALLQ 240 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L +   +       QWA GDV +WDNR   H A 
Sbjct: 241 VLHEHITRLENTVRWQWAEGDVAIWDNRATQHYA 274 
 
 
>ref|YP_553181.1| putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
 gb|ABE33831.1| Putative alpha KG dependent 2,4-D dioxygenase [Burkholderia 
           xenovorans LB400] 
          Length = 301 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 70/239 (29%), Positives = 111/239 (46%), Gaps = 28/239 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI-----------ERIGGGDIVAISNVKADGTVRQ 89 
           ++ +LIFP Q +++D+ + F+  FG +           E      I  ISN+  D    + 
Sbjct: 39  RYPVLIFPKQFINDDELLAFSANFGPVHTAMSYQTREKEHRLQPKITDISNLGKDNQTFK 98 
 
Query: 90  HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 149 
                    M   V    WH D++Y  + A+ +   A  V   GG T FADMRAAYD +  
Sbjct: 99  RGDHR---RMNNFVSK-RWHTDASYEAIPARYSFLLAYTVAQRGGETQFADMRAAYDEMP 154 
 
Query: 150 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LVKVHPETG 205 
           E  R +V   S  +++++++   G+ +           D     L P    LV+ HP +G 
Sbjct: 155 EDLRPVVEDLSCEYNILWARMLSGYTEFP---------DEERAKLPPAQHKLVRQHPVSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
           R +L +  HA  +      E    L  L+++A Q   V+ H+W   D+V+WDNR L+HR 
Sbjct: 206 RKTLYLSGHATHVVDWPIPEGRDLLRELMEFATQPQFVYTHKWHERDLVMWDNRALMHR 264 
 
 
>ref|YP_639655.1| taurine dioxygenase [Mycobacterium sp. MCS] 
 ref|YP_938523.1| taurine dioxygenase [Mycobacterium sp. KMS] 
 ref|YP_001070803.1| taurine dioxygenase [Mycobacterium sp. JLS] 
 gb|ABG08599.1| Taurine dioxygenase [Mycobacterium sp. MCS] 
 gb|ABL91733.1| Taurine dioxygenase [Mycobacterium sp. KMS] 
 gb|ABN98312.1| Taurine dioxygenase [Mycobacterium sp. JLS] 
          Length = 305 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
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 Identities = 79/266 (29%), Positives = 116/266 (43%), Gaps = 21/266 (7%) 
 
Query: 7   QITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 64 
           ++   GA +GA + GV +   LD     A++ A L+H ++ F GQH L +D Q+ FA+R  
Sbjct: 4   RVVKLGANIGARIEGVRVGGGLDPVTVTAINEALLEHKVIFFRGQHHLDDDGQLAFARRL 63 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G             +      T R H     D          +WH D T++  + + ++  
Sbjct: 64  GTP-----------TTAHPTVTSRGHRILPIDSRYD---KANSWHTDVTFVDRIPKASLL 109 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAGSAY 182 
            A  +PA GG T +A   AAYD L    RALV    A H+    Y+    G  +   +   
Sbjct: 110 RAVTLPAYGGTTTWASTEAAYDQLPAPLRALVENLWAVHTNQFDYAADYDGRREALAATE 169 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             Y  +  +       P+V++HPETGR  LL+G       G+  AES   L  L +   + 
Sbjct: 170 REYREEFVSEYFETEHPVVRIHPETGRRVLLLGHFIKQFVGLGVAESTALLALLQNRVTK 229 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GD+ VWDNR   H A 
Sbjct: 230 LENTVRWSWEPGDLAVWDNRATQHYA 255 
 
 
>ref|ZP_05521627.1| dioxygenase [Streptomyces lividans TK24] 
 ref|ZP_06526452.1| dioxygenase [Streptomyces lividans TK24] 
 gb|EFD64702.1| dioxygenase [Streptomyces lividans TK24] 
          Length = 315 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 86/267 (32%), Positives = 112/267 (41%), Gaps = 27/267 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P   T+GA + G  L+  L  A    L+ A L+  +L F G HL++DQQ  FA  + 
Sbjct: 47  FEVVPQARTIGAEIRGADLSRPLPPALREELNRALLEWKVLFFRGAHLTSDQQRDFAGNW 106 
 
Query: 65  GAIER-----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           GA+E       G  D V +   K DG V  +                 WH D T+    A 
Sbjct: 107 GALETNPLLAAGSSDDV-VRFDKGDGAVPTYE--------------NVWHTDVTFRERPA 151 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            GAV     VP  GG T +ADM AAYD L    +  V    A H  +      G  +  G 
Sbjct: 152 LGAVLQLREVPPFGGDTMWADMAAAYDNLPREVKERVDGALAVHDFI-----PGFARFYG 206 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC 238 
              +    D       P+V+ HPETGR  L +       I G+D  ES+R L  L   A  
Sbjct: 207 PERLLPHQDLLPPVEHPVVRTHPETGRRMLFVNASFTTRITGVDRDESDRLLRFLFQQAH 266 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   +W  GDV  WDNR   H A 
Sbjct: 267 VPEYQVRWRWQPGDVAFWDNRATQHYA 293 
 
 
>ref|YP_001757617.1| taurine dioxygenase [Methylobacterium radiotolerans JCM 2831] 
 gb|ACB26934.1| Taurine dioxygenase [Methylobacterium radiotolerans JCM 2831] 
          Length = 305 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 88/292 (30%), Positives = 123/292 (42%), Gaps = 37/292 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I      LGA + G+ L+  LDD   AA+  A   H ++ F  Q L   +Q  F +R  
Sbjct: 15  LDIRRVAGRLGAEIRGLALSGDLDDGTVAAIRQALNTHKVVFFRDQDLDEAEQEAFGRRL 74 
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Query: 65  GAIERIGGGDIVAISNVKA----------DGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           G        D+VA   V +          DG+  + +               +WH D T+ 
Sbjct: 75  G--------DLVAHPTVPSLAGTAGVLDIDGSRGERA--------------SSWHTDVTF 112 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +P     ++  A  +P  GG T +A+  AAY  L E  R L  +  A HS VY     G  
Sbjct: 113 VPAYPALSILRAVTLPPYGGDTLWANTAAAYADLPEPLRDLADKLWALHSNVYDYVG-GR 171 
 
Query: 175 VQQAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
           V  + +    Y    T T      PLV VHPE G  SL++G     I G+  A+S+  L  
Sbjct: 172 VNVSEAGRRRYDEVFTKTVFETEHPLVHVHPENGERSLIVGHFIQRILGLTTADSQHLLA 231 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              D A +        W  GDV +WDNR  +HRA     + PRV+    + G 
Sbjct: 232 IFHDHATRPENTVRWSWRTGDVAIWDNRATVHRAVDDYGEAPRVVRRVTIQG 283 
 
 
>gb|ADC33999.1| TfdA-like protein [uncultured bacterium] 
          Length = 208 
 
 Score =  103 bits (258), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 71/218 (32%), Positives = 105/218 (48%), Gaps = 22/218 (10%) 
 
Query: 56  QQITFAKRFGAIE-----------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 104 
           QQI FA+ FG ++           R+   + + ISNV  DG +   +  +    M   +  
Sbjct: 1   QQIAFARAFGPLDIGLKKVFKRPNRLKRDESIDISNVADDGRIASLATKK----MYSQLA 56 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           N  WH+DS++    A+ ++  +   P  GG T FAD+RAAYD L E T+  V    A+H+ 
Sbjct: 57  NQLWHSDSSFQDPPARYSMLYSLSNPPKGGETEFADLRAAYDGLPEDTKREVEGLRAQHN 116 
 
Query: 165 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDA 223 
            ++S+  LG                   P+  PLV+ HP + R  L +G H   + GM   
Sbjct: 117 ALHSRINLGDTDWTEE------QKNAIPPVEWPLVRTHPGSKRKLLFVGVHTTHVVGMHL 170 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            E    L  L++ A Q   V+ H W  GD+VVWDNRC+ 
Sbjct: 171 GEGRLLLAELLEHATQREFVYRHSWRVGDLVVWDNRCV 208 
 
 
>ref|NP_631553.1| dioxygenase [Streptomyces coelicolor A3(2)] 
 emb|CAC44685.1| putative dioxygenase [Streptomyces coelicolor A3(2)] 
          Length = 315 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 86/267 (32%), Positives = 112/267 (41%), Gaps = 27/267 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P   T+GA + G  L+  L  A    L+ A L+  +L F G HL++DQQ  FA  + 
Sbjct: 47  FEVVPQARTIGAEIRGADLSRPLPPALREELNRALLEWKVLFFRGAHLTSDQQRDFAGNW 106 
 
Query: 65  GAIER-----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           GA+E       G  D V +   K DG V  +                 WH D T+    A 
Sbjct: 107 GALETNPLLAAGSSDDV-VRFDKGDGAVPTYE--------------NVWHTDVTFRERPA 151 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            GAV     VP  GG T +ADM AAYD L    +  V    A H  +      G  +  G 
Sbjct: 152 LGAVLQLREVPPFGGDTMWADMAAAYDNLPREVKERVDGALAVHDFI-----PGFARFYG 206 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC 238 
              +    D       P+V+ HPETGR  L +       I G+D  ES+R L  L   A  
Sbjct: 207 PERLLPHQDLLPPVEHPVVRTHPETGRRMLFVNASFTTRITGVDRDESDRLLRFLFQQAH 266 
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Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   +W  GDV  WDNR   H A 
Sbjct: 267 VPEYQVRWRWQPGDVAFWDNRATQHYA 293 
 
 
>ref|ZP_07005112.1| Dioxygenase, TauD/TfdA family [Pseudomonas savastanoi pv. 
           savastanoi NCPPB 3335] 
 gb|EFH99483.1| Dioxygenase, TauD/TfdA family [Pseudomonas savastanoi pv. 
           savastanoi NCPPB 3335] 
          Length = 279 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 80/253 (31%), Positives = 123/253 (48%), Gaps = 22/253 (8%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP  + S+ +QI F +  G    E   G +I  IS +VK +       PA     
Sbjct: 44  QRGVLVFPQINFSDAEQIAFTRTLGTFCPEASDGQNITKISLDVKEN-------PAG--- 93 
 
Query: 98  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 157 
             + + G++ WH D T   V    ++ S +V  + GG T F +  AAY+AL  A +     
Sbjct: 94  -AEFLKGSLYWHIDGTSSDVPILASLLSCKVPASWGGNTGFCNTYAAYEALSSADK---- 148 
 
Query: 158 QRSARHSLVYS--QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 215 
           Q   R  ++++   S L +  + G A +   M        PLV  H  +GR SL++G  A 
Sbjct: 149 QHYERLRVIHAPWASLLYYNPEPGLAMLK-AMQAIGEKELPLVWRH-RSGRKSLILGCTA 206 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
             + G   A+S + L GL +WA      ++H W AGD+V+WDN   +HRAE +D    R+ 
Sbjct: 207 QQVVGSSLAQSAQILVGLREWATAEAFSYSHAWQAGDLVIWDNAGTMHRAEAYDPACGRM 266 
 
Query: 276 MWHSRLAGRPETE 288 
           M  ++L G    E 
Sbjct: 267 MHRTKLQGEEPFE 279 
 
 
>ref|ZP_02186917.1| taurine dioxygenase, TauD/TfdA family protein [alpha 
           proteobacterium BAL199] 
 gb|EDP66099.1| taurine dioxygenase, TauD/TfdA family protein [alpha 
           proteobacterium BAL199] 
          Length = 304 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 89/310 (28%), Positives = 130/310 (41%), Gaps = 43/310 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L   P    LGA + G+ L++ + DA    L   + QH +++  GQ ++ D  I FA+ F 
Sbjct: 2   LTAEPLSRVLGAEIKGLDLSSPIADADREELLTLFWQHKVIVIRGQDVAPDGFIRFAEAF 61 
 
Query: 65  GAIERI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G IE              I  +SNV+ DG      P   D           WH+DST+   
Sbjct: 62  GTIEPFFISAYNLPTHPQIYVLSNVRQDG-----KPIGRDG------AGTHWHSDSTFTE 110 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA-----RHSLVYS--- 168 
             +   +     VP  GG T F +   AYD LD+ T+A +  R A     R   VYS    
Sbjct: 111 KPSSATLLHGVTVPDRGGDTLFVNTADAYDRLDDETKARIQGRRAIHRYQRKEFVYSGDR 170 
 
Query: 169 ---QSKLGHVQQAGSAYIGYGMDTTATP-----------LRPLVKVHPETGRPSLLIGRH 214 
               ++   +++  +  +       A+P           L P+V+ HP TG   L +    
Sbjct: 171 TIDDAERTEIERVKALRMAEAAADAASPTAQRSNQEPDRLHPIVRTHPVTGSKGLYLNDE 230 
 
Query: 215 AHA-IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 273 
               I G+   E+   L  L + A     V  ++W  GDVVVWDN  ++H A      LP 
Sbjct: 231 MTVGIEGIPDEEAVPLLRRLCEVATAPDTVLRYKWRQGDVVVWDNAAVIHSATFTPPDLP 290 
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Query: 274 RVMWHSRLAG 283 
           RVM    +AG 
Sbjct: 291 RVMHRLTIAG 300 
 
 
>ref|YP_001105490.1| taurine catabolism dioxygenase TauD [Saccharopolyspora erythraea 
           NRRL 2338] 
 ref|ZP_06564109.1| taurine catabolism dioxygenase TauD [Saccharopolyspora erythraea 
           NRRL 2338] 
 emb|CAM02565.1| taurine dioxygenase, TauD/TfdA family [Saccharopolyspora erythraea 
           NRRL 2338] 
          Length = 315 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 85/294 (28%), Positives = 131/294 (44%), Gaps = 29/294 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQ-HLSNDQQIT 59 
           A + +++   GA +GA V GV L    DAG   A+ +A L H ++ F  Q HL ++ Q+  
Sbjct: 14  AGSGVRVVKLGAHIGARVDGVRLGGDLDAGTVEAIRSALLTHKVIFFRDQGHLDDESQVA 73 
 
Query: 60  FAKRFGAIE----RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FA+  G +      + G D   I  + +D     +S A             +WH D T++ 
Sbjct: 74  FARLLGDLTLAHPTVRGRDNANILPIDSD-----YSKAN------------SWHTDVTFV 116 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS------Q 169 
             +   +V  A  +P  GG T +A   AAY+ L    +ALV    A H+  Y       + 
Sbjct: 117 DRVPAISVLRAVQLPEYGGTTTWASTVAAYEKLPAPLKALVDSLWAVHTNAYDYAANIDE 176 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 229 
           +++G V      Y    +        P+V+VHPETG  +LL+G     + G+ ++ES    
Sbjct: 177 TRVGGVDVKFQEYRREFVSNVYETEHPVVRVHPETGERALLLGHFVKRLVGLTSSESHTL 236 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            + L     Q        W+ GD+ +WDNR   H A      LPR +    LAG 
Sbjct: 237 FQLLQSRVTQLENTVRWHWSDGDLAIWDNRATQHYAVADYDDLPRRLHRVTLAG 290 
 
 
>ref|YP_110629.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei K96243] 
 ref|YP_337322.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1710b] 
 emb|CAH38065.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei K96243] 
 gb|ABA52106.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1710b] 
          Length = 292 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 79/286 (27%), Positives = 125/286 (43%), Gaps = 31/286 (10%) 
 
Query: 15  LGATVTGVHLATLDDA-GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           LG  V G       DA    AL  AW    +     Q L   + + F++ FG  ER     
Sbjct: 19  LGTEVYGFDSPFPHDAEAVRALIEAWHAGGICRLRRQRLDMAEFVEFSRIFGRPERALNQ 78 
 
Query: 74  D-----------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           +           ++ +SN+  +G    H  ++             WH D  Y  V    + 
Sbjct: 79  ERKLTSREDLPELMIVSNILENGVSIGHLGSK----------EAYWHTDMCYTDVPPIAS 128 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A  VPA GG T F +M   +DAL  + R  +   S +H   Y+   +G ++    +  
Sbjct: 129 ILYAIEVPARGGNTEFMNMYRVHDALPASLRRQIAGLSIKHDRSYT--AVGELRYGFDSV 186 
 
Query: 183 IGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQ 239 
           +    D T  P  + P+V+VHP T RP L +GR  +A + G+   ESE  L+ L  +    
Sbjct: 187 V----DVTTCPGSIHPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGESEALLDELWRYTRL 242 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 259



Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
                  +W  GD+++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 243 DGVTWTQRWEVGDIMIWDNRCTMHRRDAFDANARRLMWRTQIQADP 288 
 
 
>ref|ZP_02371424.1| dioxygenase, TauD/TfdA family protein [Burkholderia thailandensis 
           TXDOH] 
          Length = 270 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 74/272 (27%), Positives = 120/272 (44%), Gaps = 30/272 (11%) 
 
Query: 28  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD-----------IV 76 
           D     AL  AW    +     Q L   + + F++ FG  ER    +           ++ 
Sbjct: 11  DAEAVRALIEAWHTGGICRLRRQRLDMAEFVEFSRIFGRPERALNQERKLTSREDLPELM 70 
 
Query: 77  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 136 
            +SN+  +G    H  ++             WH D  Y  V    ++  A  VPA GG T 
Sbjct: 71  IVSNILENGVSIGHLGSK----------EAYWHTDMCYTDVPPITSILYAIEVPACGGNT 120 
 
Query: 137 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--L 194 
            F +M   +DAL  + R  +   S +H   Y+   +G ++    + +    D T  P  + 
Sbjct: 121 EFMNMYRVHDALPASLRRQIAGLSIKHDRSYT--AVGELRYGFDSVV----DVTTCPGSI 174 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            P+V+VHP T RP L +GR  +A + G+   ESE  L+ L  +          +W  GD+ 
Sbjct: 175 HPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGESEALLDELWRYTRLDGVTWTQRWEVGDI 234 
 
Query: 254 VVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           ++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 235 MIWDNRCTMHRRDAFDANARRLMWRTQIQADP 266 
 
 
>ref|NP_792423.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato str. 
           DC3000] 
 ref|ZP_03398068.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato T1] 
 ref|ZP_07252876.1| dioxygenase, TauD/TfdA family protein [Pseudomonas syringae pv. 
           tomato K40] 
 gb|AAO56118.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato str. 
           DC3000] 
 gb|EEB58822.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. tomato T1] 
          Length = 279 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 79/255 (30%), Positives = 118/255 (46%), Gaps = 26/255 (10%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP  H S+ +QI F +  G    E   G +I  IS +VK +       PA     
Sbjct: 44  QRGVLVFPKIHFSDAEQIAFTRTLGTFSPEASDGQNITKISLDVKEN-------PAG--- 93 
 
Query: 98  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 157 
             + + G++ WH D T        ++ S +V  + GG T F +  AAY+AL +A +     
Sbjct: 94  -AEFLKGSLYWHIDGTSSDAPILASLLSCKVPASWGGNTGFCNTYAAYEALGDADKHRYE 152 
 
Query: 158 QRSARH----SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 213 
                H    SL+Y   + G         IG           PLV  H  +GR SL++G  
Sbjct: 153 SLRVIHAPWASLLYYNPEPGLAMLKAMQAIG-------EKELPLVWKH-RSGRKSLILGC 204 
 
Query: 214 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 273 
            A  + G   A+S + L GL +WA      ++H W  GD+V+WDN   +HRAE +D +   
Sbjct: 205 TAQHVVGNSLAQSAQILVGLREWATAEAFSYSHTWQVGDLVIWDNTGTMHRAEAYDPECG 264 
 
Query: 274 RVMWHSRLAGRPETE 288 
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           R+M  ++L G    E 
Sbjct: 265 RMMHRTKLQGEEPFE 279 
 
 
>ref|ZP_02358219.1| TauD/TfdA family dioxygenase [Burkholderia oklahomensis EO147] 
 ref|ZP_02365274.1| TauD/TfdA family dioxygenase [Burkholderia oklahomensis C6786] 
          Length = 283 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 81/300 (27%), Positives = 129/300 (43%), Gaps = 36/300 (12%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           MA  TL      + LG+ V G       +      L  AW    +     Q L   + +  
Sbjct: 1   MAYKTL-----SSALGSEVYGFDTPFPYESDAVQTLIDAWHAGGICRLRQQRLDMAEFVE 55 
 
Query: 60  FAKRFGAIERIGGGD-----------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           F++ FG  ER    +           ++ +SN+K +G    H  A+             W 
Sbjct: 56  FSRIFGKPERALNQERKLTSRDDLPELMIVSNIKENGVSIGHLGAK----------EAYW 105 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H D  Y  V    ++  A  VP  GG T F +M   +DAL  + R  +   S +H   Y+ 
Sbjct: 106 HTDMCYTDVPPIASILYAIEVPTRGGDTEFMNMYRVHDALPASLRKRIAGLSIKHDRSYT 165 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAE 225 
              +G ++    + +    D T  P  + P+V+VHP T RP L +GR  +A + G+   E 
Sbjct: 166 --AVGELRYGFESVV----DVTTCPGSVHPIVRVHPVTRRPYLYLGRRLNAYVVGLPVDE 219 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           SE  L+ L  +           W  GD+++WDNRC +HR + +D +  R+MW +++   P 
Sbjct: 220 SEALLDELWRYTRLDGVTWTQHWEVGDIMIWDNRCTMHRRDAFDERARRLMWRTQIQADP 279 
 
 
>ref|ZP_04700699.1| putative taurine catabolism dioxygenase [Streptomyces albus J1074] 
 ref|ZP_06589460.1| dioxygenase [Streptomyces albus J1074] 
 gb|EFE79921.1| dioxygenase [Streptomyces albus J1074] 
          Length = 315 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 84/263 (31%), Positives = 117/263 (44%), Gaps = 21/263 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P G  +GA + G+ L+  L  A  A L  A L+  +L F GQHL++  Q  FA+ + 
Sbjct: 49  FTLVPQGPLIGAEIRGLDLSRPLTAAVRAELDRALLEWKVLFFRGQHLTSAAQRDFARNW 108 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +E      ++A  +  A+  VR        D  +V      WH D+T+    A GAV  
Sbjct: 109 GELE---TNPLLATGD--AEDVVRF-------DRSQVPTFENVWHTDTTFRENPALGAVL 156 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               VP  GG T +ADM AAYD L E  R  V    A H  +   ++    +   +     
Sbjct: 157 QLREVPPYGGDTLWADMAAAYDNLPEEVRERVEGLRAVHDYLPGFARFTSAEHLAA---- 212 
 
Query: 185 YGMDTTATPLR-PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
               +T  P+  P+V+ HP TGR +L +       I G+   ES+R L  L   A      
Sbjct: 213 --FQSTFPPVEHPVVRRHPVTGRRTLFVNTSFTTRITGLPQEESDRLLRLLFQQAHVPEY 270 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRA 265 
                W AGDV  WDNR   H A 
Sbjct: 271 QVRFHWRAGDVAFWDNRATQHYA 293 
 
 
>ref|YP_002779396.1| dioxygenase [Rhodococcus opacus B4] 
 dbj|BAH50451.1| putative dioxygenase [Rhodococcus opacus B4] 
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          Length = 288 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 82/270 (30%), Positives = 128/270 (47%), Gaps = 24/270 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +L +   G + GA + G+ +A+  D    A+ +A  +H +L+  GQ L +   I F +R  
Sbjct: 11  SLTLDKFGPSFGAEILGLDVASATDDEVTAIRSALTEHKVLVLRGQSLDDWGHIEFGRRL 70 
 
Query: 65  GAIERIGGGDIVAIS-NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           G   R+  G  V  S NV  +          + D+         WH D T+M     G++ 
Sbjct: 71  G---RLTAGHPVHDSGNVAREVYALDSKDNGFADV---------WHTDVTFMKRPPLGSI 118 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV---QQAGS 180 
               V+P  GG T +AD + AY++L    R ++ Q +A H       + G+    ++ G  
Sbjct: 119 LRPVVLPPHGGDTNWADSQLAYESLSLPIRQMIDQLTAVHD---GNREFGYYLAQKRGGK 175 
 
Query: 181 AYIGYGMDTTA-TPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDW 236 
             I  G + TA  P+  P+V+VHPETGR  + +  G  +H I G+  AES   L+ L    
Sbjct: 176 GNIWDGEEVTALAPVEHPVVRVHPETGRKGIFVNPGFTSH-IAGVSEAESRGILDFLYAH 234 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
             +   V  H+W  GD+V+WDNR   H A  
Sbjct: 235 LTKPEHVVRHRWRLGDLVLWDNRSTAHYAN 264 
 
 
>ref|ZP_05127143.1| taurine dioxygenase [gamma proteobacterium NOR5-3] 
 gb|EED33690.1| taurine dioxygenase [gamma proteobacterium NOR5-3] 
          Length = 281 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 88/294 (29%), Positives = 130/294 (44%), Gaps = 30/294 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++ L+I P    +GA + GV L  +       +  A L++ ++ F  Q +S  Q I FA+ 
Sbjct: 6   KSQLRIEPLTPAIGAEILGVDLGKVTPELVEDVRVALLKYKVVFFRDQQISARQHIDFAR 65 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQ--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG +E        A    +AD  + +  H P            NM WH+D T+    +  
Sbjct: 66  EFGELEIHP-----ATPKNQADPEILRLAHGPDSKGS------ENM-WHSDVTWREKPSL 113 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQA 178 
           G++  A  VPAVGG T FA+M  AY+ L +AT+  +H R A H +  V+++      ++  
Sbjct: 114 GSILRAVEVPAVGGDTLFANMAMAYERLSDATKEKIHNRIAVHDIARVFAKRLNKRPEEL 173 
 
Query: 179 GSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVD 235 
              Y          PL   P+V+ HPETG   + + G     I  MD   S+  L+ L   
Sbjct: 174 HEQY----------PLMEHPVVRTHPETGEQVVYVNGAFTSHIKDMDPQASKSLLDELYK 223 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RPETE 288 
            A         +W A  +  WDNR   H A    F   RVM    +AG RP  E 
Sbjct: 224 SAWNPEIQCRFKWRANSIAFWDNRACQHFAASDYFPAVRVMERVTIAGDRPYFE 277 
 
 
>ref|ZP_04953283.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
 gb|EET02805.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
          Length = 283 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 79/286 (27%), Positives = 125/286 (43%), Gaps = 31/286 (10%) 
 
Query: 15  LGATVTGVHLATLDDA-GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           LG  V G       DA    AL  AW    +     Q L   + + F++ FG  ER     
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Sbjct: 10  LGTEVYGFDSPFPHDAEAVRALIEAWHAGGICRLRRQRLDMAEFVEFSRIFGRPERALNQ 69 
 
Query: 74  D-----------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           +           ++ +SN+  +G    H  ++             WH D  Y  V    + 
Sbjct: 70  ERKLTSREDLPELMIVSNILENGVSIGHLGSK----------EAYWHTDMCYTDVPPIAS 119 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A  VPA GG T F +M   +DAL  + R  +   S +H   Y+   +G ++    +  
Sbjct: 120 ILYAIEVPARGGNTEFMNMYRVHDALPASLRRQIAGLSIKHDRSYT--AVGELRYGFDSV 177 
 
Query: 183 IGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQ 239 
           +    D T  P  + P+V+VHP T RP L +GR  +A + G+   ESE  L+ L  +    
Sbjct: 178 V----DVTTCPGSIHPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGESEALLDELWRYTRL 233 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
                  +W  GD+++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 234 DGVTWTQRWEVGDIMIWDNRCTMHRRDAFDANARRLMWRTQIQADP 279 
 
 
>ref|YP_001061907.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 668] 
 ref|ZP_02492950.1| dioxygenase, TauD/TfdA family protein [Burkholderia pseudomallei 
           NCTC 13177] 
 gb|ABN87967.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 668] 
          Length = 283 
 
 Score =  103 bits (257), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 83/300 (27%), Positives = 130/300 (43%), Gaps = 36/300 (12%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDA-GFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           MA  TL      + LG  V G       DA    AL  AW    +     Q L   + +  
Sbjct: 1   MAYKTL-----SSALGTEVYGFDSPFPHDAEAVRALIEAWHAGGICRLRRQRLDMAEFVE 55 
 
Query: 60  FAKRFGAIERIGGGD-----------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           F++ FG  ER    +           ++ +SN+  +G    H  ++             W 
Sbjct: 56  FSRIFGRPERALNQERKLTSREDLPELMIVSNILENGVSIGHLGSK----------EAYW 105 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H D  Y  V    ++  A  VPA GG T F +M   +DAL  + R  +   S +H   Y+ 
Sbjct: 106 HTDMCYTDVPPIASILYAIEVPAHGGNTEFMNMYRVHDALPASLRRQIAGLSIKHDRSYT 165 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAE 225 
              +G ++    + +    D T  P  + P+V+VHP T RP L +GR  +A + G+   E 
Sbjct: 166 --AVGELRYGFDSVV----DVTTCPGSIHPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGE 219 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           SE  L+ L  +          +W  GD+++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 220 SEALLDELWRYTRLDGVTWTQRWEVGDIMIWDNRCTMHRRDAFDANARRLMWRTQIQADP 279 
 
 
>ref|YP_004008831.1| taurine dioxygenase [Rhodococcus equi 103S] 
 emb|CBH50153.1| putative taurine dioxygenase [Rhodococcus equi 103S] 
          Length = 295 
 
 Score =  103 bits (256), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 82/270 (30%), Positives = 123/270 (45%), Gaps = 24/270 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I+     +GA + GV L T D+A FA +  A  ++ ++   G HL  D  +  A+RFG 
Sbjct: 3   IEISALTTAIGAEIRGVDLRTCDEATFADVRDALHEYQVVFVRGAHLDADDHLAVARRFG 62 
 
Query: 66  A-----IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
                 I R+ G    ++  V +DG     SP   +           WH D T++    + 
Sbjct: 63  VPSIFPIARLQGATEPSL-QVISDG---PDSPPTAE----------MWHTDVTWISTPPR 108 
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Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH---SLVYSQSKLGHVQQ 177 
            A+   EV+P  GG T +A M AA+DAL    + ++      H   S V S  + GH    
Sbjct: 109 YALLCGEVIPDAGGDTLWASMTAAHDALSPTMQNMLAGLEVEHTTDSFVESILERGHDSP 168 
 
Query: 178 AGSAYIGYGMDTTA-TPLRPLVKVHPETGRPSLLIGRHA-HAIPGMDAAESERFLEGLVD 235 
              A       T   T + PL++ HPE GR  L IG  + H I GM   ES+  L  L + 
Sbjct: 169 QAQALADRLRATYPRTVVHPLIRTHPENGRRILFIGGPSMHRIKGMRRDESDALLGFLRN 228 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +          +W+ GD+ +WD R  +HRA 
Sbjct: 229 YVTDERFQCRWRWSPGDLAIWDERSTMHRA 258 
 
 
>ref|ZP_01616095.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2143] 
 gb|EAW33178.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2143] 
          Length = 281 
 
 Score =  103 bits (256), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 82/274 (29%), Positives = 118/274 (43%), Gaps = 29/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + I  +G   GA VTGV L+  LD+    ++  AWL+H +L FP Q +S+D    F   F 
Sbjct: 3   IMIAASGQACGAEVTGVDLSKPLDEKTVQSIRTAWLEHHVLSFPEQLMSDDDLERFTNYF 62 
 
Query: 65  GA------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G       I  I G + V      AD T    + A              WH D ++     
Sbjct: 63  GPFGDDPFILPIAGREHVIAIQRNADETSSLFAEA--------------WHTDWSFQTNP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV--- 175 
             G       +P VGG T FA+   A   +    RA +  + A HS   + S  G      
Sbjct: 109 PSGTCLYGITIPPVGGDTLFANQHKALADMPAQLRAKIEGKLAIHSAAGAYSPEGAYGET 168 
 
Query: 176 -QQAG-SAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFLE 231 
            Q +G S  I    +   T   PL+K HPE+G+  L   +G +   I G+D  ++   L  
Sbjct: 169 DQDSGRSMLIKADDEAKETHKHPLIKAHPESGQECLYSCLG-YIVGIDGLDQEQATELLA 227 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +  W       + HQW   ++V+WDNR +LHRA 
Sbjct: 228 EIYAWQTSPNFQYCHQWKKNNLVMWDNRSVLHRA 261 
 
 
>ref|ZP_07772879.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           fluorescens WH6] 
 gb|EFQ65982.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           fluorescens WH6] 
          Length = 278 
 
 Score =  103 bits (256), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 84/267 (31%), Positives = 118/267 (44%), Gaps = 17/267 (6%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T L +TP    LGA ++GV +   L      A+  A L H++L F  Q ++  QQ  FA  
Sbjct: 2   TRLTVTPLSTALGAQISGVDITQPLSVEHRDAIEQALLSHSVLFFRDQAITPQQQARFAA 61 
 
Query: 63  RFGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            FG +       I  I  NV     V        D  +  +  N  WH D T++P  A G 
Sbjct: 62  NFGDLH------IHPIYPNVPEQPEV-----LILDTAVTDVRDNAVWHTDVTFLPTPALG 110 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           AV SA+++PA GG T +A   AAY+AL E  + L+   +A H    S   L          
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Sbjct: 111 AVLSAKLLPAFGGDTLWASGIAAYEALSEPLKRLLDGLTATHDFTKS-FPLERFGNTAED 169 
 
Query: 182 YIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            + +    +  P    P+V+ HP +GR SL +       I  ++ AESE  L+ L   A  
Sbjct: 170 LLRWEETRSKNPPLSHPVVRTHPVSGRKSLFVSEGFTTKINELEPAESEAILKLLFAHAT 229 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 230 RPEFTIRWRWQENDVAFWDNRVTQHYA 256 
 
 
>ref|ZP_07260263.1| dioxygenase, TauD/TfdA family protein [Pseudomonas syringae pv. 
           tomato NCPPB 1108] 
          Length = 307 
 
 Score =  103 bits (256), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 83/281 (29%), Positives = 125/281 (44%), Gaps = 26/281 (9%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI--ERIGG 72 
           +GA +       L      A+     Q  +L+FP  H S+ +QI F +  G    E   G 
Sbjct: 46  IGARIFNSKQELLSGQFAGAIRELLEQRGVLVFPKIHFSDAEQIAFTRTLGTFSPEASDG 105 
 
Query: 73  GDIVAIS-NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 131 
            +I  IS +VK +       PA      + + G++ WH D T        ++ S +V  + 
Sbjct: 106 QNITKISLDVKEN-------PAG----AEFLKGSLYWHIDGTSSDAPILASLLSCKVPAS 154 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVHQRSARH----SLVYSQSKLGHVQQAGSAYIGYGM 187 
            GG T F +  AAY+AL +A +         H    SL+Y   + G         IG    
Sbjct: 155 WGGNTGFCNTYAAYEALGDADKHRYESLRVIHAPWASLLYYNPEPGLAMLKAMQAIG--- 211 
 
Query: 188 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 247 
                   PLV  H  +GR SL++G  A  + G   A+S + L GL +WA      ++H  
Sbjct: 212 ----EKELPLVWKH-RSGRKSLILGCTAQHVVGNSLAQSAQILVGLREWATAEAFSYSHT 266 
 
Query: 248 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 288 
           W  GD+V+WDN   +HRAE +D +  R+M  ++L G    E 
Sbjct: 267 WQVGDLVIWDNTGTMHRAEAYDPECGRMMHRTKLQGEEPFE 307 
 
 
>ref|YP_001507682.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW12776.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 281 
 
 Score =  103 bits (256), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 87/286 (30%), Positives = 130/286 (45%), Gaps = 20/286 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T+   P  AT+GA V G+    L  DDA   A+  A  ++ +L+F G HL    Q+ F++ 
Sbjct: 4   TITCEPLSATVGAEVKGLDPEWLAHDDAVAGAILDALERYGVLVFRGLHLDPHTQVAFSQ 63 
 
Query: 63  RFGAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ- 120 
           R G I+   G   +  I  V  D +  ++S A++      +     WH D    P+  +  
Sbjct: 64  RLGEIDYEPGHHPVSGIYRVTLDKS--KNSSADY------LKATFEWHMDGC-TPLHGEP 114 
 
Query: 121 ---GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                V SA+ V   GG T FA   A Y+ L +  +         HSL  SQ ++  V + 
Sbjct: 115 PQKATVLSAKEVATSGGETEFASTYAGYEMLGDEEKERFGSLHVVHSLESSQRRI--VPE 172 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
                +        T   PLV  H   GR SL+IG HA  +  M   +    L+ L+D   
Sbjct: 173 PSVEQLER-WRKRPTSTHPLVWTH-RGGRRSLVIGAHAGHVVDMGLDQGRALLQELLDRT 230 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
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               RV+ HQW+ GD V+WDN  ++HRA P+    PR +  + + G 
Sbjct: 231 TAQDRVYRHQWSVGDTVIWDNTGVVHRAAPYASASPRELLRTTVFG 276 
 
 
>ref|ZP_07230626.1| dioxygenase, TauD/TfdA family protein [Pseudomonas syringae pv. 
           tomato Max13] 
          Length = 324 
 
 Score =  103 bits (256), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 79/255 (30%), Positives = 118/255 (46%), Gaps = 26/255 (10%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP  H S+ +QI F +  G    E   G +I  IS +VK +       PA     
Sbjct: 89  QRGVLVFPKIHFSDAEQIAFTRTLGTFSPEASDGQNITKISLDVKEN-------PAG--- 138 
 
Query: 98  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 157 
             + + G++ WH D T        ++ S +V  + GG T F +  AAY+AL +A +     
Sbjct: 139 -AEFLKGSLYWHIDGTSSDAPILASLLSCKVPASWGGNTGFCNTYAAYEALGDADKHRYE 197 
 
Query: 158 QRSARH----SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 213 
                H    SL+Y   + G         IG           PLV  H  +GR SL++G  
Sbjct: 198 SLRVIHAPWASLLYYNPEPGLAMLKAMQAIG-------EKELPLVWKH-RSGRKSLILGC 249 
 
Query: 214 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 273 
            A  + G   A+S + L GL +WA      ++H W  GD+V+WDN   +HRAE +D +   
Sbjct: 250 TAQHVVGNSLAQSAQILVGLREWATAEAFSYSHTWQVGDLVIWDNTGTMHRAEAYDPECG 309 
 
Query: 274 RVMWHSRLAGRPETE 288 
           R+M  ++L G    E 
Sbjct: 310 RMMHRTKLQGEEPFE 324 
 
 
>ref|YP_458158.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           litoralis HTCC2594] 
 gb|ABC63361.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           litoralis HTCC2594] 
          Length = 281 
 
 Score =  103 bits (256), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 83/276 (30%), Positives = 125/276 (45%), Gaps = 31/276 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++ + P+G   GAT+ GV L+  LDDA    + +AWL H +L F  Q + +D    F    
Sbjct: 2   SMIVEPSGQACGATIRGVDLSGKLDDALITDVRSAWLTHRVLAFADQSMDDDALERFTLA 61 
 
Query: 64  FGAIER-------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            G            G G+I AI               E D+   +   N  WH+D +++  
Sbjct: 62  MGGFGEDPFFDPIPGRGNIAAILR-------------EPDEKAPLFAEN--WHSDWSFLS 106 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYS-QSKLG 173 
               G    A  +P VGG T FAD  AA+ AL +  +  +   +A HS  L Y+     G 
Sbjct: 107 HPPAGTCLLAIEIPPVGGDTLFADQIAAFAALSDERKDQLRALTAIHSAKLAYAPDGTYG 166 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLR--PLVKVHPETGRPSLL--IGRHAHAIPGMDAAESERF 229 
               A    +    D +A  ++  PL++ HPETG  ++   +G +   I GM  AE+    
Sbjct: 167 EKDAAAGRSMAIRPDESANAMQTHPLIQAHPETGEEAIFSTLG-YIIGIEGMAQAEAIAL 225 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  L  W  +   V+ H W    +V+WDNR +LH+A 
Sbjct: 226 LSELAQWQSRDEFVYRHHWEPDMLVLWDNRSVLHKA 261 
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>ref|ZP_05642075.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. tabaci 
ATCC 
           11528] 
          Length = 279 
 
 Score =  103 bits (256), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 79/253 (31%), Positives = 122/253 (48%), Gaps = 22/253 (8%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI--ERIGGGDIVAIS-NVKADGTVRQHSPAEWDD 97 
           Q  +L+FP    S+ +QI   +  G    E   G +I  IS +VK        +PA     
Sbjct: 44  QRGVLVFPQIDFSDAEQIALTRTLGTFCPEASDGQNITKISLDVK-------ENPAG--- 93 
 
Query: 98  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 157 
             + + G++ WH D T   V    ++ S +V  + GG T F +  AAY+AL  A +     
Sbjct: 94  -AEFLKGSLYWHIDGTSSDVPVLASLLSCKVPASWGGNTGFCNTYAAYEALSSADK---- 148 
 
Query: 158 QRSARHSLVYS--QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 215 
           QR  R  ++++   S L +  + G A +   M        PLV  H  +GR SL++G  A 
Sbjct: 149 QRYERLRVIHAPWASLLYYNPEPGLAMLK-AMQAIGEKELPLVWRH-RSGRKSLILGCTA 206 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
             + G+  A+S + L GL +WA      ++H W  GD+V+WDN   +HRAE +D    R+ 
Sbjct: 207 QQVVGVSLAQSAQILVGLREWATAEAFSYSHAWQTGDLVIWDNTGTMHRAEAYDPACGRM 266 
 
Query: 276 MWHSRLAGRPETE 288 
           M  ++L G    E 
Sbjct: 267 MHRTKLQGEEPFE 279 
 
 
>ref|ZP_06914719.1| dioxygenase [Streptomyces sviceus ATCC 29083] 
 gb|EDY58917.2| dioxygenase [Streptomyces sviceus ATCC 29083] 
          Length = 321 
 
 Score =  103 bits (256), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 90/293 (30%), Positives = 128/293 (43%), Gaps = 22/293 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++ P    +GA +TGV LA  LDD    A+ AA L+  ++ F GQ L +   + FA+RF 
Sbjct: 14  IEVNPVAGHIGAEITGVDLAGDLDDRVVGAIRAAVLRWKVVFFRGQKLDHAGHVAFARRF 73 
 
Query: 65  G---AIERIGGGDIVAISNVK--AD----GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G    + + G         V+  AD    G        EW    +  +    WH D     
Sbjct: 74  GEPVVLRKRGSASPAQFPEVETTADRLELGEKFGMEHEEWLQRRRHTLLR-GWHCDHGAR 132 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                  +  AE VP  GG T ++++ AAY  L    RA V      H L      +G+  
Sbjct: 133 VDPPAATILRAETVPPYGGDTTWSNLAAAYAGLSAPVRAFVDGLRVEHRL-----GVGYQ 187 
 
Query: 176 QQAG-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGL 233 
            + G  A + + +D     L PLV+VHPETG   L + G +   I  +  AES   L+ L 
Sbjct: 188 PRPGDDANVRHLLDHQVASLHPLVRVHPETGERILYVNGYYVEQIADLSRAESRAILDML 247 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
           ++ A +       +W  G V  WDNR  +H A P D      PR M    LAG 
Sbjct: 248 LEQAVRPEYTVRFRWEPGSVAFWDNRATIHLA-PADNAHLGFPRTMHRVMLAG 299 
 
 
>ref|YP_340645.1| taurine dioxygenase [Pseudoalteromonas haloplanktis TAC125] 
 emb|CAI87203.1| putative taurine dioxygenase [Pseudoalteromonas haloplanktis 
           TAC125] 
          Length = 308 
 
 Score =  102 bits (255), Expect = 4e-20,   Method: Compositional matrix adjust. 
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 Identities = 82/278 (29%), Positives = 126/278 (45%), Gaps = 23/278 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TP    +G  V+G  +   L D   A L A W +HA+L+F  Q +S ++QI F++ F 
Sbjct: 3   LTVTPLD-NVGVEVSGFDINEPLTDEIKAELKALWYEHAILVFRDQDISPEKQIEFSRIF 61 
 
Query: 65  GAIE----RIGGGDIV-AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           G +E    ++   D    +  ++  G + +   A +    + IVG + WH D  Y      
Sbjct: 62  GPLELHPLKVTTSDKYPELFVLQNGGPMDKFQTAFYKG--EEIVGRLDWHMDLHYTARPN 119 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            GA+  A VV A  G T F D+  AYDALD+ T+AL+ Q    +S    +  + +V   G 
Sbjct: 120 HGALLRAVVVAAEDGMTGFGDLAKAYDALDDDTKALIEQLEVVYSFSMQRRHMRYVNLDG 179 
 
Query: 180 --------SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH---AIP---GMDAAE 225 
                   +     G    +    P+V  HP +GR  L +          P   G+   E 
Sbjct: 180 YEPGPNSPTKPTDIGFPDFSDAAYPMVVTHPISGRKVLEVVEQFLDRVVTPQQFGLSNDE 239 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
           S   LE LV    +    + H+W  GD+V+WDN   +H 
Sbjct: 240 SIELLERLVAHVQKPEFTYFHKWREGDMVLWDNWRAMH 277 
 
 
>ref|YP_883118.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Mycobacterium avium 104] 
 gb|ABK69483.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Mycobacterium avium 104] 
          Length = 281 
 
 Score =  102 bits (255), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 92/291 (31%), Positives = 129/291 (44%), Gaps = 27/291 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           + L IT    ++GA VTG+  A L  DD+   A+  A   + +L+F G +L    Q+ F  
Sbjct: 2   SLLTITKLTDSVGAEVTGLDPAALAHDDSVGEAVLDALEDNGVLVFRGLYLDPAAQVAFC 61 
 
Query: 62  KRFGAIERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            R G ++    G      I  I+  K+      +  A +D           WH D    P 
Sbjct: 62  GRLGEVDHSSDGHHPVPGIYPITLDKSKNASAAYLKATFD-----------WHIDGC-TP 109 
 
Query: 117 V----MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +      +  V SA  V   GG T FA+   AYDAL +  +         HSL  SQ +  
Sbjct: 110 LGDECPQKATVLSAVRVAERGGETEFANSYGAYDALTDDEKQRFGALRVVHSLEASQRR- 168 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
             V    S  +     +  T   PLV  H  +GR SL++G  A  + GMD  E    LE  
Sbjct: 169 --VYPDPSPELVARWRSRRTHEHPLVWTH-RSGRKSLVLGASADYVVGMDVDEGRALLEE 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L+  A    RV+ H W+ GD V+WDNR +LHRA P+D    R M  + + G 
Sbjct: 226 LLQRATVPERVYRHGWSIGDTVIWDNRGVLHRAAPYDPDSSREMLRTTVLG 276 
 
 
>ref|YP_001412118.1| taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
 gb|ABS62461.1| Taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
          Length = 285 
 
 Score =  102 bits (255), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 77/269 (28%), Positives = 120/269 (44%), Gaps = 27/269 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             ++P    +GA +TG+ L   LD A  +AL  A L   ++ F  Q ++ DQ + FA+ F 
Sbjct: 13  FTLSPLTPLIGAEITGIDLVKPLDTAALSALRQALLDWKVIFFRDQDITTDQHLAFARLF 72 
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Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +E       + G  +++AI++ + D   R++                 WH+D T+    
Sbjct: 73  GELEVHPFAPHKQGYPEVLAITHDR-DRPGRENK----------------WHSDVTWREC 115 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            + G+V  A  VP VGG T FADM AAYD L E  +  +    A H   + ++ +   +  
Sbjct: 116 PSLGSVLRAIEVPEVGGDTLFADMYAAYDGLTEEVKEKIDGAVAIHDFAHFRAAM-RARG 174 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
              A I            P+V+ HPETGR  + +       I G++ AES+  L+ L    
Sbjct: 175 KSEAEIEEMNRKYPMVEHPVVRTHPETGRKGIYVNVAFTQHIVGLEKAESDALLKHLYAQ 234 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           A         +W    +  WDNR   H A 
Sbjct: 235 AAIPEYQCRFRWQKNSIAFWDNRSSQHYA 263 
 
 
>ref|ZP_06846090.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
 gb|EFG66280.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
          Length = 310 
 
 Score =  102 bits (255), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 77/268 (28%), Positives = 120/268 (44%), Gaps = 20/268 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L + P    +GA V GV L+  L+ A   A+ AA ++H ++ F GQ HL +  Q  FAK  
Sbjct: 12  LDLHPVTGRIGAEVRGVRLSGQLEAATVEAIRAALVRHKVIFFRGQTHLQDADQEAFAKL 71 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G  E +    +  +        +  H     +          +WH D T++    Q ++ 
Sbjct: 72  LG--EPVSHPTVPVVDGTDYLLELDSHRGGRAN----------SWHTDVTFVDAYPQASI 119 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG---S 180 
                +P VGG T +A+   AYD L    +AL  Q  A HS  Y  +   +V + G     
Sbjct: 120 LRGVTIPEVGGDTVWANTATAYDDLPPPLKALAEQLWAVHSNEYDYANHANVGERGRDTE 179 
 
Query: 181 AYIGYG---MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
           A+  Y    + T      P+V+VHPE+G  +L++G    +  G+  + S   LE L  +  
Sbjct: 180 AFRRYREAFVSTRYETEHPVVRVHPESGEKTLILGHFVKSFVGLTPSASAHVLELLQGYV 239 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   +   +W  GDV +WDNR   H A 
Sbjct: 240 TRLENIVRWRWQTGDVAIWDNRATQHYA 267 
 
 
>ref|ZP_05226007.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           intracellulare ATCC 13950] 
          Length = 300 
 
 Score =  102 bits (255), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 86/290 (29%), Positives = 123/290 (42%), Gaps = 30/290 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +T  G+ +GA + G+ L   LDDA    +  A L H ++ F  QH L ++QQ+ FA+  
Sbjct: 5   ITVTKLGSRIGARIDGLSLGGHLDDAAVETIRRALLTHKVVFFRHQHHLDDEQQLDFARL 64 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSP------AEWDDMMKVIVGNMAWHADSTYMPV 117 
            G            I +  A     +H P      +E+    +       WH D T+    
Sbjct: 65  LG----------TPIGHPAASALAAKHMPVITPIDSEYGKATR-------WHTDVTFAAN 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
               ++  A  +P+ GG T +A   AAY  L E  +A+V    A H+  Y       V   
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Sbjct: 108 YPAASILRAVTLPSYGGSTLWASTVAAYQHLPEPLKAMVENLWALHTNRYDYVSTEAVMS 167 
 
Query: 178 AGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A   +         R   P+V+VHPETG  +LL G       G+D  ES   LE L  
Sbjct: 168 MSDAQRAFRQAFEKPDFRTEHPVVRVHPETGERALLAGDFVRGFVGLDNHESSVLLELLQ 227 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
                        WA GDV +WDNR   HRA + +D + PR+M    L G 
Sbjct: 228 RRITMPENTIRWAWAPGDVAMWDNRATQHRAIDDYDDQ-PRLMHRITLMG 276 
 
 
>ref|YP_001074852.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1106a] 
 ref|ZP_02406004.1| dioxygenase, TauD/TfdA family protein [Burkholderia pseudomallei 
           DM98] 
 ref|ZP_02474301.1| dioxygenase, TauD/TfdA family protein [Burkholderia pseudomallei 
           B7210] 
 ref|ZP_02509054.1| dioxygenase, TauD/TfdA family protein [Burkholderia pseudomallei 
           BCC215] 
 ref|ZP_03457012.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 ref|ZP_04521787.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei MSHR346] 
 ref|ZP_04812264.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 ref|ZP_04888968.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1655] 
 ref|ZP_04893943.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei Pasteur 
           52237] 
 ref|ZP_04905154.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei S13] 
 ref|ZP_04967323.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 406e] 
 gb|ABN93335.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106a] 
 gb|EDO86873.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 406e] 
 gb|EDO90781.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei Pasteur 
           52237] 
 gb|EDS88166.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei S13] 
 gb|EDU09952.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1655] 
 gb|EEC31511.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 gb|EEP50701.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei MSHR346] 
 gb|EES22889.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
          Length = 283 
 
 Score =  102 bits (255), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 79/286 (27%), Positives = 125/286 (43%), Gaps = 31/286 (10%) 
 
Query: 15  LGATVTGVHLATLDDA-GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           LG  V G       DA    AL  AW    +     Q L   + + F++ FG  ER     
Sbjct: 10  LGTEVYGFDSPFPHDAEAVRALIEAWHAGGICRLRRQRLDMAEFVEFSRIFGRPERALNQ 69 
 
Query: 74  D-----------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           +           ++ +SN+  +G    H  ++             WH D  Y  V    + 
Sbjct: 70  ERKLTSREDLPELMIVSNILENGVSIGHLGSK----------EAYWHTDMCYTDVPPIAS 119 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A  VPA GG T F +M   +DAL  + R  +   S +H   Y+   +G ++    +  
Sbjct: 120 ILYAIEVPAHGGNTEFMNMYRVHDALPASLRRQIAGLSIKHDRSYT--AVGELRYGFDSV 177 
 
Query: 183 IGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQ 239 
           +    D T  P  + P+V+VHP T RP L +GR  +A + G+   ESE  L+ L  +    
Sbjct: 178 V----DVTTCPGSIHPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGESEALLDELWRYTRL 233 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
                  +W  GD+++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 234 DGVTWTQRWEVGDIMIWDNRCTMHRRDAFDANARRLMWRTQIQADP 279 
 
 
>ref|XP_001216119.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
 gb|EAU31760.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
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          Length = 299 
 
 Score =  102 bits (255), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 77/279 (27%), Positives = 130/279 (46%), Gaps = 29/279 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P   T GA V  V  +  L D  F+ +++A  ++ +L+F    L+++  I FAKRF 
Sbjct: 14  ISVNPIHPTFGAEVREVDFSKPLTDEVFSEIYSAITKYGVLVFRNTGLTDEGHIAFAKRF 73 
 
Query: 65  GAIE------------RIGGGDIVAISNVKADGTVRQ-HSPAEWDDMMKVIVGNMAWHAD 111 
           G ++            R+   ++  +SNV+ DG++    SP    +      GN  +H D 
Sbjct: 74  GELDDITPYLALGRKNRLKYNELFDVSNVEFDGSILDPESPRGQGNK-----GNGLFHVD 128 
 
Query: 112 STYMPVMAQGAVFSAEVV--PAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 167 
           S++ P  A  ++  +  +  P +GG T FAD R A+D L  D     + +   A HS+ + 
Sbjct: 129 SSFNPRRAGYSLLLSHELPPPGMGGATAFADTRTAFDELPVDLKADLVANDYVAAHSIHH 188 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           S+        A    + Y M         +V+ H  + R +L I  H H I G+    S+ 
Sbjct: 189 SRKLAAPEFYADRNPLDYPMGR-----HKMVQRHEPSRRMNLYIAAHIHHIEGLGPEASQ 243 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWA-AGDVVVWDNRCLLHRA 265 
           +  + +     QA  V   +W   GD++ WDN C++HRA 
Sbjct: 244 KLFDRVFTHCTQAKYVTEVEWKQPGDLIAWDNTCVMHRA 282 
 
 
>ref|YP_003339338.1| taurine dioxygenase [Streptosporangium roseum DSM 43021] 
 gb|ACZ86595.1| Taurine dioxygenase [Streptosporangium roseum DSM 43021] 
          Length = 304 
 
 Score =  102 bits (255), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 91/289 (31%), Positives = 133/289 (46%), Gaps = 33/289 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L+I P G  +GA +TGV L A LD+   A L  A L+  +L F G+ ++   Q   A+ + 
Sbjct: 34  LRIRPAGPLIGAEITGVDLGAPLDEELKAELRDALLEWKVLFFRGRRVTGADQRRLAEVW 93 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +E         +S  ++   VR     E   +         WH+D+T+ P  + GAV  
Sbjct: 94  GKVE-----TFPFLSKGRSPDVVRFAKHEERPGLENT------WHSDATWHPTPSMGAVL 142 
 
Query: 125 SAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
            A  VPA GG  T ++D+ AAYD LD    ALV  R A H   +  S+LG ++        
Sbjct: 143 RAVEVPAGGGGDTIWSDVAAAYDNLDPELAALVDGREAVHHFDWLYSRLGLLE------- 195 
 
Query: 184 GYGMDTTAT---PLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
           G  +D       P+R P+V+ HP TGR  + + R     + G++   +      L+D  C 
Sbjct: 196 GEELDRARADFPPVRHPIVRTHPVTGRKGIFVNRVFTEGVVGLEHGAARE----LIDRLC 251 
 
Query: 239 QAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           +      +Q    W  G V VWDNR   H A    +   RVM    +AG 
Sbjct: 252 RHVETPEYQVRFRWEPGSVAVWDNRATQHYAVNDYYPERRVMERISIAG 300 
 
 
>ref|ZP_02450610.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 91] 
 ref|ZP_02458779.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 9] 
 ref|ZP_02501145.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 112] 
 ref|ZP_03790780.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei Pakistan 
           9] 
 gb|EEH28990.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei Pakistan 
           9] 
          Length = 270 
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 Score =  102 bits (254), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 74/272 (27%), Positives = 120/272 (44%), Gaps = 30/272 (11%) 
 
Query: 28  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD-----------IV 76 
           D     AL  AW    +     Q L   + + F++ FG  ER    +           ++ 
Sbjct: 11  DAEAVRALIEAWHAGGICRLRRQRLDMAEFVEFSRIFGRPERALNQERKLTSREDLPELM 70 
 
Query: 77  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 136 
            +SN+  +G    H  ++             WH D  Y  V    ++  A  VPA GG T 
Sbjct: 71  IVSNILENGVSIGHLGSK----------EAYWHTDMCYTDVPPIASILYAIEVPARGGNT 120 
 
Query: 137 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--L 194 
            F +M   +DAL  + R  +   S +H   Y+   +G ++    + +    D T  P  + 
Sbjct: 121 EFMNMYRVHDALPASLRRQIAGLSIKHDRSYT--AVGELRYGFDSVV----DVTTCPGSI 174 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            P+V+VHP T RP L +GR  +A + G+   ESE  L+ L  +          +W  GD+ 
Sbjct: 175 HPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGESEALLDELWRYTRLDGVTWTQRWEVGDI 234 
 
Query: 254 VVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           ++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 235 MIWDNRCTMHRRDAFDANARRLMWRTQIQADP 266 
 
 
>emb|CAJ89608.1| putative dioxygenase [Streptomyces ambofaciens ATCC 23877] 
          Length = 312 
 
 Score =  102 bits (254), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 84/266 (31%), Positives = 109/266 (40%), Gaps = 25/266 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P   T+GA + GV L+  L  A    L+ A L+  +L F  QHL++DQQ  FA  + 
Sbjct: 44  FDVVPLARTIGAEIRGVDLSRPLGAALREELNRALLEWKVLFFRAQHLTSDQQRAFAGHW 103 
 
Query: 65  GAIER----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           G +E       G     +   KAD +   +                 WH D T+    A  
Sbjct: 104 GRLETNPLLAAGSREDVVRFDKADASTPTYE--------------NVWHTDVTFRERPAL 149 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           GAV     VP  GG T +ADM AAYD L    R  V    A H  +      G  +  G  
Sbjct: 150 GAVLQLREVPPFGGDTLWADMAAAYDNLPREVRDRVDGARAVHDFI-----PGFARFYGP 204 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
             +    D       P+V+ HPETGR  L +       I GMD  ES+R L  L   A   
Sbjct: 205 ERLIPHQDAFPPVEHPVVRTHPETGRRMLFVNASFTTHITGMDRDESDRLLRFLFQQAHV 264 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W  GD+  WDNR   H A 
Sbjct: 265 PEFQVRFRWQPGDIAFWDNRATQHYA 290 
 
 
>ref|YP_001869285.1| taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
 gb|ACC84342.1| Taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
          Length = 304 
 
 Score =  102 bits (254), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 77/272 (28%), Positives = 114/272 (41%), Gaps = 22/272 (8%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQI 58 
           M      I P    +GA + GV+L++ L D   + +    ++H ++ F  Q  L  D Q+ 
Sbjct: 1   MGSQYFDIKPVAGRIGAEIIGVNLSSNLSDDIISDIRKTLVKHKVIFFRDQQQLDADGQV 60 
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Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM-----AWHADST 113 
            FA+RFG +               A  TV   S  E  +++ +  G       +WH D T 
Sbjct: 61  AFARRFGEV-------------TTAHPTV--PSLPENPEVLDLNYGRTTSRANSWHTDVT 105 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           ++     G++  A  +P  GG T +A+   AY  L    R L  Q  A HS  Y  +    
Sbjct: 106 FVDRPPLGSILRALDIPPTGGDTIWANSVTAYQDLPIHLRNLADQLWAVHSNKYDYATAF 165 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
            + +   AY      T    L P+V+VHPE+G   L IG       G+   ES+  L  L 
Sbjct: 166 DLPEYAKAYRAVFTSTVYETLHPVVRVHPESGERGLFIGGFVRQFRGLSTTESDDILRLL 225 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +  +       +W  GDV  WDNR   H A 
Sbjct: 226 QAYITRPENTVRWRWQVGDVAFWDNRATQHYA 257 
 
 
>ref|YP_001346557.1| taurine dioxygenase [Pseudomonas aeruginosa PA7] 
 gb|ABR86490.1| taurine dioxygenase [Pseudomonas aeruginosa PA7] 
          Length = 277 
 
 Score =  102 bits (254), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 90/287 (31%), Positives = 126/287 (43%), Gaps = 18/287 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P    LGA V+G+ LA  LDD G  A+  A L H +L F  Q L    Q  FA   
Sbjct: 2   SLTIQPISPALGAIVSGIDLAAPLDDGGQRAIEQALLDHQVLFFRDQSLEPKSQARFAAH 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +       I  I    A+    Q      D  +  +  N  WH D T++   A GAV 
Sbjct: 62  FGDLH------IHPIYPSVAE----QPEVIVLDTAVTDVRDNAIWHTDVTFLETPALGAV 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSA 181 
             A+ +P  GG T +A   AAY+AL    R L+   +A H +   + + + G V +A  A 
Sbjct: 112 LVAKQLPPYGGDTLWASSTAAYEALSAPLRRLLDGLTATHDIGKSFPRERFG-VTEADLA 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
            +            P+V+ HP TGR  L +       I  ++ AES+  L+ L   A +  
Sbjct: 171 RLEEARLKNPPRSHPVVRTHPVTGRKGLFVSDGFTTRINELEPAESDALLKFLFAHATRP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH--SRLAGRP 285 
                 +W   DV  WDNR   H A   D++  R + H  + L  RP 
Sbjct: 231 EFTVRWRWQENDVAFWDNRVTQHYAVD-DYRPQRRVMHRATILGDRP 276 
 
 
>gb|ADC34019.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  102 bits (254), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 70/214 (32%), Positives = 105/214 (49%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V + +W 
Sbjct: 1   QQIAFAEQFGTLERRIASNRGKTNPLVHIVTNLNADGKPSGK------------VASTSW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFA+M AAY+AL  A +A +    A HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPDGGETCFANMIAAYEALPAAEKAELDGIRAVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           Q++ G   +A    I       A P+  PLV+  PETG  +L +G  A    G      + 
Sbjct: 109 QARAGF--KAPPEEIA-----DAPPMAHPLVRTIPETGLKALFMGERAVFFEGHPEEAGQ 161 
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Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   V+ H+W  GD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>ref|ZP_06415360.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
 gb|EFC81811.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
          Length = 277 
 
 Score =  102 bits (254), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 86/285 (30%), Positives = 128/285 (44%), Gaps = 20/285 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ-HALLIFPGQHLSNDQQITFAKR 63 
           ++ +TP    +GA V G+    L D   AA   A L  + +LI+   ++ +D  + F++  
Sbjct: 2   SITVTPVSPAVGAEVVGLSGHQLVDRQVAADSLAALDTYGVLIYRDANIGDDDLVAFSRL 61 
 
Query: 64  FGAIERIGGGDIVA---ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            G +     G + +   IS V  D       PA+  D+         WH D     V  + 
Sbjct: 62  LGDVVVAPMGGLASHPEISPVSLD-------PAK-SDLANYRRSTFFWHIDGVNDDVPQK 113 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++ +A  V   GG T FA+   AYDAL +  +  +      HS   SQ  L H   +   
Sbjct: 114 ASLLTARQVADEGGETEFANTYTAYDALPDDEKEYLATLRVVHSFAASQ-ILVHPHPSDK 172 
 
Query: 181 AYIGYGMDTTATPLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
               +       P R  PL+     +GR SLLIG     + G+ A ES   L+ L+ W+  
Sbjct: 173 ERAAWNR----VPSREHPLIWTR-RSGRKSLLIGATTDHVVGLPARESRALLDKLLAWST 227 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           Q   V  H W  GD+V+WDN  +LHRA P+    PR+M  + LAG 
Sbjct: 228 QESFVLRHDWRRGDLVIWDNTGMLHRALPYQPTAPRLMHRTTLAG 272 
 
 
>ref|YP_235431.1| taurine catabolism dioxygenase TauD/TfdA [Pseudomonas syringae pv. 
           syringae B728a] 
 gb|AAY37393.1| Taurine catabolism dioxygenase TauD/TfdA [Pseudomonas syringae pv. 
           syringae B728a] 
          Length = 279 
 
 Score =  102 bits (254), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 79/250 (31%), Positives = 120/250 (48%), Gaps = 24/250 (9%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 100 
           Q  +L+FP  H S+ +QI F +  G       GD   I+ +  D  VR++ PA      + 
Sbjct: 44  QRGVLVFPQIHFSDAEQIAFTRTLGTF-CPEPGDGQNITRISLD--VREN-PAG----AE 95 
 
Query: 101 VIVGNMAWHADSTYM--PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 158 
            + G++ WH D T    P++A  ++ S +V  + GG T F +  AAY+ L  A +      
Sbjct: 96  FLKGSLYWHIDGTSSDSPILA--SLLSCKVRASWGGNTGFCNTYAAYEGLSSADQQHYDG 153 
 
Query: 159 RSARH----SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 214 
               H    SL+Y   + G         IG           PLV  H  +GR SL++G   
Sbjct: 154 LRVIHAPWASLLYYNPEPGLAMLEAMQVIG-------EKELPLVWKH-RSGRKSLILGCT 205 
 
Query: 215 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
           A  + G+  A+S R L GL +WA      ++H W  GD+V+WDN   +HRAE +D +  R 
Sbjct: 206 AQQVVGLSLAQSARILVGLREWATSEAFSYSHAWQVGDLVIWDNTGTMHRAEAYDPECGR 265 
 
Query: 275 VMWHSRLAGR 284 
           +M  ++L G  
Sbjct: 266 MMHRTKLQGE 275 
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>ref|ZP_06840721.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
 gb|EFG71441.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. Ch1-1] 
          Length = 301 
 
 Score =  102 bits (254), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 69/239 (28%), Positives = 110/239 (46%), Gaps = 28/239 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI-----------ERIGGGDIVAISNVKADGTVRQ 89 
           ++ +LIFP Q +++D+ + F+  FG +           E      I  ISN+  D    + 
Sbjct: 39  RYPVLIFPKQFINDDELLAFSANFGPVHTAMSYQTREKEHRLQPKITDISNLGKDNQTFK 98 
 
Query: 90  HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 149 
                    M   V    WH D++Y  + A+ +   A  V   GG T FADMR AYD +  
Sbjct: 99  RGDHR---RMNNFVSK-RWHTDASYEAIPARYSFLLAYTVAQRGGETQFADMREAYDEMP 154 
 
Query: 150 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LVKVHPETG 205 
           E  R +V   S  +++++++   G+ +           D     L P    LV+ HP +G 
Sbjct: 155 EDLRPVVEDLSCEYNILWARMLSGYTEFP---------DEERAKLPPAQHKLVRRHPVSG 205 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
           R +L +  HA  +      E    L  L+++A Q   V+ H+W   D+V+WDNR L+HR 
Sbjct: 206 RKTLYLSGHATHVVDWPIPEGRDLLRELMEFATQPQFVYTHKWHERDLVMWDNRALMHR 264 
 
 
>ref|ZP_06851972.1| TauD/TfdA family dioxygenase [Mycobacterium parascrofulaceum ATCC 
           BAA-614] 
 gb|EFG74695.1| TauD/TfdA family dioxygenase [Mycobacterium parascrofulaceum ATCC 
           BAA-614] 
          Length = 281 
 
 Score =  102 bits (254), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 89/288 (30%), Positives = 133/288 (46%), Gaps = 21/288 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + L IT   A++GA VTG+    L   D  G A L A    + +L+F G  L+ + Q+ F 
Sbjct: 2   SLLTITKLTASVGAEVTGLDPGRLGPGDPTGQAVLDA-LEDNGVLVFRGLRLAPEAQVDF 60 
 
Query: 61  AKRFGAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM--- 115 
            +  G ++    G   +  I  +  +    ++S AE      ++     WH D        
Sbjct: 61  CRLLGEVDHSADGHHPVAGIYPISLNPA--KNSSAE------ILKATFDWHIDGCTPLDD 112 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               +  V SA  V   GG T FA+  AAYD L +  +         HSL  SQ +  H  
Sbjct: 113 ECPQKATVLSAVRVAEWGGETEFANSYAAYDELTDEEKERFGSLRVVHSLEASQRR-AH- 170 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
             AG   +     +  T   PLV  H  +GR SL++G  A  + GMD  E    L+ L++ 
Sbjct: 171 PDAGPEQVAR-WRSRRTHEHPLVWTH-RSGRKSLVLGASADYVVGMDLDEGRALLQDLLE 228 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            A    +V++H+W+ GD V+WDNR +LHRA P+D    R M  + + G 
Sbjct: 229 RATGPDKVYSHEWSVGDTVIWDNRGVLHRAAPYDPASQREMLRTTVLG 276 
 
 
>ref|ZP_06410990.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
 gb|EFC86246.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
          Length = 279 
 
 Score =  102 bits (253), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 82/254 (32%), Positives = 112/254 (44%), Gaps = 31/254 (12%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI---ERIGGGDIVAISNVKADGTVRQHSPAEWDD 97 
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           +H +L+F   +L    Q+ F +R G +    +    D   I  +  D       PA  +  
Sbjct: 41  EHGVLLFRELNLDYATQVAFCRRLGELLTFPKTPPLDFPEIMEINWD-------PA--NP 91 
 
Query: 98  MMKVIVGNMAWHADSTYMP-VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 156 
                 GN AWH D    P    + +V S  VV   GG T FA   AAYDAL         
Sbjct: 92  RSDYFRGNTAWHLDGALDPGNPPKASVMSGGVVTDSGGETEFASTYAAYDAL-------- 143 
 
Query: 157 HQRSARHSLVYSQSKLGHVQQA--GSAYIGYGMDTTATPLRPLVKVHP-----ETGRPSL 209 
              SA+    + + ++ H  +A    AY     +  A   +   K HP     E+GR SL 
Sbjct: 144 ---SAQEKEEFGKLRVIHTLEAILRPAYPNPTPEQRADWAKRPAKEHPLVWQHESGRRSL 200 
 
Query: 210 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           + G     I GMD AE    L+ L   A    RV  H W  GD+V+WDNR L+HR  P+D 
Sbjct: 201 VFGSTTSHIAGMDEAEGRALLDELERRATTPDRVLQHTWTQGDMVIWDNRGLVHRVRPFD 260 
 
Query: 270 FKLPRVMWHSRLAG 283 
             +PR M+ + LAG 
Sbjct: 261 PAVPRRMYRTTLAG 274 
 
 
>gb|ACX54970.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score =  102 bits (253), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 58/99 (58%), Positives = 67/99 (67%), Gaps = 5/99 (5%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYM V A GAVF+AE+VP  GG T FADMRAAYDALD+ATR  + + +A HS  YS  
Sbjct: 1   ADSTYMRVQAMGAVFTAEIVPDDGGDTGFADMRAAYDALDDATREQIDRLAAYHSRRYSM 60 
 
Query: 170 SKLG-HVQQAGS---AYIGYGMDTTATPLRPLVKVHPET 204 
            +   HV Q  +      GYG DT   PLRPL+KVHPET 
Sbjct: 61  DRADLHVSQENADRYQLYGYGADTEP-PLRPLIKVHPET 98 
 
 
>gb|ADC33993.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  102 bits (253), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 69/214 (32%), Positives = 103/214 (48%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V + +W 
Sbjct: 1   QQIAFAEQFGTLERHIASNRGKTNPLVHIVTNLNADGKPSGK------------VASTSW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFA+M AAY+AL  A +A +    A HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPDGGETCFANMIAAYEALPAAEKAELDGIRAVHSWEIS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
           Q++ G    A            A P+  PLV+  PETG  +L +G  A    G      + 
Sbjct: 109 QARAGFKAPAEEI-------ADAPPMSHPLVRTIPETGLKALFMGERAVFFEGHPEEVGQ 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             LE L   A +   V+ H+W  GD+++WDNRC+ 
Sbjct: 162 ARLEKLTAHAVEERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>ref|ZP_07309248.1| taurine dioxygenase [Streptomyces griseoflavus Tu4000] 
 gb|EFL37617.1| taurine dioxygenase [Streptomyces griseoflavus Tu4000] 
          Length = 321 
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 Score =  102 bits (253), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 90/295 (30%), Positives = 125/295 (42%), Gaps = 22/295 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T L++ P    +GA +TGV LA  LD    A + AA L+  ++ F GQ L +   +  A+ 
Sbjct: 12  TALEVRPAAGHIGAEITGVDLAGDLDGTVIAGIRAAVLRWKVVFFRGQRLDHAAHVALAR 71 
 
Query: 63  RFG---AIERIGGGDIVAISNVKAD------GTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           RFG    + R G         V+        G        EW    +  +    WH D   
Sbjct: 72  RFGEPVVLPRRGKASPPDFPEVETTADRLELGGRFGMEHDEWLRRRRHTL-LRGWHCDHG 130 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
                    +  AE VP  GG T +A++ AAY  L    R       A H L      +G 
Sbjct: 131 ARVDPPAATILRAETVPPYGGDTTWANLAAAYAGLSAPVREFADGLRAEHRL-----GVG 185 
 
Query: 174 HVQQAGS-AYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLE 231 
           +  + G  AY+ + +D       PLV+VHPETG   L + G +   I G+   ES   LE 
Sbjct: 186 YQPRPGDDAYLRHLLDHQTASEHPLVRVHPETGERVLFVNGYYVEQISGLSRPESAAVLE 245 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
            L++ A +       +W  G V  WDNR  +H A P D      PR+M    LAG 
Sbjct: 246 MLLEQATRPEYTVRFRWEPGSVAFWDNRATIHLA-PGDTAHLGRPRIMHRVMLAG 299 
 
 
>gb|ADC34018.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  102 bits (253), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 69/213 (32%), Positives = 102/213 (47%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVASNRGTANPLVHIVTNLGADGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM  AY+AL EA +  +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPDGGETCFADMVTAYEALPEAEKVELAGVRVVHSWGLS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D +     PLV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIVDAPDMS----HPLVRTIPETGRKALFMGERAVHLEGQPEDVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLERLTAHAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>gb|ACX54979.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score =  102 bits (253), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 56/98 (57%), Positives = 64/98 (65%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSAE+VP     T +ADMRAAYDALD+ TR  V   SA HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFSAEIVPEGRAPTGWADMRAAYDALDDETRLRVEGMSAYHSLFYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++   Q     Y  YG       LRPLVKVHPET 
Sbjct: 61  DRAGYMPSKQNESGGYDQYGYHDMEPSLRPLVKVHPET 98 
 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 277



>ref|YP_001824503.1| putative taurine catabolism dioxygenase [Streptomyces griseus 
           subsp. griseus NBRC 13350] 
 dbj|BAG19820.1| putative taurine catabolism dioxygenase [Streptomyces griseus 
           subsp. griseus NBRC 13350] 
          Length = 307 
 
 Score =  101 bits (252), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 83/266 (31%), Positives = 114/266 (42%), Gaps = 27/266 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P G  +GA + GV L+  LD A  A L  A L+  +L F  QHL++ QQ  FA  + 
Sbjct: 41  FRLVPLGRVIGAELHGVDLSRPLDAALRAELDRALLEWKVLFFRDQHLTSRQQRAFAGYW 100 
 
Query: 65  GAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           G +E    +  GD   ++ +               D   V      WH D T+    A G 
Sbjct: 101 GELETNPLLATGDDPEVARL---------------DRTAVPTFENVWHTDVTFRERPALG 145 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           AV     VP  GG T +ADM AAYD L E  +  +    A H  +   S+    ++     
Sbjct: 146 AVLQLREVPPTGGDTLWADMAAAYDNLPEEVKERIEGARAVHDFIPGFSRFYPPER---- 201 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQA 240 
            +    D       P+V+ HP TGR ++ +       I G +  ES+R L  L   A  A 
Sbjct: 202 -LAPHQDRFPPVEHPVVRRHPVTGRRTIFVNASFTTRIVGFEREESDRLLRLLFQQA-HA 259 
 
Query: 241 PRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           P       W AGDV  WDNR   H A 
Sbjct: 260 PEFQVRFSWRAGDVAFWDNRATQHYA 285 
 
 
>ref|ZP_01078548.1| Probable taurine catabolism dioxygenase [Marinomonas sp. MED121] 
 gb|EAQ63339.1| Probable taurine catabolism dioxygenase [Marinomonas sp. MED121] 
          Length = 270 
 
 Score =  101 bits (252), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 70/264 (26%), Positives = 113/264 (42%), Gaps = 15/264 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +QI      +GA V GV+LA   DA F A++ AW Q+ ++  P Q ++ ++ +  A RFG 
Sbjct: 1   MQIERLTPNIGAMVHGVNLAICSDAEFEAVYQAWYQNGVIFLPDQKMTPEEHLKIASRFG 60 
 
Query: 66  AIERIGG--GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            +  +     ++     V    TVR  +P E             WH D T+    ++ ++ 
Sbjct: 61  ELAPVHPFFPNVKEAPQVSVIETVRGKAPLE-----------SFWHTDLTWQKRPSKASL 109 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHVQQAGSAY 182 
             A+ +P VGG T +  MRA ++AL E  ++ + Q    HSL  +   K   +        
Sbjct: 110 LHAQHLPEVGGDTIWCSMRAVFNALSEEDKSSIRQLKTMHSLHAFENIKTDEINADWHKD 169 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAP 241 
           +            P+V   PETG   L I       +  ++  +S   L+ L   A QA  
Sbjct: 170 VIKTAAANPPVEHPMVTKLPETGEEILFINEQFTRFVISLNNTKSRALLDRLFALARQAE 229 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
                +W    + +WDNR   H A 
Sbjct: 230 YQVRFKWQPNTLAIWDNRSTQHYA 253 
 
 
>ref|ZP_05218298.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           avium subsp. avium ATCC 25291] 
          Length = 297 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
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 Identities = 85/287 (29%), Positives = 120/287 (41%), Gaps = 27/287 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +T  G+ +GA V GV L   LDDA    +  A L H ++ F  QH L + +Q+ FA+  
Sbjct: 5   ITVTKLGSRIGARVDGVRLGGDLDDATVEQIRRALLTHKVIFFRHQHHLDDSRQLEFARL 64 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSP------AEWDDMMKVIVGNMAWHADSTYMPV 117 
            G            I +  A     +H P      +E+    +       WH D T+    
Sbjct: 65  LG----------TPIGHPAASALAAKHLPVITPIDSEYGKATR-------WHTDVTFAAN 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
               ++  A  +P+ GG T +A   AAY  L E  R L     A H+  Y   +   +   
Sbjct: 108 YPAASILRAVTLPSYGGSTLWASTVAAYQQLPEPLRHLTENLWALHTNRYDYVRTDPMND 167 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
              A+             P+V+VHPETG  +LL G       G+D  ES   LE L     
Sbjct: 168 TQRAFRQAFEKPDFRTEHPVVRVHPETGERALLAGDFVRGFVGLDGHESSVLLELLQRRI 227 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
                     WA GDV +WDNR   HRA + +D + PR+M    L G 
Sbjct: 228 TMPENTVRWSWAPGDVAMWDNRATQHRAIDDYDDQ-PRLMHRITLMG 273 
 
 
>ref|ZP_01765753.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 305] 
 ref|ZP_02484793.1| dioxygenase, TauD/TfdA family protein [Burkholderia pseudomallei 
           7894] 
 gb|EBA49540.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 305] 
          Length = 270 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 74/272 (27%), Positives = 120/272 (44%), Gaps = 30/272 (11%) 
 
Query: 28  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD-----------IV 76 
           D     AL  AW    +     Q L   + + F++ FG  ER    +           ++ 
Sbjct: 11  DAEAVRALIEAWHAGGICRLRRQRLDMAEFVEFSRIFGRPERALNQERKLTSREDLPELM 70 
 
Query: 77  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 136 
            +SN+  +G    H  ++             WH D  Y  V    ++  A  VPA GG T 
Sbjct: 71  IVSNILENGVSIGHLGSK----------EAYWHTDMCYTDVPPIASILYAIEVPAHGGNT 120 
 
Query: 137 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--L 194 
            F +M   +DAL  + R  +   S +H   Y+   +G ++    + +    D T  P  + 
Sbjct: 121 EFMNMYRVHDALPASLRRQIAGLSIKHDRSYT--AVGELRYGFDSVV----DVTTCPGSI 174 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            P+V+VHP T RP L +GR  +A + G+   ESE  L+ L  +          +W  GD+ 
Sbjct: 175 HPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGESEALLDELWRYTRLDGVTWTQRWEVGDI 234 
 
Query: 254 VVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           ++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 235 MIWDNRCTMHRRDAFDANARRLMWRTQIQADP 266 
 
 
>gb|ADC34000.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC34005.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 69/213 (32%), Positives = 102/213 (47%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIERIGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER    +       +  ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVASNRGTANPLVHIVTNLGADGKPSGK------------VASTQW 48 
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Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM  AY+AL EA +  +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPDGGETCFADMITAYEALPEAEKVELAGVRVVHSWGLS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D +     PLV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIVDAPDMS----HPLVRTIPETGRKALFMGERAVHLEGQPEDVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLERLTAHAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>gb|ACX54982.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 58/99 (58%), Positives = 66/99 (66%), Gaps = 5/99 (5%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYM V A GAVF+AE+VP  GG T FADMRAAYDALD+ATR  +   +A HS  YS  
Sbjct: 1   ADSTYMRVQAMGAVFTAEIVPDDGGDTGFADMRAAYDALDDATREQIDSLAAYHSRRYSM 60 
 
Query: 170 SKLG-HVQQAGS---AYIGYGMDTTATPLRPLVKVHPET 204 
            +   HV Q  +      GYG DT   PLRPL+KVHPET 
Sbjct: 61  DRADLHVSQENADRYQLYGYGADTEP-PLRPLIKVHPET 98 
 
 
>ref|YP_001508006.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW13100.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 279 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 90/281 (32%), Positives = 130/281 (46%), Gaps = 25/281 (8%) 
 
Query: 12  GATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 69 
           G  +GA V G+    L  D    +A   A  ++  L+F G ++    Q+ F +R G +   
Sbjct: 10  GEKVGAEVLGIDADRLLNDQDLPSACLTALEENGALLFRGLNIDPATQVAFCRRLGELIS 69 
 
Query: 70  IGGG---DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFS 125 
                  DI  I+ +  D +   H  AE+        GN+AWH D      +  + +V + 
Sbjct: 70  FPTSPPYDIPEINEINWDPS---HPRAEY------FRGNVAWHIDGALDHDIPPKASVMT 120 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
           AEVV   GG T FA   AAYD L +A +    +R A   ++++   +  V+ A        
Sbjct: 121 AEVVTEQGGETEFASTYAAYDDLTDAEK----ERFADLRVIHTLEAI--VRPAYPNPTPE 174 
 
Query: 186 GM-DTTATPLR--PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
            + D    P R  PLV  H  +GR SL+ G     I GM   +    L+ L + A    R 
Sbjct: 175 QLADWAKRPSREHPLVWQH-RSGRRSLVFGSTTSHIVGMSREDGRALLDELEERATAPNR 233 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           V +H W AGD+V+WDNR L+HR  P+D   PR M    LAG 
Sbjct: 234 VFSHSWTAGDMVIWDNRGLVHRVRPFDQTEPRRMHRITLAG 274 
 
 
>ref|ZP_01627520.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2080] 
 gb|EAW39827.1| alpha-ketoglutarate-dependent taurine dioxygenase [marine gamma 
           proteobacterium HTCC2080] 
          Length = 282 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 280



 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 80/273 (29%), Positives = 123/273 (45%), Gaps = 27/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +T + A+ GA++TGV L   L +   A + + WLQH ++ FP Q LS +     ++ F 
Sbjct: 3   LTVTASQASCGASITGVDLTQNLSEDSIAEIRSHWLQHKVVAFPNQRLSPEDLERVSQYF 62 
 
Query: 65  GAI-ERIGGGDIVAISNV-----KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G I E    G I    N+     KAD T                +    +H+D ++MP+  
Sbjct: 63  GEIGEDPFFGHIDGYPNICAIQRKADETTS--------------IFAETFHSDWSFMPIP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYS-QSKLGHV 175 
               +  +  +P  GG T FAD   A+D + ++ R  V   +A HS  L Y+     G   
Sbjct: 109 PAATMLLSITIPPHGGDTLFADQVKAFDEMPDSLRERVENLTAIHSAALGYAPDGAYGDQ 168 
 
Query: 176 QQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
            Q+   S  I        T   PLV+ H ETG+ +L     +  +   M+   ++  L   
Sbjct: 169 DQSNGRSMTIKPSESARETCNHPLVRTHRETGKKALFSSAAYIQSFSDMNLETAQALLME 228 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  +  Q   ++ HQW    +V+WDNR LLH A 
Sbjct: 229 LYQYQTQEQFLYRHQWQPNMLVMWDNRSLLHAA 261 
 
 
>gb|ADC34017.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 72/207 (34%), Positives = 102/207 (49%), Gaps = 13/207 (6%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA++FG +ER      VA +  KA+  V   +    D      V +  WH+D ++  
Sbjct: 1   QQIAFAEQFGTLERH-----VASNRGKANPLVHIVTNLGPDGKPSGKVASTQWHSDKSFR 55 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P  +   +  A V+P  GG TCFA+M AAY+AL  A +A +      HS   SQ++ G   
Sbjct: 56  PQPSLATILHALVMPPDGGETCFANMIAAYEALPAAEKAALDGVRVVHSWEISQARAG-- 113 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
             A    I       A P+  PLV+  PETGR +L +G  A    G         LE L  
Sbjct: 114 TPAPPEEIA-----DAPPMSHPLVRTIPETGRKALFMGERAVFFEGHPEEAGRARLEKLT 168 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             A +   V+ H+W  GD+++WDNRC+ 
Sbjct: 169 AHAVEERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>ref|YP_003116441.1| Taurine dioxygenase [Catenulispora acidiphila DSM 44928] 
 gb|ACU74600.1| Taurine dioxygenase [Catenulispora acidiphila DSM 44928] 
          Length = 307 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 91/294 (30%), Positives = 129/294 (43%), Gaps = 38/294 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           T+ +TP    +GA ++G+ L   +    FA L  A L+  +L F GQ  ++  +   FA  
Sbjct: 38  TVTVTPCTRLIGAQISGIDLGEPVAPEVFAELDRALLEFKVLFFRGQSRVTAARHRDFAG 97 
 
Query: 63  RFGAIE---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            +G +E    +  GD+  I  V+ + + R+             V N+ WHAD T+    A 
Sbjct: 98  MWGELEIHPFLPQGDVAEI--VRFEKSEREAG-----------VENV-WHADVTWREKPA 143 
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Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY------SQSKLG 173 
            G+V  A  VP  GG TCFADM AAYD L E  +A +  R A H             KL  
Sbjct: 144 LGSVLRAVEVPEAGGDTCFADMAAAYDCLPEQVKARIEGRVAVHDFTLPFGIGMDPDKLK 203 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
            +Q+   A              P+V+ HP TGR +L +       I G+   ESE  L+  
Sbjct: 204 EMQEKYPAV-----------EHPVVRTHPRTGRRTLFVNAIFTTHIVGLPEQESEELLKV 252 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           L   A         +W  G +  WDNR + H A    F   RVM  + + G RP 
Sbjct: 253 LFRQASVPEYQVRFKWEPGSIAFWDNRAVQHYAVSDYFPRRRVMERAAILGDRP 306 
 
 
>ref|YP_003411151.1| Taurine dioxygenase [Geodermatophilus obscurus DSM 43160] 
 gb|ADB76780.1| Taurine dioxygenase [Geodermatophilus obscurus DSM 43160] 
          Length = 322 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 78/255 (30%), Positives = 115/255 (45%), Gaps = 14/255 (5%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
            GA V GV LA+  DA   A+  A   H +L F GQH L  D QI   +R G +       
Sbjct: 53  FGARVHGVDLASATDAQVRAIRTALAAHKVLFFSGQHALHPDGQIALGRRLGDVTE---- 108 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
                S+    G   +H      D       ++ WH D T++     G+V  A V+P  G 
Sbjct: 109 -----SHPVVPGVDEEHPEIYALDSASGGFADV-WHTDVTFVRRPPLGSVLRAVVLPPTG 162 
 
Query: 134 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 193 
           G T +AD++ AY++L E  + L  Q  A H            ++A + + G          
Sbjct: 163 GDTQWADLQLAYESLSEPLQRLADQLVAVHDGTREFGYYLAQREARTKWEGEQFQALVPV 222 
 
Query: 194 LRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
             P+V++HPETGR  L +  G  +H +  +  AES   L+       +   +  H+W+ G 
Sbjct: 223 EHPVVRIHPETGRKGLFVNPGFVSH-LKDVSDAESRYLLDLFYAHITKPEHIVRHRWSVG 281 
 
Query: 252 DVVVWDNRCLLHRAE 266 
           DVV+WDNR  +H A  
Sbjct: 282 DVVMWDNRSTVHYAN 296 
 
 
>ref|YP_004084309.1| taurine dioxygenase [Micromonospora sp. L5] 
 gb|ADU10158.1| Taurine dioxygenase [Micromonospora sp. L5] 
          Length = 287 
 
 Score =  101 bits (252), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 84/260 (32%), Positives = 115/260 (44%), Gaps = 46/260 (17%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIE----- 68 
           LGA V G+ L TL D GFA +H   L+H ++   GQ  L+    + F +RFG +E      
Sbjct: 16  LGAEVHGIDLNTLTDEGFALIHDLLLKHQVVFLAGQTGLTPQAHVAFGRRFGEVELHPYL 75 
 
Query: 69  -RIGG-GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
            R+ G  +IV I +  ADG              KV V    WH D T+       +V    
Sbjct: 76  PRLDGHPEIVVIDS--ADGG-------------KVDV----WHTDMTFHQSPPIASVLHL 116 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
             +P VGG T + +    Y+AL    R L+   +A H                   I  G 
Sbjct: 117 IQLPEVGGDTMWTNQYRVYEALSAPMRDLLDGLTAIH------------------VIRIG 158 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            + T+    P+V+VHPETGR SL + R     IP +   ES+  LE L  ++         
Sbjct: 159 TEFTSRAEHPVVRVHPETGRRSLYVNRLFTSHIPQLTRNESDALLEHLFTFSESPQFTCR 218 
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Query: 246 HQWAAGDVVVWDNRCLLHRA 265 
           ++W  GDV VWDNR   H A 
Sbjct: 219 YRWRTGDVAVWDNRVTQHYA 238 
 
 
>ref|YP_001412109.1| taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
 gb|ABS62452.1| Taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
          Length = 289 
 
 Score =  101 bits (251), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 81/285 (28%), Positives = 129/285 (45%), Gaps = 15/285 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++ + P  +  GA +TG+ L+  L     A +H AW  HA++ FP Q L++D+   F  + 
Sbjct: 10  SIHVKPNASGFGAEITGLDLSKPLPPDVLAEVHRAWADHAVVWFPDQPLTHDELEAFTLQ 69 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G     G    +A    +      +  P E     K       WH+D ++        + 
Sbjct: 70  IGPF---GHDPFIAPMEGRPHILELRREPNE-----KARNFGAGWHSDWSFQEEPPAATI 121 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVY-SQSKLGHVQQAGS 180 
             ++V P VGG T +AD   AYDAL +  + ++   +A HS  L Y ++      ++  + 
Sbjct: 122 LHSKVTPPVGGDTLYADCTRAYDALSDEMKKVLSGLTAVHSAALPYGTKGIFAQEKEQRT 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
             I    +   T   PLV+ HP TGR +L +   +   I  M   ES   L  L     + 
Sbjct: 182 MKIIVSKEAEKTCPHPLVRTHPVTGRKALYVSPVYTVGIESMTHEESAAILGFLYTHMTK 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAE-PWDFKLPRVMWHSRLAG 283 
              V+ H+W    + +WDNRC LH A+  +D  L RVM  + +AG 
Sbjct: 242 DEFVYRHKWRENMLTMWDNRCTLHFADGGYDGHL-RVMHRTTVAG 285 
 
 
>ref|YP_002278025.1| taurine dioxygenase [Rhizobium leguminosarum bv. trifolii 
WSM2304] 
 gb|ACI58925.1| Taurine dioxygenase [Rhizobium leguminosarum bv. trifolii WSM2304] 
          Length = 309 
 
 Score =  101 bits (251), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 73/269 (27%), Positives = 115/269 (42%), Gaps = 29/269 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           + P    +GA + GV L   L DA  AA++   L+H ++ F  Q HL + +Q  FA+R G 
Sbjct: 16  VIPLTGRVGAEIKGVRLGGDLSDATVAAINQLLLKHKVIFFRDQGHLEDSEQEAFARRLG 75 
 
Query: 66  AI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +          G   I+ + + +  G   Q                  WH D T++    
Sbjct: 76  DLVPHPTQGPVAGTASILNLDSSRGGGRADQ------------------WHTDVTFVDAY 117 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQ 176 
            + +V    V+PA GG T +++  AAY++L    + L     A HS  Y  + +       
Sbjct: 118 PKFSVLRGVVIPAAGGDTIWSNTHAAYESLPAPLKLLAENLWAIHSNAYDYAAVRPRATA 177 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           +    +      T      P+V+VHPETG  SLL+G     + G+  ++S +  E    + 
Sbjct: 178 EEKKHFEEVFTSTIYETEHPVVRVHPETGERSLLLGNFVQRLVGLSKSDSAKLYEVFQSY 237 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                     +W AGDV +WDNR   H A 
Sbjct: 238 VTAPENTVRWRWRAGDVAIWDNRATQHYA 266 
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>ref|YP_761331.1| TauD/TfdA family dioxygenase [Hyphomonas neptunium ATCC 15444] 
 gb|ABI78212.1| dioxygenase, TauD/TfdA family [Hyphomonas neptunium ATCC 15444] 
          Length = 278 
 
 Score =  101 bits (251), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 79/275 (28%), Positives = 117/275 (42%), Gaps = 31/275 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAA-LHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL +TP+    GA V G+ L+       AA +   WL+H +L FP Q+LS+D    F    
Sbjct: 2   TLTVTPSDMACGAQVRGLDLSKPVTTDLAAEIRDIWLKHQVLCFPEQNLSDDDLERFTLA 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA------WHADSTYMPV 117 
           FG       GD   I+ +      R+H  A     +K   G  +      WH+D ++    
Sbjct: 62  FGPF-----GDDPFIAPIPG----RKHIIA-----VKRAAGETSPIFAESWHSDWSFQVK 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
             QG       +P  GG T F +   A   + E  R  +  + A HS   + S  G     
Sbjct: 108 PPQGTCLYGITIPPEGGDTLFVNQYKALAEMPEDLRRRIEGKKAVHSAKNAYSPKG---M 164 
 
Query: 178 AGSAYIGYGMDTTATP------LRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFL 230 
            G+   G  MD  A+         P ++ HPETGR SL     +   + GM+  E    + 
Sbjct: 165 YGAGDKGRSMDIRASDEAEAANTHPFIRTHPETGRESLFGCAGYIVGVEGMEQQEGWDLI 224 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +  W  +    + H+W  G +++WDNRC LH A 
Sbjct: 225 TEVYRWQTRPEFQYRHRWEKGMLLMWDNRCTLHMA 259 
 
 
>ref|YP_001240347.1| putative dioxygenase [Bradyrhizobium sp. BTAi1] 
 gb|ABQ36441.1| putative dioxygenase [Bradyrhizobium sp. BTAi1] 
          Length = 228 
 
 Score =  101 bits (251), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 87/276 (31%), Positives = 111/276 (40%), Gaps = 75/276 (27%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +Q+ P G  LGA    V L + DD  FA+   A L+H +L+  GQ LS      F++RFG 
Sbjct: 16  IQVIPMGKALGAEACNVDLKSFDDWAFASFMRALLKHQVLLVRGQRLSERDIAVFSRRFG 75 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                                                      HAD  Y            
Sbjct: 76  -------------------------------------------HADLAYTSPSTLS---- 88 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
                  G R  F  + AAYDAL  A R                S++ H++    A     
Sbjct: 89  -------GDRLTFCSLYAAYDALSPALR----------------SRVAHLKIRHLAAEAN 125 
 
Query: 186 GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDWACQAPRV 243 
           G  TT A+ + PLV  HP+TGR  L +G   HAI  G+D AES+  L+ L   A +     
Sbjct: 126 GCHTTFASAVHPLVAPHPDTGRSMLALGHRHHAIIAGLDRAESDALLDDLWQIAERPEFT 185 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 279 
            AH    GD VVWD RC +HR E  D  LPR +WHS 
Sbjct: 186 WAHTCRPGDFVVWDTRCTIHRREASD--LPR-LWHS 218 
 
 
>ref|YP_001895833.1| Taurine dioxygenase [Burkholderia phytofirmans PsJN] 
 gb|ACD16609.1| Taurine dioxygenase [Burkholderia phytofirmans PsJN] 
          Length = 310 
 
 Score =  101 bits (251), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 76/272 (27%), Positives = 122/272 (44%), Gaps = 28/272 (10%) 
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Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L++ L+ A   A+ AA ++H ++ F GQ HL +  Q  FA+  
Sbjct: 12  LDIHPVTGRIGAEIRGVRLSSQLEAATVEAIRAALIRHKVIFFRGQTHLQDADQEAFARL 71 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G  E +    +  +        +  H     +          +WH D T++    Q ++ 
Sbjct: 72  LG--EPVSHPTVPVVDGTDYLLELDSHRGGRAN----------SWHTDVTFVDAYPQASI 119 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG---- 179 
                +PAVGG T +A+   AY+ L    +AL  Q  A HS  Y  +    V + G     
Sbjct: 120 LRGVTIPAVGGDTVWANTATAYEDLPPPLKALADQLWAVHSNDYDYANHTSVGERGRDAE 179 
 
Query: 180 ------SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
                  A++    +T      P+V+VHPE+G  +L++G    +  G+  + S   LE L 
Sbjct: 180 AIRRHREAFVSTRYETE----HPVVRVHPESGEKTLILGHFVKSFVGLAPSASAHLLELL 235 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +  +   +   +W AGDV +WDNR   H A 
Sbjct: 236 QGYVTRHENIVRWRWQAGDVAIWDNRATQHYA 267 
 
 
>ref|YP_002978144.1| Taurine dioxygenase [Rhizobium leguminosarum bv. trifolii 
WSM1325] 
 gb|ACS58605.1| Taurine dioxygenase [Rhizobium leguminosarum bv. trifolii WSM1325] 
          Length = 309 
 
 Score =  101 bits (251), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 73/269 (27%), Positives = 116/269 (43%), Gaps = 29/269 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           + P    +GA + G+ L   L DA  AA++   L+H ++ F  Q HL + +Q +FA+R G 
Sbjct: 16  VVPLTGRVGAEIRGIRLGGDLSDATVAAINQLLLKHKVIFFRDQDHLGDSEQESFARRLG 75 
 
Query: 66  AI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +          G   I+ + + +  G   Q                  WH D T++    
Sbjct: 76  DLVPHPTQGPVAGTASILNLDSSRGGGRADQ------------------WHTDVTFVDAY 117 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            + +V    V+PA GG T +++  AAY++L  + + L     A HS  Y  + +     A 
Sbjct: 118 PKFSVLRGVVIPAAGGDTIWSNTHAAYESLPASLKLLADNLWAIHSNAYDYAAVRPRATA 177 
 
Query: 179 GSA--YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
                +      T      P+V+VHPETG  SLL+G     + G+  ++S +  E    + 
Sbjct: 178 DEKKHFEEVFTSTIYETEHPVVRVHPETGERSLLLGNFVQRLVGLSKSDSAKLYEVFQSY 237 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                      W AGDV +WDNR   H A 
Sbjct: 238 VTAPENTVRWHWRAGDVAIWDNRATQHYA 266 
 
 
>ref|ZP_08156958.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
 gb|EGD21685.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
          Length = 295 
 
 Score =  101 bits (251), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 81/270 (30%), Positives = 123/270 (45%), Gaps = 24/270 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I+     +GA + GV L T D+A FA +  A  ++ ++   G HL  D  +  A+RFG 
Sbjct: 3   IEISALTTAIGAEIRGVDLRTCDEATFADVRDALHEYQVVFVRGAHLDADDHLAVARRFG 62 
 
Query: 66  A-----IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
                 I R+ G    ++  V +DG     SP   +           WH D T++    + 
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Sbjct: 63  VPSIFPIARLQGATEPSL-QVISDG---PDSPPTAE----------MWHTDVTWISTPPR 108 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH---SLVYSQSKLGHVQQ 177 
            A+   EV+P  GG T +A M AA+DAL    + ++      H   S V S  + GH    
Sbjct: 109 YALLCGEVIPDAGGDTLWASMTAAHDALSPTMQNMLAGLEVEHTTDSFVESILERGHDSP 168 
 
Query: 178 AGSAYIGYGMDTTA-TPLRPLVKVHPETGRPSLLIGRHA-HAIPGMDAAESERFLEGLVD 235 
              A       T   T + PL++ HPE GR  L IG  + + I GM   ES+  L  L + 
Sbjct: 169 QAQALADRLRATYPRTVVHPLIRTHPENGRRILFIGGPSMNRIKGMRRDESDALLGFLRN 228 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +          +W+ GD+ +WD R  +HRA 
Sbjct: 229 YVTDERFQCRWRWSPGDLAIWDERSTMHRA 258 
 
 
>ref|YP_883488.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           avium 104] 
 gb|ABK64579.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           avium 104] 
          Length = 297 
 
 Score =  101 bits (251), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 85/287 (29%), Positives = 120/287 (41%), Gaps = 27/287 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +T  G+ +GA V GV L   LDDA    +  A L H ++ F  QH L + +Q+ FA+  
Sbjct: 5   ITVTKLGSRIGARVDGVRLGGDLDDATVEQIRRALLTHKVIFFRHQHHLDDSRQLEFARL 64 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSP------AEWDDMMKVIVGNMAWHADSTYMPV 117 
            G            I +  A     +H P      +E+    +       WH D T+    
Sbjct: 65  LG----------TPIGHPAASALAAKHLPVITPIDSEYGKATR-------WHTDVTFAAN 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
               ++  A  +P+ GG T +A   AAY  L E  R L     A H+  Y   +   +   
Sbjct: 108 YPAASILRAVTLPSYGGSTLWASTVAAYQQLPEPLRHLTENLWALHTNRYDYVRNDPMND 167 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
              A+             P+V+VHPETG  +LL G       G+D  ES   LE L     
Sbjct: 168 TQRAFRQAFEKPDFRTEHPVVRVHPETGERALLAGDFVRGFVGLDGHESSVLLELLQRRI 227 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
                     WA GDV +WDNR   HRA + +D + PR+M    L G 
Sbjct: 228 TMPENTVRWSWAPGDVAMWDNRATQHRAIDDYDDQ-PRLMHRITLMG 273 
 
 
>ref|YP_003836819.1| taurine dioxygenase [Micromonospora aurantiaca ATCC 27029] 
 gb|ADL47243.1| Taurine dioxygenase [Micromonospora aurantiaca ATCC 27029] 
          Length = 287 
 
 Score =  100 bits (250), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 83/260 (31%), Positives = 115/260 (44%), Gaps = 46/260 (17%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIE----- 68 
           LGA V G+ L TL D GFA +H   L+H ++   GQ  L+    + F +RFG +E      
Sbjct: 16  LGAEVHGIDLNTLTDEGFALIHDLLLKHQVVFLAGQTGLTPQAHVAFGRRFGEVELHPYL 75 
 
Query: 69  -RIGG-GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
            R+ G  +IV I +  ADG              KV V    WH D T+       ++    
Sbjct: 76  PRLDGHPEIVVIDS--ADGG-------------KVDV----WHTDMTFHQSPPIASILHL 116 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
             +P VGG T + +    Y+AL    R L+   +A H                   I  G 
Sbjct: 117 IQLPEVGGDTMWTNQYRVYEALSAPMRDLLDGLTAIH------------------VIRIG 158 
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Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            + T+    P+V+VHPETGR SL + R     IP +   ES+  LE L  ++         
Sbjct: 159 TEFTSRAEHPVVRVHPETGRRSLYVNRLFTSHIPQLTRNESDALLEHLFTFSESPQFTCR 218 
 
Query: 246 HQWAAGDVVVWDNRCLLHRA 265 
           ++W  GDV VWDNR   H A 
Sbjct: 219 YRWRTGDVAVWDNRVTQHYA 238 
 
 
>gb|ADC34012.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  100 bits (250), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 71/213 (33%), Positives = 102/213 (47%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER--IGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER  +     V      ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVVSNRGTVNPLVHIVTNLGADGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL EA +A +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPQGGETCFADMVAAYEALPEAEKAELAGVRVVHSWGLS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D        LV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIADAPDIAHL----LVRTIPETGRKALFMGERAVHLEGQPEDVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLERLTAHAVQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>ref|NP_902525.1| taurine dioxygenase [Chromobacterium violaceum ATCC 12472] 
 gb|AAQ60523.1| taurine dioxygenase [Chromobacterium violaceum ATCC 12472] 
          Length = 277 
 
 Score =  100 bits (250), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 81/271 (29%), Positives = 118/271 (43%), Gaps = 27/271 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +LQ+T     LGA V G+ LA  LDD    AL  A L+H +L F GQ ++  QQ  FA R 
Sbjct: 2   SLQLTRLSPALGAVVEGIDLARPLDDERRRALSEALLRHQVLFFRGQDITPLQQRNFAVR 61 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +       +     +I+ +     D                 +  N  WH D T++  
Sbjct: 62  FGDLHTHPIYPQHPDAREIMVLDTDAVD-----------------LQDNAVWHTDVTFIE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               GAV +A  +P +GG T +A   AAY+AL  + +A +   SA H    S     +   
Sbjct: 105 TPPLGAVLAARQLPELGGDTLWASGIAAYEALSASLKARLDGLSAVHDFAKSFPLARYGL 164 
 
Query: 177 QAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                           P+  PLV++HPE+GR +L +      A+  +  AE +  L+ L  
Sbjct: 165 TDDDRRRWDETRRKHPPISHPLVRIHPESGRRALFVSEGFTVAVNDLPEAEGQALLQFLF 224 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +       +W  GDV  WDNRC +H A 
Sbjct: 225 AHQSRPEFSIRWRWQPGDVAFWDNRCTIHYA 255 
 
 
>ref|YP_345986.1| taurine dioxygenase [Pseudomonas fluorescens Pf0-1] 
 gb|ABA71997.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
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           fluorescens Pf0-1] 
          Length = 280 
 
 Score =  100 bits (250), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 81/268 (30%), Positives = 121/268 (45%), Gaps = 19/268 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++L ITP  + LGA ++GV ++  L+     A+  A L+  +L F  Q +   QQ  FA  
Sbjct: 2   SSLNITPLSSALGAQISGVDISQPLNQEQRDAIEQALLKFQVLFFRNQPIEPSQQARFAH 61 
 
Query: 63  RFGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            FG +       I  I  NV     V        D  +  +  N  WH D T++P  A G 
Sbjct: 62  YFGDLH------IHPIYPNVPEQPEV-----LILDTAVTDVRDNAIWHTDVTFLPTPAMG 110 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAG 179 
           AV SA+++P  GG T +A   AAY+AL    +AL+   +A H     +   + G+  QA  
Sbjct: 111 AVLSAKLLPEFGGDTLWASGIAAYEALSAPMKALLEGLTATHDFTRSFPLERYGNTPQAL 170 
 
Query: 180 SAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
           + +          PL  P+++ HP +GR SL +       I  +   ESE  L+ L   A 
Sbjct: 171 AQW--EEARRKNPPLSHPVIRTHPVSGRRSLFVNEGFTSKINELSETESEAVLKFLFAHA 228 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +       +W   D+  WDNR   H A 
Sbjct: 229 TRPEFTIRWRWQKDDIAFWDNRVTQHYA 256 
 
 
>ref|YP_001504833.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW09927.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 278 
 
 Score =  100 bits (250), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 84/284 (29%), Positives = 126/284 (44%), Gaps = 25/284 (8%) 
 
Query: 9   TPTGATLGATVTGVHLATLDDAGFAA-LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 67 
           TP  A +G  +TGV    L     AA    A  Q+ ++++   H+ + + + F++  G + 
Sbjct: 6   TPLSAHVGLEITGVCGRDLPTPSAAADCLKALEQYGVVVYREAHIGDQELVAFSRLLGEV 65 
 
Query: 68  --ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK-VIVGNMAWHADSTYMPVMAQGAVF 124 
                G      I+ +  D       PA+ D +      GN  WH D     +  +  +  
Sbjct: 66  APNPTGEHQFPEIATITLD-------PAKTDAVRAWYRQGNFLWHIDGATEELPQKATLL 118 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
           +A  V   GG T FA   AAYDAL E  +  +      HS   +Q +         A+   
Sbjct: 119 TAREVDPKGGDTEFASTYAAYDALPEEEKERLAGLRVVHSFAAAQQR---------AHPE 169 
 
Query: 185 YGMDTTATPLRPLVKVHP-----ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
              D  A   R  V+ HP      TGR SLL+G  A  + G+ A E +  L+ L+DW+ Q 
Sbjct: 170 ATEDQRAAWARVPVREHPLVWTRRTGRRSLLLGATAGEVIGIPADEGQALLKRLLDWSTQ 229 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              V  H+W  GD+V+WDN  +LHRA P+     R+M  + L G 
Sbjct: 230 PRFVLRHRWRLGDLVIWDNTGMLHRATPFAATSRRLMHRTTLVG 273 
 
 
>ref|YP_003009527.1| Taurine dioxygenase [Paenibacillus sp. JDR-2] 
 gb|ACS99440.1| Taurine dioxygenase [Paenibacillus sp. JDR-2] 
          Length = 309 
 
 Score =  100 bits (249), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 73/267 (27%), Positives = 113/267 (42%), Gaps = 24/267 (8%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
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           T   + P G  +GA + GV L   +     A LH A L+  +L F  Q ++++QQ+ FAK 
Sbjct: 40  TLFTLKPLGPVIGAEIEGVDLKEQVSPEVKAELHRALLEWKVLFFRNQDITSEQQLNFAK 99 
 
Query: 63  RFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           ++G +E    +  G+   I+  + D  ++                   WH D ++    + 
Sbjct: 100 QWGELENHPFLPKGEAAEITRFEKDANMKGQE--------------NNWHTDVSWRLEPS 145 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            GAV     VP  GG T +ADM AAYD L EA +  ++  +A H    +  +         
Sbjct: 146 LGAVLRLSEVPPQGGDTLWADMGAAYDNLPEAVKERINGLTAIHDFTPTFGR-----NMP 200 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
              +            P+V+ HPETGR +L +       I G+D  E E+ L+ L   A  
Sbjct: 201 PELLAQKQAEFPAAEHPVVRTHPETGRKTLFVNPIFTTRIVGLDEEEGEKLLQYLFRQAE 260 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                    W    + +WDNR   H A 
Sbjct: 261 IPEYQVRFNWEKNSIGLWDNRATQHYA 287 
 
 
>ref|XP_572683.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase 
           [Cryptococcus neoformans var. neoformans JEC21] 
 ref|XP_773666.1| hypothetical protein CNBH1210 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|EAL19019.1| hypothetical protein CNBH1210 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|AAW45376.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase, 
           putative [Cryptococcus neoformans var. neoformans JEC21] 
          Length = 312 
 
 Score =  100 bits (249), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 80/288 (27%), Positives = 130/288 (45%), Gaps = 32/288 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T+  TP   T  A  +GV    +       +     ++ +LIF    L++ + +  +  F 
Sbjct: 2   TINYTPLHPTFVAEASGVDFDNITPEVVEEIKKGLAKYGVLIFRKTGLNDKKHVEMSSFF 61 
 
Query: 65  GA------------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV--GNMAWHA 110 
           G             I R+   ++  +SNV A+G + Q +        + I+  GN  +H  
Sbjct: 62  GELDDVKPYNKLGRINRLAYDELFDVSNVDAEGNIFQPT------GQRAIINRGNTIFHC 115 
 
Query: 111 DSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           DS++ P  A  ++  A  +P    GG T FAD R AYD L E  +  +      HS  +S 
Sbjct: 116 DSSFNPRRAGYSLLLAHELPPAGTGGNTEFADTRTAYDDLPEERKETIKDWVLWHSQHHS 175 
 
Query: 169 QSKLGHVQQAGSAYIGY-GMDTTATPL--RPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 225 
           +     V   G   +       T+ P     LV+VH  +GR +L I  HA+ I  +     
Sbjct: 176 R----RVANPGEPLLDQEKFLPTSHPFGKHKLVQVHEPSGRTNLYIANHAYKIESLPLEH 231 
 
Query: 226 SERFLEGLVDWACQAPR-VHAHQWAA-GDVVVWDNRCLLHRAEPWDFK 271 
            +  ++ L+D  C +PR V + +W   GD+V+WDN C++HRA P  F+ 
Sbjct: 232 GQAEIKTLLD-HCSSPRYVCSVEWKNDGDLVIWDNTCVMHRAVPGAFE 278 
 
 
>ref|ZP_03498565.1| Taurine dioxygenase [Rhizobium etli Kim 5] 
          Length = 309 
 
 Score =  100 bits (249), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 73/269 (27%), Positives = 115/269 (42%), Gaps = 29/269 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           I P    +GA + G+ L   L DA  +A++   L+H ++ F  Q HL + +Q  FA+R G 
Sbjct: 16  IVPLTGRVGAEIKGIRLGGELSDATVSAINQLLLKHKVIFFRDQGHLDDPEQEAFARRLG 75 
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Query: 66  AI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +          G   I+ + + +  G   Q                  WH D T++    
Sbjct: 76  DLVPHPTQGPIAGTASILNLDSSRGGGRADQ------------------WHTDVTFVDAY 117 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQ 176 
            + +V    V+PA GG T +++  AAY++L    + L     A HS  Y  + +       
Sbjct: 118 PKFSVLRGVVIPAAGGDTIWSNTHAAYESLAAPLKLLADNLWAIHSNAYDYAAVRPRATA 177 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           +    +      T      P+V+VHPETG  SLL+G     + G+  ++S R  E    + 
Sbjct: 178 EEKKHFEEVFTSTIYETEHPVVRVHPETGERSLLLGNFVQRLVGLSKSDSARLYEVFQSY 237 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                     +W AGDV +WDNR   H A 
Sbjct: 238 VTAPENTVRWRWRAGDVAIWDNRATQHYA 266 
 
 
>ref|NP_217923.1| dioxygenase [Mycobacterium tuberculosis H37Rv] 
 ref|NP_338038.1| dioxygenase, putative [Mycobacterium tuberculosis CDC1551] 
 ref|NP_857080.1| dioxygenase [Mycobacterium bovis AF2122/97] 
 ref|YP_979555.1| putative dioxygenase [Mycobacterium bovis BCG str. Pasteur 1173P2] 
 ref|YP_001284793.1| putative dioxygenase [Mycobacterium tuberculosis H37Ra] 
 ref|YP_001289368.1| dioxygenase [Mycobacterium tuberculosis F11] 
 ref|ZP_02550985.1| hypothetical dioxygenase [Mycobacterium tuberculosis H37Ra] 
 ref|ZP_03417624.1| dioxygenase [Mycobacterium tuberculosis 02_1987] 
 ref|ZP_03430292.1| dioxygenase [Mycobacterium tuberculosis EAS054] 
 ref|ZP_03434487.1| dioxygenase [Mycobacterium tuberculosis T85] 
 ref|ZP_03533983.1| dioxygenase [Mycobacterium tuberculosis GM 1503] 
 ref|ZP_03538655.1| dioxygenase [Mycobacterium tuberculosis T17] 
 ref|YP_002646516.1| putative dioxygenase [Mycobacterium bovis BCG str. Tokyo 172] 
 ref|YP_003033454.1| dioxygenase [Mycobacterium tuberculosis KZN 1435] 
 ref|ZP_04927333.1| hypothetical protein TBCG_03349 [Mycobacterium tuberculosis C] 
 ref|ZP_04982062.1| hypothetical dioxygenase [Mycobacterium tuberculosis str. Haarlem] 
 ref|ZP_05142958.1| dioxygenase [Mycobacterium tuberculosis '98-R604 INH-RIF-EM'] 
 ref|ZP_05219309.1| putative dioxygenase [Mycobacterium tuberculosis KZN 4207] 
 ref|ZP_05765935.1| dioxygenase [Mycobacterium tuberculosis CPHL_A] 
 ref|ZP_05770007.1| dioxygenase [Mycobacterium tuberculosis T46] 
 ref|ZP_05774263.1| dioxygenase [Mycobacterium tuberculosis K85] 
 ref|ZP_06434681.1| dioxygenase [Mycobacterium tuberculosis T46] 
 ref|ZP_06438849.1| dioxygenase [Mycobacterium tuberculosis CPHL_A] 
 ref|ZP_06444892.1| dioxygenase [Mycobacterium tuberculosis KZN 605] 
 ref|ZP_06451972.1| dioxygenase [Mycobacterium tuberculosis T17] 
 ref|ZP_06456366.1| dioxygenase [Mycobacterium tuberculosis K85] 
 ref|ZP_06506613.1| dioxygenase [Mycobacterium tuberculosis 02_1987] 
 ref|ZP_06514914.1| dioxygenase [Mycobacterium tuberculosis EAS054] 
 ref|ZP_06518945.1| dioxygenase [Mycobacterium tuberculosis T85] 
 ref|ZP_06522967.1| conserved hypothetical protein [Mycobacterium tuberculosis GM 
1503] 
 ref|ZP_06801511.1| dioxygenase [Mycobacterium tuberculosis 210] 
 ref|ZP_06953848.1| dioxygenase [Mycobacterium tuberculosis KZN 4207] 
 ref|ZP_06962186.1| dioxygenase [Mycobacterium tuberculosis KZN R506] 
 ref|ZP_07416083.1| dioxygenase [Mycobacterium tuberculosis SUMu001] 
 ref|ZP_07420811.1| dioxygenase [Mycobacterium tuberculosis SUMu002] 
 ref|ZP_07424616.1| dioxygenase [Mycobacterium tuberculosis SUMu003] 
 ref|ZP_07428986.1| dioxygenase [Mycobacterium tuberculosis SUMu004] 
 ref|ZP_07433493.1| dioxygenase [Mycobacterium tuberculosis SUMu005] 
 ref|ZP_07437684.1| dioxygenase [Mycobacterium tuberculosis SUMu006] 
 ref|ZP_07441896.1| dioxygenase [Mycobacterium tuberculosis SUMu008] 
 ref|ZP_07446082.1| dioxygenase [Mycobacterium tuberculosis SUMu007] 
 ref|ZP_07482182.1| dioxygenase [Mycobacterium tuberculosis SUMu009] 
 ref|ZP_07486526.1| dioxygenase [Mycobacterium tuberculosis SUMu010] 
 ref|ZP_07490747.1| dioxygenase [Mycobacterium tuberculosis SUMu011] 
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 ref|ZP_07495298.1| dioxygenase [Mycobacterium tuberculosis SUMu012] 
 ref|ZP_07817279.1| dioxygenase [Mycobacterium tuberculosis KZN V2475] 
 sp|P65075.1|Y3406_MYCTU RecName: Full=Uncharacterized dioxygenase Rv3406/MT3514 
 sp|P65076.1|Y3440_MYCBO RecName: Full=Uncharacterized dioxygenase Mb3440 
 emb|CAB01017.1| PROBABLE DIOXYGENASE [Mycobacterium tuberculosis H37Rv] 
 gb|AAK47852.1| dioxygenase, putative [Mycobacterium tuberculosis CDC1551] 
 emb|CAD95627.1| PROBABLE DIOXYGENASE [Mycobacterium bovis AF2122/97] 
 emb|CAL73465.1| Probable dioxygenase [Mycobacterium bovis BCG str. Pasteur 1173P2] 
 gb|EAY58641.1| hypothetical protein TBCG_03349 [Mycobacterium tuberculosis C] 
 gb|EBA43575.1| hypothetical dioxygenase [Mycobacterium tuberculosis str. Haarlem] 
 gb|ABQ75231.1| putative dioxygenase [Mycobacterium tuberculosis H37Ra] 
 gb|ABR07766.1| hypothetical dioxygenase [Mycobacterium tuberculosis F11] 
 dbj|BAH27748.1| putative dioxygenase [Mycobacterium bovis BCG str. Tokyo 172] 
 gb|ACT26559.1| dioxygenase [Mycobacterium tuberculosis KZN 1435] 
 gb|EFD15096.1| dioxygenase [Mycobacterium tuberculosis T46] 
 gb|EFD19264.1| dioxygenase [Mycobacterium tuberculosis CPHL_A] 
 gb|EFD22807.1| dioxygenase [Mycobacterium tuberculosis KZN 605] 
 gb|EFD45148.1| dioxygenase [Mycobacterium tuberculosis K85] 
 gb|EFD49147.1| dioxygenase [Mycobacterium tuberculosis T17] 
 gb|EFD55251.1| dioxygenase [Mycobacterium tuberculosis 02_1987] 
 gb|EFD63552.1| dioxygenase [Mycobacterium tuberculosis EAS054] 
 gb|EFD75111.1| conserved hypothetical protein [Mycobacterium tuberculosis GM 1503] 
 gb|EFD79143.1| dioxygenase [Mycobacterium tuberculosis T85] 
 gb|EFO73321.1| dioxygenase [Mycobacterium tuberculosis SUMu001] 
 gb|EFP13718.1| dioxygenase [Mycobacterium tuberculosis SUMu002] 
 gb|EFP17899.1| dioxygenase [Mycobacterium tuberculosis SUMu003] 
 gb|EFP21789.1| dioxygenase [Mycobacterium tuberculosis SUMu004] 
 gb|EFP25370.1| dioxygenase [Mycobacterium tuberculosis SUMu005] 
 gb|EFP29247.1| dioxygenase [Mycobacterium tuberculosis SUMu006] 
 gb|EFP33106.1| dioxygenase [Mycobacterium tuberculosis SUMu007] 
 gb|EFP37057.1| dioxygenase [Mycobacterium tuberculosis SUMu008] 
 gb|EFP41780.1| dioxygenase [Mycobacterium tuberculosis SUMu009] 
 gb|EFP45644.1| dioxygenase [Mycobacterium tuberculosis SUMu010] 
 gb|EFP49592.1| dioxygenase [Mycobacterium tuberculosis SUMu011] 
 gb|EFP53203.1| dioxygenase [Mycobacterium tuberculosis SUMu012] 
 gb|EGB27082.1| dioxygenase [Mycobacterium tuberculosis CDC1551A] 
          Length = 295 
 
 Score =  100 bits (249), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 78/262 (29%), Positives = 114/262 (43%), Gaps = 14/262 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +   G+ +GA + GV L   LD A    + AA L H ++ F GQH L + +Q+ FA   
Sbjct: 5   ITVKKLGSRIGAQIDGVRLGGDLDPAAVNEIRAALLAHKVVFFRGQHQLDDAEQLAFAGL 64 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G    IG    +A+++   D  +     +E+    +       WH D T+       +V 
Sbjct: 65  LGT--PIGHPAAIALAD---DAPIITPINSEFGKANR-------WHTDVTFAANYPAASV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A  +P+ GG T +A+  AAY  L E  + L     A H+  Y       +  A  A+  
Sbjct: 113 LRAVSLPSYGGSTLWANTAAAYAELPEPLKCLTENLWALHTNRYDYVTTKPLTAAQRAFR 172 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                       P+V+VHPETG  +LL G    +  G+D+ ES    E L           
Sbjct: 173 QVFEKPDFRTEHPVVRVHPETGERTLLAGDFVRSFVGLDSHESRVLFEVLQRRITMPENT 232 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRA 265 
               WA GDV +WDNR   HRA 
Sbjct: 233 IRWNWAPGDVAIWDNRATQHRA 254 
 
 
>gb|ACX54969.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
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           [uncultured bacterium] 
          Length = 98 
 
 Score =  100 bits (249), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 55/98 (56%), Positives = 64/98 (65%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSAE+VP     T +ADMRAAYDALD+ TR  V   SA HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFSAEIVPEGRAPTGWADMRAAYDALDDETRLRVEGMSAYHSLFYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
            + G++   +     Y  YG       LRPLVKVHPET 
Sbjct: 61  DRAGYMPSKKNESGGYDQYGYHDMEPSLRPLVKVHPET 98 
 
 
>ref|YP_001869111.1| taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
 gb|ACC84168.1| Taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
          Length = 287 
 
 Score =  100 bits (249), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 81/296 (27%), Positives = 131/296 (44%), Gaps = 30/296 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T ++I+P  A LG  VT +  +  +       L  A     +LIF  Q LS+ + + F+  
Sbjct: 7   TKVKISPIDAPLGTIVTDLDASQAIAPEVILQLKQALRDRHILIFKDQKLSDKELLNFSL 66 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVI--------VGNMAWHADST 113 
            FGA+             V +D T V    P E   ++ +          G + +H+D   
Sbjct: 67  YFGAL------------FVPSDETPVLASKPGETPVVIPISNVDGGYTGTGELTFHSDHK 114 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           + P  + G++  A  +P+ GG T + +   AY+ALDE T+    +R A   L+     L  
Sbjct: 115 WTPTPSSGSLLYALEIPSQGGNTYWLNTNLAYEALDETTK----ERIADLQLITYNPFLR 170 
 
Query: 174 HVQQAGSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFL 230 
                 S Y         +P+   PLV+ HPE+G+  L +       + G++  E  + + 
Sbjct: 171 DRNAPRSLYRLDKTIPLISPIFPHPLVRTHPESGKKHLYLDAATEVEVVGLEPEEESKLI 230 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           E L     Q    + H+W+ GD+V WDN+  LH  + +D    RV+    LAG RP 
Sbjct: 231 EQLRQHLNQPKFYYQHKWSVGDIVYWDNQATLHYRQAFDPNERRVLKRVSLAGSRP 286 
 
 
>ref|ZP_03421998.1| dioxygenase [Mycobacterium tuberculosis 94_M4241A] 
 ref|ZP_07014298.1| hypothetical dioxygenase [Mycobacterium tuberculosis 94_M4241A] 
 gb|EFI31977.1| hypothetical dioxygenase [Mycobacterium tuberculosis 94_M4241A] 
          Length = 295 
 
 Score =  100 bits (249), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 78/262 (29%), Positives = 114/262 (43%), Gaps = 14/262 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +   G+ +GA + GV L   LD A    + AA L H ++ F GQH L + +Q+ FA   
Sbjct: 5   ITVKKLGSRIGAQIDGVRLGGDLDPAAVNEIRAALLAHKVVFFRGQHQLDDAEQLAFAGL 64 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G    IG    +A+++   D  +     +E+    +       WH D T+       +V 
Sbjct: 65  LGT--PIGHPAAIALAD---DAPIITPINSEFGKANR-------WHTDVTFAANYPAASV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A  +P+ GG T +A+  AAY  L E  + L     A H+  Y       +  A  A+  
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Sbjct: 113 LRAVSLPSYGGSTLWANTAAAYAELPEPLKCLTENLWALHTNRYDYVTTKPLTAAQRAFR 172 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                       P+V+VHPETG  +LL G    +  G+D+ ES    E L           
Sbjct: 173 QVFEKPDFRTEHPVVRVHPETGERTLLAGDFVRSFVGLDSHESRVLFEVLQRRITMPENT 232 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRA 265 
               WA GDV +WDNR   HRA 
Sbjct: 233 IRWNWAPGDVAIWDNRATQHRA 254 
 
 
>ref|ZP_02414516.1| dioxygenase, TauD/TfdA family protein [Burkholderia pseudomallei 
           14] 
          Length = 270 
 
 Score =  100 bits (248), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 74/272 (27%), Positives = 119/272 (43%), Gaps = 30/272 (11%) 
 
Query: 28  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD-----------IV 76 
           D     AL  AW    +     Q L   + + F+  FG  ER    +           ++ 
Sbjct: 11  DAEAVRALIEAWHAGGICRLRRQRLDMAEFVEFSLIFGRPERALNQERKLTSREDLPELM 70 
 
Query: 77  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 136 
            +SN+  +G    H  ++             WH D  Y  V    ++  A  VPA GG T 
Sbjct: 71  IVSNILENGVSIGHLGSK----------EAYWHTDMCYTDVPPIASILYAIEVPAHGGNT 120 
 
Query: 137 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--L 194 
            F +M   +DAL  + R  +   S +H   Y+   +G ++    + +    D T  P  + 
Sbjct: 121 EFMNMYRVHDALPASLRRQIAGLSIKHDRSYT--AVGELRYGFDSVV----DVTTCPGSI 174 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            P+V+VHP T RP L +GR  +A + G+   ESE  L+ L  +          +W  GD+ 
Sbjct: 175 HPIVRVHPVTQRPYLYLGRRLNAYVVGLPVGESEALLDELWRYTRLDGVTWTQRWEVGDI 234 
 
Query: 254 VVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           ++WDNRC +HR + +D    R+MW +++   P 
Sbjct: 235 MIWDNRCTMHRRDAFDANARRLMWRTQIQADP 266 
 
 
>gb|ADC34033.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score =  100 bits (248), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 71/213 (33%), Positives = 102/213 (47%), Gaps = 25/213 (11%) 
 
Query: 56  QQITFAKRFGAIER--IGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA++FG +ER  +     V      ++N+ ADG                 V +  W 
Sbjct: 1   QQIAFAEQFGTLERHVVSNRGTVNPLVHIVTNLGADGKPSGK------------VASTQW 48 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D ++ P  +   +  A V+P  GG TCFADM AAY+AL EA +A +      HS   S 
Sbjct: 49  HSDKSFRPQPSLATILHALVMPPQGGETCFADMVAAYEALPEAEKAELAGVRVVHSWGLS 108 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           Q+++G   +     I    D        LV+  PETGR +L +G  A  + G         
Sbjct: 109 QARVG--IKVPPEEIADAPDIAHL----LVRTIPETGRKALFMGERAVHLEGQPEDVGRA 162 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            LE L   A Q   V+ H+W  GD+++WDNRC+ 
Sbjct: 163 RLERLTAHAGQERFVYRHKWTLGDLLMWDNRCV 195 
 
 
>ref|YP_002947816.1| Taurine dioxygenase [Variovorax paradoxus S110] 
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 gb|ACS22550.1| Taurine dioxygenase [Variovorax paradoxus S110] 
          Length = 290 
 
 Score =  100 bits (248), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 87/289 (30%), Positives = 134/289 (46%), Gaps = 20/289 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++ P     GA +TG+ ++  L       +  AW  H+++ FP Q L++ +   F  +F 
Sbjct: 9   IRVRPQPHAFGAEITGLSISRPLPAPVLDEVKKAWAAHSVVYFPDQPLTHSELEAFTLQF 68 
 
Query: 65  GAIERIGGGD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           G      G D  IV I +      +R+    E D+  K +     WH+D ++      G  
Sbjct: 69  GEF----GVDPYIVPIEDHPHILELRR----EADE--KAVNFGAQWHSDWSFQEEPPAGT 118 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKL-GHVQQAG 179 
           +  ++V P VGG T +AD   AYD L +  + L+    A HS  + Y +  L     +   
Sbjct: 119 ILHSKVTPPVGGDTLYADGYRAYDELSDTMKRLLDGLVAIHSAGMPYGKDGLFAKETETR 178 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
           S  I    D   T   PLV++HP T R +L +   +   I GM   ES   L  L      
Sbjct: 179 SMKIVVSEDADKTWPHPLVRLHPVTRRKALYVSPVYTQGIEGMTRGESAALLGYLYQHMV 238 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAE-PWDFKLPRVMWHSRLAG-RP 285 
           +   V+ H+WA   + +WDNRC LH A+  +D  L RVM  + +AG RP 
Sbjct: 239 RDEYVYRHRWAPNMLTLWDNRCTLHNADGGYDGHL-RVMHRTTIAGERP 286 
 
 
>ref|YP_001985889.1| taurine dioxygenase protein [Rhizobium etli CIAT 652] 
 gb|ACE93626.1| putative taurine dioxygenase protein [Rhizobium etli CIAT 652] 
          Length = 309 
 
 Score =  100 bits (248), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 73/269 (27%), Positives = 115/269 (42%), Gaps = 29/269 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           + P    +GA + G+ L   L DA  AA++   L+H ++ F  Q HL + +Q  FA+R G 
Sbjct: 16  VVPLTGRVGAEIKGIRLGGELSDATVAAINQLLLKHKVIFFRDQGHLDDSEQEAFARRLG 75 
 
Query: 66  AI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +          G   I+ + + +  G   Q                  WH D T++    
Sbjct: 76  DLVPHPTQGPVSGTASILNLDSSRGGGRADQ------------------WHTDVTFVDAY 117 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            + +V    V+PA GG T +++  AAY++L    + L     A HS  Y  + +     A 
Sbjct: 118 PKFSVLRGVVIPAAGGDTIWSNTHAAYESLPAPLKLLADNLWAIHSNAYDYAAVRPRATA 177 
 
Query: 179 GSA--YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
                +      T      P+V+VHPETG  SLL+G     + G+  ++S +  E    + 
Sbjct: 178 EEKRHFEEVFTSTIYETEHPVVRVHPETGERSLLLGNFVQRLVGVSKSDSAKLYEVFQSY 237 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                     +W AGDV +WDNR   H A 
Sbjct: 238 VTTPENTVRWRWRAGDVAIWDNRATQHYA 266 
 
 
>ref|YP_496820.1| taurine dioxygenase [Novosphingobium aromaticivorans DSM 12444] 
 gb|ABD25986.1| Taurine dioxygenase [Novosphingobium aromaticivorans DSM 12444] 
          Length = 316 
 
 Score =  100 bits (248), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 85/282 (30%), Positives = 133/282 (47%), Gaps = 24/282 (8%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQH-LSNDQQITF 60 
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            + L I P   T+GA + GV L+   DAG   A+  A ++H ++ F GQ  L + +   F 
Sbjct: 14  NSPLDIVPVTGTIGAEIRGVTLSGDLDAGTVQAIKDAVVRHKVVFFRGQKDLDDARHEGF 73 
 
Query: 61  AKRFGAIERIGGGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           A  FG        + VA   V  A+G+       E D   K      +WH D T++     
Sbjct: 74  ASLFG--------EPVAHPTVPVAEGS---RYLLELDS--KEGYAASSWHTDVTFVDSYP 120 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           +G++  A  VP  GG T +A+   AY++L E+ R LV+   A H+ +Y  + + +  +   
Sbjct: 121 KGSILRAITVPEAGGDTVWANGETAYESLPESLRQLVNNLWAVHTNLYDYAAVLNAPKGD 180 
 
Query: 180 SA---YIGYGMDTTATPL----RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
                 + +     A+ +     P+V+VHP +G+ SLL+G       G++ A+S R  +  
Sbjct: 181 ETERERVNFHKSVFASTVYETEHPVVRVHPVSGQRSLLLGHFVKQFVGLNQADSSRLFQI 240 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
           L D   +   V   +W  GDV  WDN+   HRA   DF L R 
Sbjct: 241 LQDHITRPENVVRWRWQPGDVAFWDNQSTQHRAVA-DFGLQR 281 
 
 
>ref|YP_001684358.1| taurine dioxygenase [Caulobacter sp. K31] 
 gb|ABZ71860.1| Taurine dioxygenase [Caulobacter sp. K31] 
          Length = 295 
 
 Score =  100 bits (248), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 78/269 (28%), Positives = 120/269 (44%), Gaps = 22/269 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TP G  LGA ++ V L   L     AA+ AA L+H ++ F  Q +S++  + F + F 
Sbjct: 18  LTVTPAGPVLGAEISSVDLRQPLAPEIVAAIRAALLRHKVVFFRDQDISHEDHVRFGRYF 77 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +E         G  +I+ I    ADG   +      ++++ ++     WH D T+ P  
Sbjct: 78  GDLEGHPVTAHVPGFPEILLIE--AADGMKLR------EEIVPLVRVANKWHTDVTFRPA 129 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            + G V     +P +GG T FAD  A Y  L +A +A +    A H ++  QS    V + 
Sbjct: 130 PSMGGVLRMRQMPPLGGDTLFADTAAIYRDLPDALKARIADLQAEHDIL--QSYGYRVDE 187 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
           A    +       A    P+V+ HPETG   L + +     I G+   E+ R L  L+D  
Sbjct: 188 AKRQELRAAHPVQA---HPVVRTHPETGEKHLFVNKVFTTRILGLPEDEAARLLADLLDR 244 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                     +W    +V WDNR   H A 
Sbjct: 245 VKTPEYQVRFRWTPNAIVFWDNRATQHYA 273 
 
 
>ref|YP_004019382.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
 gb|ADP83512.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
          Length = 277 
 
 Score =  100 bits (248), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 81/283 (28%), Positives = 129/283 (45%), Gaps = 16/283 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWL-QHALLIFPGQHLSNDQQITFAKR 63 
           ++ ++P  A +G  +TG+    L D   AA    +L +H ++I+   H+ +   +  ++  
Sbjct: 2   SVTVSPISAEVGVQITGLAGHQLADPAVAADTRKYLDEHGVVIYREAHIGDADLVALSRL 61 
 
Query: 64  FG--AIERIGGGD-IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            G   +  +GG +    +S +  D       PA+   +     G   WH D     V  + 
Sbjct: 62  LGEVVVAPMGGEEEFPEVSAISLD-------PAQ-SALAAYRTGTFYWHIDGANDLVPQK 113 
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Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             + +A  V   GG T FA++ AAY+ L    +A        HS   +Q +L H     S 
Sbjct: 114 ATLLTALEVATEGGDTEFANLYAAYEGLSAEDKARFADLRVVHSFAATQ-RLAHPD--AS 170 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
             +    +   +   PLV      GR SLL+G  A  I G+   ES   L+ L+DWA Q  
Sbjct: 171 DKVRASWEKVPSREHPLVWTR-RNGRKSLLVGATADHIVGLPEDESRALLDRLLDWATQP 229 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                HQW+ GD+V+WDN  +LHRA+P+     R+M  + L G 
Sbjct: 230 RFSLRHQWSRGDLVIWDNTGILHRAQPYTALSRRLMHRTTLVG 272 
 
 
>gb|ADO34971.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34972.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34973.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 98 
 
 Score = 99.8 bits (247), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 55/98 (56%), Positives = 65/98 (66%), Gaps = 3/98 (3%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMP+ A+GAVFSAE+VP     T +ADMRAAY+ALD+ TRA V   SA HSL YSQ 
Sbjct: 1   ADSTYMPLQAKGAVFSAEIVPEGRAPTGWADMRAAYEALDDETRARVESLSAYHSLFYSQ 60 
 
Query: 170 SKLGHV---QQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
           ++ G++         Y  YG       LRPLVKVHPET 
Sbjct: 61  ARAGYMPSKTNESGGYDQYGYHDMDPSLRPLVKVHPET 98 
 
 
>ref|ZP_06474456.1| Taurine dioxygenase [Frankia symbiont of Datisca glomerata] 
 gb|EFD28791.1| Taurine dioxygenase [Frankia symbiont of Datisca glomerata] 
          Length = 308 
 
 Score = 99.8 bits (247), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 84/298 (28%), Positives = 128/298 (42%), Gaps = 41/298 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P     GA + GV L+  LDDA  A + +A L+  ++ F  Q + + +QI F  RF 
Sbjct: 10  IDVRPLSGHTGAEIHGVDLSQQLDDATIAEIRSALLRWKVVFFRDQSIGHAEQIAFGARF 69 
 
Query: 65  GAIERI---------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G I            G   I+ I + + +    +          + I  +  WH D T + 
Sbjct: 70  GKITPAHPHEDAPPEGFPQILPIDSRRYEKKFGK----------RKITYDNGWHTDVTAL 119 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                G++  A++VP  GG T + ++ AAY  L E  RA      A+HS  +S   L    
Sbjct: 120 VNPPAGSILRADIVPPYGGDTAWTNLVAAYQGLPEELRAFADGLRAKHS--FSPRLL--- 174 
 
Query: 176 QQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESER 228 
             AG+    YG    + PL    P+V+VHPETG  +L +        + I G    +S R 
Sbjct: 175 --AGTP---YGEKIASNPLLAIHPVVRVHPETGERALFVSPTFTSGENEIIGFSTRQSHR 229 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK---LPRVMWHSRLAG 283 
            L+   +   +       +W+ GDV  WDNR   H   P D       RV++   L G 
Sbjct: 230 ILDLFYEQIARPEYTVRFRWSPGDVAFWDNRATAHLG-PSDLNHLDFDRVLYRITLEG 286 
 
 
>ref|YP_001683423.1| taurine dioxygenase [Caulobacter sp. K31] 
 gb|ABZ70925.1| Taurine dioxygenase [Caulobacter sp. K31] 
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          Length = 270 
 
 Score = 99.8 bits (247), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 83/282 (29%), Positives = 118/282 (41%), Gaps = 42/282 (14%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M    L + P    +GA + GV L   L +  F  +H A  Q+ +L F  Q +++D     
Sbjct: 1   MTYDVLDVKPMTRRIGAEIFGVDLGQPLSNRQFEEVHQALTQYQVLFFRDQEMTHDAHKA 60 
 
Query: 60  FAKRFGAIERIGG-------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           F ++FG +    G        +IVAI           H+ A+     K + G   WH+D  
Sbjct: 61  FGRKFGDLAIHSGVPGLPEHPEIVAI-----------HADAD----SKFVAGE-NWHSDL 104 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           T  P    G++   +V+P  GG TCFA M AAY+ L +  +A +   SA H          
Sbjct: 105 TCDPEPPLGSILYMKVLPDDGGDTCFASMYAAYETLSDRMKAYLEGLSAVH--------- 155 
 
Query: 173 GHVQQAGSAYIGYGMD---TTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESER 228 
                A   Y     D   T      P+V+ HP +GR SL +   +   I G+  AES   
Sbjct: 156 ----DANPVYKAIFPDIDRTYNCSTHPIVRTHPVSGRKSLFVNPSYTTHIAGVSKAESAA 211 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
            L  L   A         +W    V  WDNRC  H+A  WD+ 
Sbjct: 212 ILGFLYQHASNPDFQVRFRWRKNSVAFWDNRCTWHQAI-WDY 252 
 
 
>ref|YP_439438.1| TauD/TfdA family dioxygenase [Burkholderia thailandensis E264] 
 gb|ABC36162.1| dioxygenase, TauD/TfdA family [Burkholderia thailandensis E264] 
          Length = 281 
 
 Score = 99.8 bits (247), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 115/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQ+   + FG +E      
Sbjct: 10  LGAEIRGIDFSQPLSSQTRDDIIGLLSEHQLLVFPGQRLSCEQQVAACRDFGELEPHPMT 69 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV  DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 70  TNTSSFPEMTIVSNVTTDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 119 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M AAY+ L +  ++ +  R+A  SL    S +   ++ G        
Sbjct: 120 ESVPDAHGDTWFANMFAAYETLPDELKSAIDGRNAIFSL--DSSLVKRCRKIGFDLNIAE 177 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T R S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 178 DDFKPTVSHPAVRTHPHTRRRSIFVNWAHTDRIEGYSHEESDEILDRIFAHCRNEDFIYR 237 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++   D+V+WDN  L+H   P 
Sbjct: 238 HRYTNEDLVIWDNASLIHTNSP 259 
 
 
>ref|ZP_02370755.1| dioxygenase, TauD/TfdA family protein [Burkholderia thailandensis 
           TXDOH] 
 ref|ZP_02384640.1| dioxygenase, TauD/TfdA family protein [Burkholderia thailandensis 
           Bt4] 
 ref|ZP_05590823.1| TauD/TfdA family dioxygenase [Burkholderia thailandensis E264] 
          Length = 276 
 
 Score = 99.8 bits (247), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 115/262 (43%), Gaps = 21/262 (8%) 
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Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQ+   + FG +E      
Sbjct: 5   LGAEIRGIDFSQPLSSQTRDDIIGLLSEHQLLVFPGQRLSCEQQVAACRDFGELEPHPMT 64 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV  DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 65  TNTSSFPEMTIVSNVTTDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 114 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M AAY+ L +  ++ +  R+A  SL    S +   ++ G        
Sbjct: 115 ESVPDAHGDTWFANMFAAYETLPDELKSAIDGRNAIFSL--DSSLVKRCRKIGFDLNIAE 172 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T R S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 173 DDFKPTVSHPAVRTHPHTRRRSIFVNWAHTDRIEGYSHEESDEILDRIFAHCRNEDFIYR 232 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++   D+V+WDN  L+H   P 
Sbjct: 233 HRYTNEDLVIWDNASLIHTNSP 254 
 
 
>ref|ZP_06062866.1| taurine catabolism dioxygenase TauD/TfdA [Acinetobacter johnsonii 
           SH046] 
 gb|EEY96645.1| taurine catabolism dioxygenase TauD/TfdA [Acinetobacter johnsonii 
           SH046] 
          Length = 288 
 
 Score = 99.4 bits (246), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 77/271 (28%), Positives = 115/271 (42%), Gaps = 33/271 (12%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG--------------DIVAISN 80 
           L  A  +H +LIF  Q L + Q + FA  FG+I R                  D+V +SN 
Sbjct: 19  LKQALAEHLILIFKNQTLDDLQYLAFASYFGSIFRPSADNPVLASQTDTGVPPDVVPVSN 78 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 140 
               G    H             G +  HAD  + P+ + G++  A  +P  GG+T + + 
Sbjct: 79  AVGQGNYTGH-------------GELTPHADHQWTPLPSFGSLLYALELPQDGGQTSWFN 125 
 
Query: 141 MRAAYDALDEATRALVHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA--TPLRP 196 
              AYDAL +  +  + Q      +  V +QS  G+     S Y  +        T   P 
Sbjct: 126 TIKAYDALPDDVKKQIDQLQLITYNPFVRAQSNTGNTGYGDSPYYRFKDQPILGHTYPHP 185 
 
Query: 197 LVKVHPETGRPSL-LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           LV+ HPE+GR +L L  R    +  +D +E    +  L     +    + HQW  GD+V  
Sbjct: 186 LVRTHPESGRKALWLNTRSEVELLNVDDSEGSELIAALRAHILKPEFRYKHQWETGDIVF 245 
 
Query: 256 WDNRCLLHRAEPWDFKLPRVMWHSRLA-GRP 285 
           WDN+  LH   P+     R++    LA GRP 
Sbjct: 246 WDNQVTLHSRRPFPVDQRRLLKRISLAGGRP 276 
 
 
>ref|ZP_06192658.1| hypothetical protein SOD_h00590 [Serratia odorifera 4Rx13] 
 gb|EFA14626.1| hypothetical protein SOD_h00590 [Serratia odorifera 4Rx13] 
          Length = 282 
 
 Score = 99.4 bits (246), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 85/291 (29%), Positives = 125/291 (42%), Gaps = 33/291 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L+ITP G  +GA V  V LA  L D  F  L+ A L+H +L F  Q ++  QQ   A RF 
Sbjct: 5   LKITPLGPYIGALVENVVLARPLGDGQFEQLYHALLKHQVLFFRNQPITPLQQRDLAGRF 64 
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Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV---------GNMAWHADSTYM 115 
           G +          I  V    T          D+ ++IV          N  WH D T++ 
Sbjct: 65  GDLH---------IHPVYPHAT----------DVEEIIVLDTHDDNPPDNDNWHTDVTFI 105 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               QGA+ +A+ +P+ GG T +A   AAY+AL E  R L+    A H    S  +  H+ 
Sbjct: 106 ENPPQGAILAAKTLPSFGGDTLWASGIAAYEALSEPFRQLLAGLKAEHDFTKSFPEHKHL 165 
 
Query: 176 QQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
             +   +  + +     P  L P+V+ HP +GR +L +       I  +   ESE  L   
Sbjct: 166 -SSEEEHQRWQVAKQKNPPLLHPVVRTHPVSGRQALFVNEGFTTRIVDLAPKESEALLNF 224 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L     +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 225 LFAHITKPEFQVRWRWQEDDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_06271905.1| Taurine dioxygenase [Streptomyces sp. ACTE] 
 gb|EFB68071.1| Taurine dioxygenase [Streptomyces sp. ACTE] 
          Length = 299 
 
 Score = 99.4 bits (246), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 83/266 (31%), Positives = 120/266 (45%), Gaps = 17/266 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 64 
           L +TP G + GA + G+ L  LDD    AL  A +++ +L   GQ  L +  QI F +R  
Sbjct: 13  LPLTPLGPSFGAEIRGIDLGRLDDDQVLALREALVRYKVLFVRGQDGLDDAAQIEFGRRL 72 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +     G  V  S    D     +S    D+    +     WH D T++      +V  
Sbjct: 73  GEVTV---GHPVHDSR---DVAPEVYSLDSQDNGFADV-----WHTDVTFVRRPPAISVL 121 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH--SLVYSQSKLGHVQQAGSAY 182 
            A V+P  GG T +AD + AY +L    RA V   +A H  +  +      H Q  G+ + 
Sbjct: 122 RAVVLPPTGGDTNWADSQLAYASLSPGLRAYVDTLTAVHDGTREFGYYLAQHRQGRGNLW 181 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            G      A    P+V+VHPE+GR  L +  G  +H + G+   ES   L+ L     +  
Sbjct: 182 EGEVFTELAPVEHPVVRVHPESGRKGLFVNPGFTSHIV-GVSEHESRGILDILYAHLTKP 240 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAE 266 
             V  H+W  GDV +WDNR   H A  
Sbjct: 241 EHVVRHRWQPGDVTLWDNRSTAHYAN 266 
 
 
>ref|ZP_06711045.1| taurine dioxygenase [Streptomyces sp. e14] 
 gb|EFF94167.1| taurine dioxygenase [Streptomyces sp. e14] 
          Length = 287 
 
 Score = 99.4 bits (246), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 81/270 (30%), Positives = 119/270 (44%), Gaps = 25/270 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRF 64 
           + ITP G + GA + G+ LA LDD    AL  A ++H +L   GQ   +D  QI F +R  
Sbjct: 1   MPITPLGPSFGAEIHGIDLARLDDHEILALREALVRHKVLFVRGQDTLDDAAQIEFGRRL 60 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +       +    +   D     +S    D+    +     WH D T++      +V  
Sbjct: 61  GEVT------VGHPVHDSGDVAPEVYSLDSQDNGFADV-----WHTDVTFVARPPAISVL 109 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRA------LVHQRSARHSLVYSQSKLGHVQQA 178 
            A V+P  GG T +AD + AY++L    RA       VH  S       +Q + G      
Sbjct: 110 RAVVLPPTGGDTNWADSQLAYESLSPGLRAHIDTLTAVHDGSREFGYYLAQRRKGR---- 165 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 299



 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDW 236 
           G+ + G           P+V+VHPE+GR  L +  G  +H + G+   ES   L+ L    
Sbjct: 166 GNLWEGEVFTELKPVEHPVVRVHPESGRKGLFVNPGFTSHIV-GVSEHESRGLLDILYAH 224 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
             +   V  H+W  GDV +WDNR   H A  
Sbjct: 225 LTKPEHVVRHRWQRGDVALWDNRSTAHYAN 254 
 
 
>ref|ZP_08224952.1| putative taurine catabolism dioxygenase [Streptomyces cf. griseus 
           XylebKG-1] 
          Length = 307 
 
 Score = 99.4 bits (246), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 82/267 (30%), Positives = 116/267 (43%), Gaps = 29/267 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P G  +GA + GV L+  LD A  A L  A L+  +L F  QHL++ QQ  FA  + 
Sbjct: 41  FRLVPLGRVIGAELHGVDLSRPLDAALRAELDRALLEWKVLFFRDQHLTSRQQRAFAGYW 100 
 
Query: 65  GAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           G +E    +  GD   ++ +               D   V      WH D T+    A G 
Sbjct: 101 GELETNPLLATGDDPEVARL---------------DRTAVPTFENVWHTDVTFRERPALG 145 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           AV     VP  GG T +ADM AAYD L +  +  V    A H  +   ++    ++  +  
Sbjct: 146 AVLQLREVPPTGGDTLWADMAAAYDNLPDEVKERVEGARAVHDFIPGFARFSPPERLAAH 205 
 
Query: 182 YIGYGMDTTATPLR-PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
              +       P+  P+V+ HP TGR ++ +       I G +  ES+R L  L   A   
Sbjct: 206 QEEF------PPVEHPVVRRHPVTGRRTIFVNASFTTRIVGFEREESDRLLRLLFQQA-H 258 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           AP       W AGDV  WDNR   H A 
Sbjct: 259 APEFQVRFSWRAGDVAFWDNRATQHYA 285 
 
 
>ref|ZP_06412415.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC84794.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 320 
 
 Score = 99.4 bits (246), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 91/289 (31%), Positives = 125/289 (43%), Gaps = 22/289 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQIT 59 
           A T  Q+TP    +GA V GV L   LD     A+ AA LQH ++ F GQ HL    QI  
Sbjct: 15  ALTITQLTPR---IGAIVDGVRLGGDLDADTVTAIRAAALQHRVIFFRGQDHLDTATQIA 71 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           FA+  G + +         +     G    H   E D       G  AWH D T+      
Sbjct: 72  FARLLGPLTQ------AHPTQAPLAGEPLVH---ELDASRGGRAG--AWHTDVTFTDRPP 120 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS----QSKL-GH 174 
             ++  A  VP  GG T +++  AAY  L    R L  +  A H+  +     +S L G  
Sbjct: 121 AFSILRAVTVPPQGGDTLWSNTVAAYHELPAELRELAEKLRAHHTNQHDYGLRESDLAGL 180 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
            Q+    ++ +      T   P+V++HPETG PSLL+G     I G+  ++S   L     
Sbjct: 181 PQEIIDRFLEFRSVEFETE-HPVVRIHPETGEPSLLLGGFVKQIKGLSPSQSTNLLRTFG 239 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           D   +       QW  GDV +WDNR   H A       PRV+    +AG 
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Sbjct: 240 DAVARPENTVRWQWKTGDVAIWDNRSTQHYAVNDYNDAPRVVHRVTVAG 288 
 
 
>ref|NP_631410.1| dioxygenase [Streptomyces coelicolor A3(2)] 
 emb|CAB92200.1| probable dioxygenase [Streptomyces coelicolor A3(2)] 
          Length = 328 
 
 Score = 99.4 bits (246), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 90/295 (30%), Positives = 126/295 (42%), Gaps = 22/295 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T +++ P    +GA + GV LA  LD A  AA+ +A L+  ++ F  Q L +   + FA+ 
Sbjct: 19  TGIEVEPVAGHIGAEIRGVDLAAGLDAAQVAAVRSAVLRWKVVFFRDQRLDHAGHVAFAR 78 
 
Query: 63  RFG---AIERIGGGDIVAISNVKAD------GTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            FG    + R G         ++        G        EW    +  +    WH D   
Sbjct: 79  LFGEPVVLPRRGKASPAGFPEIETTADRLELGGRFGMEHDEWLRRRRHTL-LRGWHCDHG 137 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
                    V  AE VP  GG T +A++ AAY  L    RALV    A H L      +G 
Sbjct: 138 ARVDPPAATVLRAETVPPYGGDTTWANLAAAYAGLSAPLRALVDTLRAEHRL-----GVG 192 
 
Query: 174 HVQQAG-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLE 231 
           +  + G  AY+ + +      + PLV+VHPETG   L + G +   I G+   ES   LE 
Sbjct: 193 YQPRPGDDAYVRHLLHHQTATVHPLVRVHPETGERVLFVNGYYVEQIAGLSRPESAAILE 252 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
            LV+ A +       +W  G V  WDNR  +H A P D      PR M    L G 
Sbjct: 253 LLVEQATRPEYTVRFRWEPGSVAFWDNRATIHLA-PGDHAHLDHPRTMHRVMLTG 306 
 
 
>ref|ZP_01896407.1| Probable taurine catabolism dioxygenase [Moritella sp. PE36] 
 gb|EDM69259.1| Probable taurine catabolism dioxygenase [Moritella sp. PE36] 
          Length = 272 
 
 Score = 99.0 bits (245), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 75/265 (28%), Positives = 111/265 (41%), Gaps = 15/265 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T+QI P    +GA +  V L   +D  F A++ AW  H ++ F  Q LS  QQ+T A RF 
Sbjct: 2   TMQIEPLTPHIGALIHHVDLVHCNDTTFEAVYQAWFTHQVIFFREQVLSPQQQLTIAARF 61 
 
Query: 65  GAIERIGG--GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           G +E        +     V    TV+   P E             WH D T+    ++ + 
Sbjct: 62  GELEPTHPFFPHVAQAPQVSIIETVKGKPPLE-----------SFWHTDLTWRQQPSKAS 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSA 181 
           V  A+ VP  GG T +  M A +  L E  + L+ + SA H+L  +   +   + +     
Sbjct: 111 VLHAQHVPHCGGDTLWCSMTAVFRQLPEQDKILLRRLSAMHALFAFDGIESSEITEDWQQ 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQA 240 
            +     T      P++  HP+TG   L I       I GM+  +S   L  L   A Q  
Sbjct: 171 DVLAVSATNPPVSHPVITRHPDTGEEILFINEQFTRYIIGMNRDDSNALLAKLFAMARQP 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W A  + +WDNR   H A 
Sbjct: 231 EYQVRFKWQANSLAIWDNRSTQHYA 255 
 
 
>ref|ZP_07300902.1| taurine dioxygenase [Streptomyces hygroscopicus ATCC 53653] 
 gb|EFL29271.1| taurine dioxygenase [Streptomyces hygroscopicus ATCC 53653] 
          Length = 300 
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 Score = 99.0 bits (245), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 85/292 (29%), Positives = 128/292 (43%), Gaps = 35/292 (11%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T   I   G  +GA V GV L+  LD A  + +++A L+H  L+F  Q L +  Q+ FA  
Sbjct: 5   TGFDIRRIGGRIGAEVLGVALSDDLDPALVSDINSALLEHKALVFRDQQLDDAAQLRFAS 64 
 
Query: 63  RFG-------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            FG        +  + G    +I  V A+  +R +                 WH D T++ 
Sbjct: 65  LFGELTTAHPTVPSVDGQP--SILPVNAEEGIRANR----------------WHTDVTFV 106 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               + +     VVP  GG T  A+  AAY  L +  R L  +  A H+  Y  +      
Sbjct: 107 RSPPKVSTLRGIVVPPYGGNTLIANAGAAYQDLPQPLRELADKLWAVHTNDYDYAAPPKD 166 
 
Query: 176 QQAG---SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
           ++A      +I     T      P+V+VHPE+G   L IG  A +  G+  +ES   L   
Sbjct: 167 EKAAEHRKRFISRKYRTA----HPVVRVHPESGERGLFIGGFAQSFIGLGPSESRDLLRI 222 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAG 283 
              +  +   +    W+ GDVVV+DNR   H A P D+  LPR++    +AG 
Sbjct: 223 FQSYVIRPENIVRIAWSPGDVVVFDNRITQHYA-PDDYGDLPRLLHRVTVAG 273 
 
 
>ref|YP_001106845.1| taurine dioxygenase, 2-oxoglutarate-dependent [Saccharopolyspora 
           erythraea NRRL 2338] 
 emb|CAM03920.1| taurine dioxygenase, 2-oxoglutarate-dependent [Saccharopolyspora 
           erythraea NRRL 2338] 
          Length = 279 
 
 Score = 99.0 bits (245), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 76/273 (27%), Positives = 111/273 (40%), Gaps = 43/273 (15%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFP-GQHLSNDQQIT 59 
           M +    + P    LGA V GV L  L D+ F A+    L+H +L FP    L        
Sbjct: 1   MNENRFDVRPVSGALGAEVRGVPLDALTDSDFTAVRELLLEHLVLFFPDAAGLEPGAHKA 60 
 
Query: 60  FAKRFGAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           F +RFG +E      ++ G D + + + +      Q + A+             WH D T 
Sbjct: 61  FGRRFGELEVHPFLPKLPGHDELVVLDSE------QGARAD------------VWHTDVT 102 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           + P     +V      P  GG T +++   AY+AL    R L+   +A H   +       
Sbjct: 103 FSPSPPIASVLQLVECPPSGGDTMWSNQYLAYEALSAPVRELLDGLTAVHVFKHPNGSFR 162 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
              +                  P+V+ HPETGR SL + R   H IP +   ES+  L   
Sbjct: 163 SEAE-----------------HPVVRAHPETGRRSLYVNRMFTHRIPQLTPGESDALLRQ 205 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L + +    RV  ++W  G V VWDNR   H A 
Sbjct: 206 LFEVSESPQRVCRYRWVPGAVAVWDNRVTQHYA 238 
 
 
>ref|YP_002129572.1| alpha-ketoglutarate-dependent taurine dioxygenase 
[Phenylobacterium 
           zucineum HLK1] 
 gb|ACG77143.1| alpha-ketoglutarate-dependent taurine dioxygenase [Phenylobacterium 
           zucineum HLK1] 
          Length = 286 
 
 Score = 99.0 bits (245), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 84/286 (29%), Positives = 125/286 (43%), Gaps = 19/286 (6%) 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 302



 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++ P     GA V G+ L+  L       + AAW +HA+L FP Q LS D    F  +  
Sbjct: 8   IEVRPQPTGFGAEVRGLDLSRPLPPGVLEQVKAAWARHAVLAFPNQPLSLDALEAFTLQI 67 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQ--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           G       G+   I  +     V +    P E     K       WH+D ++         
Sbjct: 68  GPF-----GEDPFIKPMPGHPNVLELRREPDE-----KATNFGAGWHSDWSFQARPPAAT 117 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG---HVQQAG 179 
           +  +E+VP VGG T F D   AY+AL    + ++    A HS   +    G      +   
Sbjct: 118 ILRSEIVPPVGGDTLFCDGARAYEALSPTFQRMLEGLRAVHSATRAYGTKGVFARETEKR 177 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
           +  I    +  A+   PLV+ HP TGR +L +   +   I G+   ES+  L  L      
Sbjct: 178 TMEIIVSPEADASLTHPLVRTHPVTGRKALYVSPVYTTGIEGLTVEESQAILGFLFAHMT 237 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAE-PWDFKLPRVMWHSRLAG 283 
           +   V+ H+W  G V++WDNRC  H AE  +D  L RVM  + +AG 
Sbjct: 238 KEAFVYRHKWRPGMVLMWDNRCTAHFAEGGYDGHL-RVMHRTTVAG 282 
 
 
>ref|YP_003102078.1| taurine dioxygenase [Actinosynnema mirum DSM 43827] 
 gb|ACU38232.1| Taurine dioxygenase [Actinosynnema mirum DSM 43827] 
          Length = 281 
 
 Score = 99.0 bits (245), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 74/273 (27%), Positives = 113/273 (41%), Gaps = 51/273 (18%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFP-GQHLSNDQQITFAKR 63 
           T Q+ P   ++GA V GV L+T+DD  F  +H   ++H +L FP    L+ +    F  R 
Sbjct: 6   TFQVRPVSGSIGAEVYGVDLSTVDDEQFKEIHDLLVRHLVLFFPEAGGLTPEAHQAFGSR 65 
 
Query: 64  FGAIE------RIGGGDIVAI----SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           FG +E      ++ G + + +       KAD                       WH D + 
Sbjct: 66  FGELEVHPFLPKLEGHEHIVVLDSDKGAKAD----------------------VWHTDVS 103 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y+      +V    + P  GG T +++   AY+AL E  R L+   +A H   + Q     
Sbjct: 104 YVKHPPITSVLQITLTPEAGGDTMWSNQYLAYEALSEPMRELLEGTTASHVFAHPQGTF- 162 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
                            +    P+V+VHP +GR SL + R     I  +   ES   LE  
Sbjct: 163 ----------------RSEVEHPVVRVHPVSGRKSLYVNRMFTKRILQLSRGESAALLEH 206 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L + +    R   ++WA G V +WDNR   H A 
Sbjct: 207 LFEVSESPQRTCRYRWAPGAVAMWDNRATQHYA 239 
 
 
>ref|YP_003133666.1| Probable taurine catabolism dioxygenase [Saccharomonospora 
viridis 
           DSM 43017] 
 gb|ACU96839.1| Probable taurine catabolism dioxygenase [Saccharomonospora viridis 
           DSM 43017] 
          Length = 308 
 
 Score = 99.0 bits (245), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 77/276 (27%), Positives = 120/276 (43%), Gaps = 35/276 (12%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 60 
           +T + +T  G  +GA + GV L   LD+A  A + AA L+H ++ F  QH L +  Q  F 
Sbjct: 8   RTDISVTKIGGNIGARIDGVWLGGDLDEATVARIRAALLEHKVVFFRQQHHLDDAGQQAF 67 
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Query: 61  AKRFG-------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            +  G        +  +G G+I+ I              AE+           +WH+D T 
Sbjct: 68  GRLLGELTQPHPTVRSVGLGNILPID-------------AEYGRAN-------SWHSDVT 107 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS--- 170 
           ++  +   +V  A  +P  GG T +A+   AY  L ++ +AL  +  A H+ +Y  S    
Sbjct: 108 FVDRIPAFSVLRAVTIPPYGGSTVWANTATAYANLPDSLKALAEKLWAVHTNLYDYSRHV 167 
 
Query: 171 ---KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
              ++G +      Y             P+V+VHPETG   LL+G     + G+ +AES  
Sbjct: 168 DERRIGGIDVKERDYRDEFRSEVYETEHPVVRVHPETGERVLLLGHFVKHLVGLSSAESN 227 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
                L     +       QW  GDV +WDNR   H 
Sbjct: 228 VIFNLLQARITRLENTVRWQWRPGDVAIWDNRATQH 263 
 
 
>gb|ADC34047.1| TfdA-like protein [uncultured bacterium] 
          Length = 191 
 
 Score = 99.0 bits (245), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 65/211 (30%), Positives = 102/211 (48%), Gaps = 25/211 (11%) 
 
Query: 56  QQITFAKRFGAIERI----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           QQI FA+R+G I       G  D   I  +K        +P E  +     VGN AWH D 
Sbjct: 1   QQIAFARRWGNIHYFPLSPGLPDHPEILEIKK-------TPEEEKN-----VGN-AWHTD 47 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
             + P  A   +  A+ VP  GG T F++  AAY++L  A + ++       S++      
Sbjct: 48  QMFAPKPAMATMLYAKEVPRYGGDTMFSNQYAAYESLSSAMQQMLAGLKTVCSVL----- 102 
 
Query: 172 LGHVQQAGSAYIGYG-MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
              V+ +G  Y     +++    + PL++ HPETGR +L IG HA +  GM   ES+  L 
Sbjct: 103 --DVRNSGGNYNADAPVNSKTVSMHPLIRTHPETGRRALYIGNHARSFDGMTEEESKPLL 160 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           + L+  + +   +   +W  G + +WDNRC+ 
Sbjct: 161 DYLIQHSTRPETICRFRWRPGSMAIWDNRCV 191 
 
 
>ref|YP_710871.1| putative taurine dioxygenase [Frankia alni ACN14a] 
 emb|CAJ59264.1| putative taurine dioxygenase [Frankia alni ACN14a] 
          Length = 308 
 
 Score = 99.0 bits (245), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 77/275 (28%), Positives = 117/275 (42%), Gaps = 38/275 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P     GA + G+ L   LDDA  A + +A  Q  ++ F  QH+ + QQ+ F +RF 
Sbjct: 11  IDVRPLSGHTGAEIHGIDLREELDDATVAEIRSALHQWKVVFFRDQHIDHAQQVAFGRRF 70 
 
Query: 65  GAI---------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G +           +G  +I+ I + +    V     A +D+          WH D T + 
Sbjct: 71  GRLTPAHPHEEAPPVGFPEILPIDSRRY-AKVFGKRKATYDN---------GWHTDVTAL 120 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                 ++   +V+P  GG T + ++ AAY+ L E  R L     ARHS        G+  
Sbjct: 121 VNPPTASILRGDVIPPYGGDTAWTNLVAAYEGLPEPLRNLADGLRARHS-------FGNF 173 
 
Query: 176 QQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGRHAHA----IPGMDAAESER 228 
                    YG    A PL    P+V+VHPETG  +L +     A    I G    +S + 
Sbjct: 174 PSDSE----YGRRVAANPLVAIHPVVRVHPETGERALFVSPSFTAKDGEIIGFSPKQSRQ 229 
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Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            L+   D   ++      +W  GDV  WDNR   H 
Sbjct: 230 ILDVFYDQISRSEFTVRFKWNQGDVAFWDNRATAH 264 
 
 
>ref|YP_001563031.1| taurine dioxygenase [Delftia acidovorans SPH-1] 
 gb|ABX34646.1| Taurine dioxygenase [Delftia acidovorans SPH-1] 
          Length = 282 
 
 Score = 98.6 bits (244), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 79/274 (28%), Positives = 123/274 (44%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P    +GA + GV LA    DDA F+ + AA L+H +L    Q L+  + + FA+R 
Sbjct: 1   MRIEPMTCAIGAELLGVRLADAVRDDALFSEIRAALLRHKVLFLRDQGLTRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + +P + +D  +      +WH D+T+      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYRTPEQPNDRYE-----NSWHCDATWREAPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L +A +AL+    ARHS+  +      +++  +   
Sbjct: 112 VLHCVECPPVGGDTLWANMALAYERLPDAVKALIAPLRARHSIECTFGAAMPIERRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-------LEGLVD 235 
             Y          P+V+ HPETG   L +              + R          GL+  
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKVLFVNGFTTHFTNFHTPANVRVGQDFTQGASGLLQ 226 
 
Query: 236 WACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
           +      +  +Q    W AG V +WDNR   H A 
Sbjct: 227 YLIGQAAIPEYQVRWRWRAGSVAIWDNRATQHYA 260 
 
 
>ref|YP_003329314.1| TauD [Sinorhizobium meliloti] 
 gb|ABA55987.1| TauD [Sinorhizobium meliloti] 
          Length = 317 
 
 Score = 98.6 bits (244), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 75/276 (27%), Positives = 117/276 (42%), Gaps = 43/276 (15%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           + P    +GA V GV L   L D   AA++   L++ ++ F GQ HL   +Q  FA+R G 
Sbjct: 16  VVPLTGRVGAEVRGVRLGGDLSDVAIAAINQLLLKYKVIFFRGQEHLDEVEQELFARRLG 75 
 
Query: 66  AI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +          G   I+ + + +  G   Q                  WH D T++    
Sbjct: 76  DLVPHPTQGPTAGTASILNLDSSRGGGRADQ------------------WHTDVTFVDAY 117 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY---------SQ 169 
            + +V    V+P  GG T +++  AAY++L    + L     A HS  Y         S  
Sbjct: 118 PKFSVLRGVVIPTAGGDTIWSNTHAAYESLPAPLKLLADNLWAIHSNAYDYAAVRPRASA 177 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 229 
            +  H ++  ++ I Y  +       P+V+VHPETG  SLL+G     + G+  ++S +  
Sbjct: 178 EEKKHFEEVFTSTI-YETE------HPVVRVHPETGEKSLLLGNFVQRLVGLSKSDSAKL 230 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            E    +           W AGDV +WDNR   H A 
Sbjct: 231 YELFQSYVTAPENTVRWHWQAGDVAIWDNRATQHYA 266 
 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 305



>ref|YP_002129780.1| alpha-ketoglutarate-dependent taurine dioxygenase 
[Phenylobacterium 
           zucineum HLK1] 
 gb|ACG77351.1| alpha-ketoglutarate-dependent taurine dioxygenase [Phenylobacterium 
           zucineum HLK1] 
          Length = 289 
 
 Score = 98.6 bits (244), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 81/273 (29%), Positives = 124/273 (45%), Gaps = 23/273 (8%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M+Q+ LQI      LGA ++GV L+  L D   AA+  A ++H ++ F GQ L+ ++Q+  
Sbjct: 1   MSQS-LQIRRIAGALGAEISGVDLSQDLPDQTIAAIRRALVEHQVIFFRGQALTPERQVA 59 
 
Query: 60  FAKRFGAIE---RIGG--GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           F  RFG +     + G  G    +  +K             +   +V  G   WH+D ++ 
Sbjct: 60  FGARFGPLNVHPFVAGMAGQPAVMEIIK-------------EPQDRVNFGG-GWHSDMSF 105 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +   + G++  A  VP  GG T FA   AA++AL    +  +   +A HS     S  GH 
Sbjct: 106 LERPSIGSILYAVEVPDFGGDTLFASQAAAFEALSPGLQKTLEGLNAVHSASREYSARGH 165 
 
Query: 175 VQQAGSAY-IGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
             Q  SA  +          + P+V VHPETGR +L +       I G    ES+  L+  
Sbjct: 166 SAQKRSAMSVAEADGYVGEYVHPVVLVHPETGRKALYVNPAFTLRIDGWSKRESKPLLDY 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L + +         +W  G V  WDNR + H A 
Sbjct: 226 LFEHSRYEGFTCRFRWEPGSVAFWDNRSVWHFA 258 
 
 
>ref|ZP_01616036.1| putative dioxygenase [marine gamma proteobacterium HTCC2143] 
 gb|EAW33119.1| putative dioxygenase [marine gamma proteobacterium HTCC2143] 
          Length = 300 
 
 Score = 98.6 bits (244), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 82/291 (28%), Positives = 121/291 (41%), Gaps = 35/291 (12%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+    +T    +LGA V G++LA   D     +     QH +L FP Q LS D+ + F  
Sbjct: 10  AENLWDVTRLAGSLGAEVRGINLAQATDTDITEVQRLLNQHMVLFFPAQFLSEDEHVAFG 69 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
             FG +E  G  ++    +      +R       D+          WH D T+    A   
Sbjct: 70  AHFGPLE--GHPNLTNADSHPKLFELRASQGGVADE----------WHTDITFQEQPALM 117 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++      P  GG T + ++  A+DAL    + +    SA H                 A 
Sbjct: 118 SILKMVKCPESGGDTMWTNLCDAFDALSPPMQEMCMGLSALHD----------------A 161 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQA 240 
           +     D  A  + P+V++HPETGR +L +  H    I  M A ES+  L  L  W  Q+ 
Sbjct: 162 HPHDRADKMA--IHPVVRIHPETGRKALYVNEHFTRRIVEMSAVESDSVLRFLTRWV-QS 218 
 
Query: 241 PRVHA-HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RPETEG 289 
           PR    + W  G + +WDNRC  H     DF   R++    + G RPE  G 
Sbjct: 219 PRFTVRYHWTEGAIGMWDNRCTQHYVLN-DFSEERIIQRVTVMGDRPEGPG 268 
 
 
>ref|YP_001700840.1| putative taurine dioxygenase [Mycobacterium abscessus ATCC 19977] 
 emb|CAM60186.1| Putative taurine dioxygenase [Mycobacterium abscessus] 
          Length = 310 
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 Score = 98.2 bits (243), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 84/297 (28%), Positives = 127/297 (42%), Gaps = 38/297 (12%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAK 62 
           + L++   G  +GA + GV L  +D A  +A++ A L+H ++ F GQH  +D+ Q  FAK 
Sbjct: 3   SDLRVVKLGENIGARIDGVRLGEVDTATASAINEAMLEHKVVFFRGQHHVDDEVQFAFAK 62 
 
Query: 63  RFGAIER----IGGGDIVAIS-NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
             G        +   D+  +  + +  G   Q                  WH D T++   
Sbjct: 63  SMGIPTTPHPTLTSSDVKVLPIDSEEGGRANQ------------------WHTDVTFVDR 104 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHV 175 
           + + ++  A  +P  GG T +    AAY  L +  + L     A H+    Y+Q     V 
Sbjct: 105 IPKASILRAVELPPYGGTTTWTSTVAAYRQLPKPLQDLADNLWAMHNNQFDYTQVDPAKV 164 
 
Query: 176 QQ------AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE-- 227 
            +      +GS Y+     T      P+V+VHPETG  +LL+G     I  + A+ES+   
Sbjct: 165 AELLAKAGSGSKYVREFGATHFETHHPVVRVHPETGEKALLLGNFVKRILDVSASESQAL 224 
 
Query: 228 -RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            R  +  V W     R     W  GDV +WDNR   H A       PR M    LAG 
Sbjct: 225 FRMFQDRVTWLENTIR---WSWELGDVAMWDNRATQHYAISDYGDQPRRMHRVTLAG 278 
 
 
>ref|ZP_01065145.1| Probable taurine catabolism dioxygenase [Vibrio sp. MED222] 
 gb|EAQ53613.1| Probable taurine catabolism dioxygenase [Vibrio sp. MED222] 
          Length = 271 
 
 Score = 98.2 bits (243), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 72/269 (26%), Positives = 119/269 (44%), Gaps = 25/269 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L+I      +GA + GV LAT        ++ A + H ++    Q LS +Q +  A+RFG 
Sbjct: 2   LKIEQVTPHIGARIHGVDLATCSVTELDEVYQALISHQVIFLGDQILSPEQHLMIAERFG 61 
 
Query: 66  AIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +E       R+     V++       T R ++P E             WH D T+  V  
Sbjct: 62  QLELAHPFFPRVESAPQVSVIE-----TTRGNAPME-----------SYWHTDLTWRKVP 105 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQ 177 
           ++ ++  A+ +P+ GG T +  M A +D+LDE  +  +   SA HSLV +   +   ++  
Sbjct: 106 SKASLLHAQHIPSTGGDTIWCSMTAVFDSLDEDMKVKLRGLSATHSLVAFEGVEPDQIEL 165 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDW 236 
                +          + P+V+ HPETG+ +L I       I  +D  ES+  L  L +  
Sbjct: 166 DWHKSLLKTAQQNPPVIHPVVQSHPETGKETLYINEQFTRYINELDRQESDILLNQLFEI 225 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           A +       +W  G + +WDNR   H A 
Sbjct: 226 ARRPEFQVRFKWDKGSMAIWDNRVTQHYA 254 
 
 
>ref|ZP_01812660.1| Probable taurine catabolism dioxygenase [Vibrionales bacterium 
           SWAT-3] 
 gb|EDK29869.1| Probable taurine catabolism dioxygenase [Vibrionales bacterium 
           SWAT-3] 
          Length = 271 
 
 Score = 98.2 bits (243), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 70/269 (26%), Positives = 122/269 (45%), Gaps = 25/269 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L+I P    +GA + G++L+   ++    ++ A + + ++ F  Q LS +Q +  AKRFG 
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Sbjct: 2   LKIEPITPHIGARIHGLNLSGCSESELDDVYQALVTYQVVFFDEQSLSPEQHLALAKRFG 61 
 
Query: 66  AIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +E       R+     V++       T R ++P E             WH D T+  +  
Sbjct: 62  ELEPAHPFFPRVERAPQVSVIE-----TTRGNAPME-----------SYWHTDLTWRELP 105 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQ 177 
           ++ ++  A+ VP VGG T +  M A +D+LDE+ +  +   SA HSLV +   +   ++  
Sbjct: 106 SKASLLHAQHVPDVGGDTIWCSMTAVFDSLDESMKDKLRGLSATHSLVAFEGLESDQIEL 165 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDW 236 
                +            PLV++HPETG+ +L I       I  ++  E +  L  L +  
Sbjct: 166 DWHKSLLKTAQENPPVKHPLVQLHPETGKETLYINEQFTRYINELEREEGDALLSQLFEI 225 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +       +W  G + +WDNR   H A 
Sbjct: 226 TRRPEYQVRFKWNKGSMAIWDNRVTQHYA 254 
 
 
>ref|ZP_05521780.1| dioxygenase [Streptomyces lividans TK24] 
 ref|ZP_06526600.1| dioxygenase [Streptomyces lividans TK24] 
 gb|EFD64850.1| dioxygenase [Streptomyces lividans TK24] 
          Length = 328 
 
 Score = 98.2 bits (243), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 89/295 (30%), Positives = 125/295 (42%), Gaps = 22/295 (7%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T +++ P    +GA + GV LA  LD A  AA+ +A L+  ++ F  Q L +   + FA+ 
Sbjct: 19  TGIEVEPVAGHIGAEIRGVDLAAGLDAAQVAAVRSAVLRWKVVFFRDQRLDHAGHVAFAR 78 
 
Query: 63  RFG---AIERIGGGDIVAISNVKAD------GTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            FG    + R G         ++        G        EW    +  +    WH D   
Sbjct: 79  LFGEPVVLPRRGKASPAGFPEIETTADRLELGGRFGMEHDEWLRRRRHTL-LRGWHCDHG 137 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
                    V  AE VP  GG T +A++ AAY  L    RA V    A H L      +G 
Sbjct: 138 ARVDPPAATVLRAETVPPYGGDTTWANLAAAYAGLSAPLRAFVDTLRAEHRL-----GVG 192 
 
Query: 174 HVQQAG-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLE 231 
           +  + G  AY+ + +      + PLV+VHPETG   L + G +   I G+   ES   LE 
Sbjct: 193 YQPRPGDDAYVRHLLHHQTATVHPLVRVHPETGERVLFVNGYYVEQIAGLSRPESAAILE 252 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
            LV+ A +       +W  G V  WDNR  +H A P D      PR M    L G 
Sbjct: 253 LLVEQATRPEYTVRFRWEPGSVAFWDNRATIHLA-PGDHAHLDHPRTMHRVMLTG 306 
 
 
>ref|YP_442487.1| dioxygenase, TauD/TfdA [Burkholderia thailandensis E264] 
 ref|ZP_02388151.1| dioxygenase, TauD/TfdA [Burkholderia thailandensis Bt4] 
 ref|ZP_05586956.1| dioxygenase, TauD/TfdA [Burkholderia thailandensis E264] 
 gb|ABC36290.1| dioxygenase, TauD/TfdA [Burkholderia thailandensis E264] 
          Length = 292 
 
 Score = 98.2 bits (243), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 83/268 (30%), Positives = 121/268 (45%), Gaps = 20/268 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G    +  A L++ +L F  Q  LS + QI F K 
Sbjct: 3   TLEIRPLSGTIGAQVRNRTLAGVVESGRVDEIRQALLRYKVLFFTNQPDLSVETQIAFGK 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +E             K DG   Q     +D  +     ++ WH D +     +    
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Sbjct: 63  LFGELE-----TNFPSFTAKPDG---QPEVTVFDGAVSTGRASI-WHTDLSIAKTPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
           +   +  PA GG T +AD+ AAY AL    +A +  + A H ++  Q   + G  Q  G  
Sbjct: 114 ILCVKETPASGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAQRPGAFQTQGR 173 
 
Query: 181 AYIGYGMDTTAT--PLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
           +     MD +       P+V+VHPETGR  L +     + I G  +AES   L  L     
Sbjct: 174 S----DMDLSEVFGAEHPVVRVHPETGRKCLFVNPFLTSHITGFHSAESATILNYLYALM 229 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   V    W+ GDV +WDNRC +H A 
Sbjct: 230 ERPQYVVRWHWSNGDVALWDNRCTMHTA 257 
 
 
>ref|YP_472514.1| putative taurine dioxygenase protein [Rhizobium etli CFN 42] 
 gb|ABC93787.1| putative taurine dioxygenase protein [Rhizobium etli CFN 42] 
          Length = 309 
 
 Score = 98.2 bits (243), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 71/262 (27%), Positives = 113/262 (43%), Gaps = 29/262 (11%) 
 
Query: 15  LGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAI----- 67 
           +GA + G+ L   L DA  AA++   L+H ++ F  Q HL + +Q  FA+R G +      
Sbjct: 23  VGAEIKGIRLGGELSDATVAAINQLLLKHKVIFFRDQGHLDDSEQEAFARRLGDLVPHPT 82 
 
Query: 68  --ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                G   I+ + + +  G   Q                  WH D T++    + +V   
Sbjct: 83  QGPVSGTASILNLDSSRGGGRADQ------------------WHTDVTFVDAYPKFSVLR 124 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQQAGSAYI 183 
             V+PA GG T +++  AAY++L    + L     A HS  Y  + +      +    +  
Sbjct: 125 GVVIPAAGGDTIWSNTHAAYESLPAPLKLLADNLWAIHSNAYDYAAVRPRATAEEKKHFE 184 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                T      P+V+VHPETG  SLL+G     + G+  ++S +  E    +        
Sbjct: 185 EVFTSTIYETEHPVVRVHPETGERSLLLGNFVQRLVGLSKSDSAKLYEVFQSYVTAPENT 244 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRA 265 
              +W AGDV +WDNR   H A 
Sbjct: 245 VRWRWRAGDVAIWDNRATQHYA 266 
 
 
>gb|ACF98187.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [uncultured bacterium 1114] 
          Length = 280 
 
 Score = 98.2 bits (243), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 80/269 (29%), Positives = 115/269 (42%), Gaps = 20/269 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +  +TL I  +   LGA + G+ L+  LD    A + AA L+H ++ F  Q ++  Q +  
Sbjct: 2   LRNSTLTIERSAGALGAEINGLDLSQDLDGEIVAQIRAALLEHLVVFFRDQTMTPQQLVA 61 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           F +RFG          V    VK      +       +  KV  G + WH+D+TY+     
Sbjct: 62  FGRRFGMP--------VEYPFVKGTPEAPEVIEVLKLEHEKVNFGGI-WHSDTTYLAEPP 112 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G++  A  VP  GG T FA+M  AY++L    R L+   +A      S S    V +   
Sbjct: 113 MGSMLLAAEVPPFGGDTLFANMFLAYESLSARMRELLDGLTA-----ISSSAKADVSRTR 167 
 
Query: 180 SAYI----GYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
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              I    G G  T      P+V+ HPE+GR  L +   H     GM A ESE  L  L  
Sbjct: 168 EDRIASNPGGGAKTVYEAEHPVVRTHPESGRKGLYVNIAHTVRFGGMTAEESEPLLAFLF 227 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
               +       +W  G +  WDNR   H 
Sbjct: 228 RHQTKPEFTCRFRWQPGSLAFWDNRSTQH 256 
 
 
>emb|CAK48578.1| unnamed protein product [Aspergillus niger] 
          Length = 311 
 
 Score = 97.8 bits (242), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 84/280 (30%), Positives = 131/280 (46%), Gaps = 28/280 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL   P   TLGA   GV  +  + DA    L AA  ++ +L+F    L + +   FA++ 
Sbjct: 19  TLTFRPLHPTLGAECEGVDFSKPVPDAVIEQLRAAMAKNGILVFRATGLDDARHTAFARQ 78 
 
Query: 64  FG------AIERIG-------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 110 
            G      A+ + G        G+++ I NV  DG +   S   W    +++ G   +H  
Sbjct: 79  LGEPMVDSAVGKPGVPNRLDPKGELMDIGNVDGDGRIL--STTSWRS--QLLRGTRLFHV 134 
 
Query: 111 DSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           D +Y    A  ++  A  +P    GG T FAD R AY  L E T+  +      HSL+ S 
Sbjct: 135 DGSYFQRRAGYSLLRAHQLPPRGTGGATAFADTRTAYADLAEETKNEIQNHVLWHSLMQS 194 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 226 
           +  LG    A   ++   +   AT      LV++H  + R +L +G HA+ I G   A+S 
Sbjct: 195 R-YLG----APENWLIRLLPEAATSRGRHQLVQLHKPSNRMNLYLGSHAYQIDGWSRADS 249 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWA-AGDVVVWDNRCLLHRA 265 
           +  +E L+  A Q   V    W   GD+++WDN C++HR+ 
Sbjct: 250 KPVIEALMRHASQDKYVLTVDWQNNGDMIMWDNTCVMHRS 289 
 
 
>ref|YP_004018287.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
 gb|ADP82417.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
          Length = 275 
 
 Score = 97.8 bits (242), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 83/274 (30%), Positives = 125/274 (45%), Gaps = 21/274 (7%) 
 
Query: 15  LGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGG 72 
           +GA V  V +  +  DD    A   A  ++ +L+F   ++ ++ QI F ++ G + +I G 
Sbjct: 13  VGAEVVDVDVDRMLHDDDLPTACLRALEENGVLLFRELNIDDEAQIAFGRKLGRLAQIPG 72 
 
Query: 73  ---GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
               +++ IS   A+    Q+ P+           N  WH D +   + A+ A+ SA V+ 
Sbjct: 73  YRSPEVMEISFDPANPNA-QYFPS-----------NDHWHFDGSMDDIPAKAALMSARVI 120 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
              GG T FA    AYDAL +  +         H+    Q +     Q  +        + 
Sbjct: 121 TDEGGETEFASTYVAYDALSDEEKDRFAGLRILHTFESIQRR---TYQDPTPEQLEDWAS 177 
 
Query: 190 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 249 
                 PLV  H E+GR SL+ G  A  + GMD  ES   L  L   +    RV  H W+ 
Sbjct: 178 WEDREHPLVWEH-ESGRRSLVFGASAARVIGMDVEESRALLADLERRSTAPDRVLRHSWS 236 
 
Query: 250 AGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            GD+V+WDN  L+HRA P+D   PR M  + LAG 
Sbjct: 237 VGDLVIWDNLGLVHRACPFDRTQPRRMHRTTLAG 270 
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>ref|ZP_05225744.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Mycobacterium intracellulare ATCC 13950] 
          Length = 280 
 
 Score = 97.8 bits (242), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 90/295 (30%), Positives = 130/295 (44%), Gaps = 30/295 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL-DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L IT    ++GA V G+    L DD+  AA+  A   + +L+F G HL    Q+ F +   
Sbjct: 4   LTITKLTESVGAEVAGLGPTELADDSVGAAVLDALEDNGVLVFRGLHLDPVAQVGFCRLL 63 
 
Query: 65  GAIERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM---PVMA 119 
           G ++    G   +  I  +  D +  +++ A +      +     WH D            
Sbjct: 64  GEVDHSSDGHHPVAGIYPITLDKS--KNASAAY------LKATFDWHIDGCTPLGDECPQ 115 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDAL-DE-----ATRALVHQRSARHSLVYSQSKLG 173 
           +  V SA  V   GG T FA+  AAYD L DE      T  +VH   A    VY       
Sbjct: 116 KATVLSAVRVAEWGGETEFANSYAAYDDLTDEEKQRFGTLRVVHSLEASQRRVYPDPSPE 175 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
            VQ+  S           T   PLV  H  +GR SL++G  A  + GM+  E    L+ L 
Sbjct: 176 QVQRWRS---------RRTHEHPLVWTH-RSGRKSLVLGASADYVVGMELDEGRALLDEL 225 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 288 
           +  A    +V++H W+ GD V+WDNR +LHRA P+D    R M  + + G    E 
Sbjct: 226 LARATTPEKVYSHSWSVGDTVIWDNRGVLHRAAPYDPDSQREMLRTTVLGDEPIE 280 
 
 
>ref|ZP_02374281.1| dioxygenase, TauD/TfdA [Burkholderia thailandensis TXDOH] 
          Length = 292 
 
 Score = 97.8 bits (242), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 83/268 (30%), Positives = 121/268 (45%), Gaps = 20/268 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G    +  A L++ +L F  Q  LS + QI F K 
Sbjct: 3   TLEIRPLSGTIGAQVRNRTLAGVVESGRVDEIRQALLRYKVLFFTNQPDLSVETQIAFGK 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +E             K DG   Q     +D  +     ++ WH D +     +    
Sbjct: 63  LFGELE-----TNFPSFTAKPDG---QPEVTVFDGAVSTGRASI-WHTDLSIAKTPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
           +   +  PA GG T +AD+ AAY AL    +A +  + A H ++  Q   + G  Q  G  
Sbjct: 114 ILCVKETPASGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAQRPGAFQTQGR 173 
 
Query: 181 AYIGYGMDTTAT--PLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
           +     MD +       P+V+VHPETGR  L +     + I G  +AES   L  L     
Sbjct: 174 S----DMDLSEVFGAEHPVVRVHPETGRKCLFVNPFLTSHITGFHSAESATILNYLYALM 229 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   V    W+ GDV +WDNRC +H A 
Sbjct: 230 ERPQYVVRWHWSNGDVALWDNRCTMHTA 257 
 
 
>ref|XP_002152412.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Penicillium marneffei ATCC 18224] 
 gb|EEA19475.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Penicillium marneffei ATCC 18224] 
          Length = 336 
 
 Score = 97.8 bits (242), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 77/284 (27%), Positives = 128/284 (45%), Gaps = 23/284 (8%) 
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Query: 6   LQITPT-GATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           L + P    + GA V+G++     L DA    L     ++A++IF   +L ND+ + F++ 
Sbjct: 9   LTVAPILNNSFGAEVSGINWDQVPLPDATIKTLITLQNKYAIIIFRNTNLDNDRHVAFSQ 68 
 
Query: 63  RFGAIE---------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           + GA+E         R+    +  +SN++ADG+V +     W   +    GN  WH DS  
Sbjct: 69  QLGALELNPVWGNTTRVNNQYLFDVSNLEADGSVAKRGSRRWAHSL----GNALWHTDSA 124 
 
Query: 114 YMPVMAQGAVFSAEVVPAVG-GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +    A+ ++  A  VP  G G+T FAD R A+  LDE  +  +      H L +S+    
Sbjct: 125 FNQHRAKYSLLLAHSVPGEGKGKTTFADTRRAWRELDEERKGELKDVVVEHELWHSRRLA 184 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE---SERF 229 
              + +       G    A     LV+  P     +  +  HA  +   D  E   S++  
Sbjct: 185 APEEYSELTPEERGKKPPA--YHRLVQRTPNGEEETFFLAAHAKRLFSKDGEELEDSQKK 242 
 
Query: 230 LEGLVDWACQAPRVHAHQW-AAGDVVVWDNRCLLHRAEPWDFKL 272 
           +  L+    Q       +W +AGD++ WDNR  +HRA  +D K+ 
Sbjct: 243 IWDLIAHCTQDKYTFVAEWKSAGDLMWWDNRQSMHRASAYDEKM 286 
 
 
>ref|ZP_02363324.1| dioxygenase, TauD/TfdA [Burkholderia oklahomensis C6786] 
          Length = 292 
 
 Score = 97.8 bits (242), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 81/266 (30%), Positives = 122/266 (45%), Gaps = 16/266 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G    +  A L++ +L F  Q  LS + QI F K 
Sbjct: 3   TLEIRPLSGTIGAQVRNCTLAGVVESGRVDEIRQALLRYKVLFFTNQPDLSVETQIAFGK 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +E     D  + +  K DG   Q     +D  +     ++ WH D +     +    
Sbjct: 63  LFGELET----DFPSFT-AKPDG---QPEVTVFDGAVSTGRASI-WHTDLSIAKRPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
           +   +  P  GG T +AD+ AAY AL    +A +  + A H ++  Q   + G  Q  G  
Sbjct: 114 ILCVKETPDSGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAERPGAFQTQGR 173 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQ 239 
           + +   +        P+V+VHPETGR  L +     + I G  +AES   L  L     + 
Sbjct: 174 SDMD--LSNVFGAEHPVVRVHPETGRKCLFVNPFLTSHITGFHSAESAMILNHLYALMER 231 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
              V    W+ GDV +WDNRC +H A 
Sbjct: 232 PQYVVRWHWSNGDVALWDNRCTMHTA 257 
 
 
>ref|YP_001511156.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW16250.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 277 
 
 Score = 97.8 bits (242), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 85/289 (29%), Positives = 130/289 (44%), Gaps = 23/289 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQH-ALLIFPGQHLSNDQQIT 59 
           M  TT +ITP   T  + + G  L    D G A    A L+   +++F    + ++  +  
Sbjct: 1   MGTTTRKITPNTGTEFSGLKGTQLV---DKGVADDALAALEETGVVVFSEADIDDESLVA 57 
 
Query: 60  FAKRFGAIERI--GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FA+  G +  +  G   I  I  +  D +  Q   A + +          WH D T   V 
Sbjct: 58  FARLLGNVLPLPMGSHKIKEIQRITRDAS--QSKLAAYRE------ATFYWHIDGTTGEV 109 
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Query: 118 MAQGAVFSAEVVPA-VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGH 174 
             +  + +A  +     G T FA+  AAY+AL +  +A +    A HS   SQ  +     
Sbjct: 110 PDKATLLTARRISGDPEGDTEFANTYAAYEALSDEEKAQLEGVRALHSFTASQLVANPNP 169 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
             +  +A+     D   T  +P+V      GR SLL+G  A  + G+ A E    L+ L+ 
Sbjct: 170 SPEERAAW-----DRNPTREQPIVWTR-RNGRKSLLVGSTAGEVVGLPADEGRALLDRLL 223 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           DWA Q   V  H+W  GD+V+WDN  +LHRA P+     R+M  + LAG 
Sbjct: 224 DWATQPQFVLRHRWTQGDLVIWDNTGMLHRALPYGPSSSRLMHRASLAG 272 
 
 
>ref|YP_003594362.1| taurine dioxygenase [Caulobacter segnis ATCC 21756] 
 gb|ADG11744.1| Taurine dioxygenase [Caulobacter segnis ATCC 21756] 
          Length = 295 
 
 Score = 97.4 bits (241), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 78/272 (28%), Positives = 123/272 (45%), Gaps = 28/272 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TP G  LGA ++G+ L A L     AA+ AA L++ ++ F  Q +S +  + F + F 
Sbjct: 18  LTVTPAGTVLGAEISGIDLRAPLKPEIVAAIRAALLRYKVVFFRDQDISYEDHVRFGRYF 77 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +E         G  +I+ I    ADG   +      +D++ ++     WH D T+    
Sbjct: 78  GDLEGHPVTSHVPGFPEILHIE--AADGMKLR------EDIVPIVRAANKWHTDVTFREA 129 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            + G V     +P +GG T FAD  A Y  L    +  +   +A H ++  QS    V + 
Sbjct: 130 PSMGGVLRMRQMPPLGGDTLFADTAAIYRDLPPKLKDQIADLTAEHDII--QSYGYRVDE 187 
 
Query: 178 AGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           A    +       A P  + P+V+ HPETG   L + +     I G+   E++  L  L+ 
Sbjct: 188 AKRQEL-----RAAYPPMVHPVVRTHPETGEKHLFVNKVFTTRILGLPEDEAKALLNELL 242 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           D   +AP      +W    +V WDNR   H A 
Sbjct: 243 D-RVKAPEYQVRFRWTPNAIVFWDNRATQHYA 273 
 
 
>ref|YP_857443.1| taurine dioxygenase [Aeromonas hydrophila subsp. hydrophila ATCC 
           7966] 
 gb|ABK38038.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aeromonas 
           hydrophila subsp. hydrophila ATCC 7966] 
          Length = 284 
 
 Score = 97.4 bits (241), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 80/277 (28%), Positives = 121/277 (43%), Gaps = 35/277 (12%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
            +L ITP G  +GA ++G+ LA  LD+  FA L  A L H +L F  Q ++  QQ   A  
Sbjct: 3   NSLHITPLGPHIGAEISGISLAGPLDEGQFAQLQQALLTHQVLFFRDQPITPRQQRALAN 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV---------GNMAWHADST 113 
           RFG +                   V  H+P    +  ++IV          N  WH D T 
Sbjct: 63  RFGDLH---------------IHPVYPHAP----EAEEIIVLDTHDDNPPDNDNWHTDVT 103 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           ++      A+ +A+ +P VGG T +A   AA++ L    + L+    A H   +++S    
Sbjct: 104 FIETPPALAILAAKQLPPVGGDTLWASGIAAFEGLSPRLQQLLTGLEAEHD--FTKSFPA 161 
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Query: 174 HVQQAGSAYIGYGMDTTA--TPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERF 229 
           H   A  A      +  A   PLR P+++ HP +GR +L +       +P + A ESE   
Sbjct: 162 HRHNASPAEYQRWQEAAARHPPLRHPVIRTHPLSGRQALFVNEGFTTRLPDLPAQESEAL 221 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
           L  L     +       +W   D+ +WDNR   H A  
Sbjct: 222 LTFLFRHVTKPEYQVRWRWREHDIAIWDNRVTQHYAN 258 
 
 
>gb|ADY81776.1| putative alkylsulfatase [Acinetobacter calcoaceticus PHEA-2] 
          Length = 302 
 
 Score = 97.4 bits (241), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 118/288 (40%), Gaps = 28/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + + P    +GA + GV L++ L+      +  + L+H ++ F  Q HL++ +Q  FA+  
Sbjct: 14  IDVIPLAGRIGAQINGVELSSNLNSEVLNQIRQSLLEHKVIFFRNQEHLTDQEQEKFAEL 73 
 
Query: 64  FG------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            G       +    G   +   + + DG                      WH D T++   
Sbjct: 74  LGQPISHPTVPVAEGSTYIFELDSRHDGRAD------------------VWHTDVTFVSN 115 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHV 175 
             + ++  A   P  GG T +A+  AAYD L E  + L +Q  A H+    Y   +     
Sbjct: 116 YPKISILRAVTTPNRGGDTTWANTEAAYDELPEPLKLLANQLRAIHTNDFDYGGFRPSAS 175 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +    +      T      PLV+VHPETG+ +L++G+      G+ A ES +  E   D 
Sbjct: 176 DEVVKRHQKIFASTVYEAEHPLVRVHPETGKRTLILGQFFKRFVGLTAKESNKLFEIFQD 235 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +        W  GDV +WDNR   H A        R+M    LAG 
Sbjct: 236 RITKPENTIRWTWKDGDVAIWDNRATQHLAVNDYGNALRIMRRVTLAG 283 
 
 
>ref|YP_001260806.1| taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
 gb|ABQ66668.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
          Length = 282 
 
 Score = 97.1 bits (240), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 79/269 (29%), Positives = 116/269 (43%), Gaps = 20/269 (7%) 
 
Query: 9   TPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA- 66 
           TP    +G+ V G+ L+  + +     L A      +++ PGQ + +   + FA  FG   
Sbjct: 6   TPLAPAIGSVVEGLDLSRDMSEPTMRRLLALLFDRGVVVIPGQTIDDAAYVRFASFFGTP 65 
 
Query: 67  ----IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
               I      D  AI  +  D      +PA   D      G + WH+DS+Y  V      
Sbjct: 66  LDFFIPEHRNADFPAIIRINNDPA----TPAAMRD------GAVHWHSDSSYESVPGCVT 115 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +   +  P  GG T FA   AAY  L EATRA +    ARH L  +    G  +   +   
Sbjct: 116 MLFGKEAPDQGGETHFASTSAAYADLPEATRARIDGLVARHELGRAPWIEGETRPDPN-- 173 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
                  T  P  PLV VHP TGR  +     A+AI GMD AE+   +  L +   +    
Sbjct: 174 --RPPRKTDAPSHPLVMVHPVTGRKGIFTSGTAYAIDGMDDAEATALIRELREHVAKPAY 231 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
             +++   GD+V+WDN   +H A P ++  
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Sbjct: 232 RISYKARPGDIVLWDNFGTVHCASPIEYS 260 
 
 
>dbj|BAJ32846.1| putative alkylsulfatase [Kitasatospora setae KM-6054] 
          Length = 324 
 
 Score = 97.1 bits (240), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 81/271 (29%), Positives = 115/271 (42%), Gaps = 22/271 (8%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFA 61 
           T L++TP    +GA V  V L A L     AAL AA  +H +L F GQ HL + +   FA 
Sbjct: 9   TELRLTPAAGRIGAIVHDVKLGADLPAETVAALEAALYEHKVLFFRGQEHLDDAEHEAFA 68 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                  R+ G  +   +   ADG        E D    V   N  WH D T++P   +  
Sbjct: 69  -------RLLGQPVFHPTVPSADG----RYIFELDATKGVRANN--WHTDVTFVPSYPKA 115 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS-------KLGH 174 
           ++  A  +P  GG T +A+  AAY  L E  + L     A H+  Y  +       +L   
Sbjct: 116 SILRALELPPAGGSTVWANTAAAYQDLPEPLKVLAESLRAVHTNDYDYAASLALSPELAD 175 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
             +    +    + T      PLV+VHP TG  +LL+G     I G+   +S   +E    
Sbjct: 176 NAEIAERFRRVFVSTAFKTEHPLVRVHPVTGEKNLLLGSFVLKIVGVSGKDSRALVELYQ 235 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +  +        W  GDV +WDNR   H A 
Sbjct: 236 RYVERLENTVRWDWQVGDVAIWDNRATQHYA 266 
 
 
>ref|NP_822287.1| taurine catabolism dioxygenase [Streptomyces avermitilis MA-4680] 
 dbj|BAC68822.1| putative taurine catabolism dioxygenase [Streptomyces avermitilis 
           MA-4680] 
          Length = 306 
 
 Score = 97.1 bits (240), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 90/291 (30%), Positives = 125/291 (42%), Gaps = 22/291 (7%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG- 65 
           + P    +GA + GV LA  +DD+  A + AA L+  ++ F  Q L +   + FA+RFG  
Sbjct: 1   MKPVAGHIGAEIRGVDLAGPMDDSVVAEIRAAVLRWKVVFFREQRLDHTSHVAFARRFGE 60 
 
Query: 66  --AIERIGGGDIVAISNVK--AD----GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
             ++   G         V+  AD    G       AEW    +       WH D       
Sbjct: 61  PVSLRSRGSASPPDFPEVETTADRLELGERYGMDHAEWL-RRRRHSLLRGWHCDHGARID 119 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHVQ 176 
                V  AE VP  GG T ++++ AAY  L +  R  V    A H L V  Q++ G    
Sbjct: 120 PPAATVLRAETVPPYGGDTTWSNLAAAYAGLSKPVRDFVDGLRAEHRLGVGYQARPG--- 176 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVD 235 
               AY+ + +D       PLV+VHPETG   L + G +   I  +   ES   L+ L+  
Sbjct: 177 --DDAYVRHLLDHQTASEHPLVRVHPETGERVLFVNGYYVEQIQDVSRTESRALLDMLLG 234 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
            A +       +W  G V  WDNR  +H A P D      PRVM    LAG 
Sbjct: 235 EATRPEYTVRFRWEPGSVAFWDNRATIHLA-PSDTAHLDHPRVMHRVMLAG 284 
 
 
>ref|ZP_07989330.1| taurine dioxygenase [Corynebacterium variabile DSM 44702] 
          Length = 325 
 
 Score = 97.1 bits (240), Expect = 3e-18,   Method: Compositional matrix adjust. 
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 Identities = 73/266 (27%), Positives = 110/266 (41%), Gaps = 24/266 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + TT  +T  G  +GA + G+ L+  + D     + +A   H  + F GQ L ++ Q  F 
Sbjct: 20  SATTPTVTRLGKNIGAVIEGIDLSGDITDDEVEFIRSALATHKAVGFRGQFLDDESQYAF 79 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
             R G          +A   V + G           D + +     +WH D +++  + + 
Sbjct: 80  TSRIGT-------PTLAHPTVHSTGL----------DRLVIEGAANSWHTDVSFVDRVPK 122 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            +V  A  +P  GG T FA+  AAY+AL E  R L     A HS  Y  +       +   
Sbjct: 123 ISVLRAVTLPPYGGSTLFANTVAAYNALPEPLRVLADSLWATHSNEYDYAN---SHDSNK 179 
 
Query: 181 AYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
               Y  + T  P     P+V +HPETG  SLL+G       G+   E     +   D   
Sbjct: 180 DKTEYHREFTRVPFETEHPVVHLHPETGERSLLLGHFVQGFLGLKTREFHDLFDIFQDRI 239 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            +   V +  W  GDVV+WDN    H 
Sbjct: 240 TRPDNVFSWDWQEGDVVLWDNHATQH 265 
 
 
>ref|ZP_05096186.1| Taurine catabolism dioxygenase TauD, TfdA family [marine gamma 
           proteobacterium HTCC2148] 
 gb|EEB77493.1| Taurine catabolism dioxygenase TauD, TfdA family [marine gamma 
           proteobacterium HTCC2148] 
          Length = 297 
 
 Score = 97.1 bits (240), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 87/271 (32%), Positives = 126/271 (46%), Gaps = 21/271 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
            +++T +G + GA V GV L+  L     A +  AWLQH +L FPGQ LS+D    F    
Sbjct: 20  NIEVTASGQSCGAEVRGVDLSRELAPTLVAQIREAWLQHQVLSFPGQSLSDDDLERFTLC 79 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGA 122 
           FG       GD   I+ +    T R+H  A   D  +   +    WH+D ++     QG  
Sbjct: 80  FGPF-----GDDPFIAPI----TGRKHIIAVQRDAGETTSLFAEQWHSDWSFQARPPQGT 130 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
                 +P  GG T FAD  AA  A+ ++ R  +  + A HS +   S  G +  A  A  
Sbjct: 131 CLYGVTIPPTGGDTLFADQVAAAAAMPKSLRDKLEGKRAVHSAIMGYSPAGILGDADKA- 189 
 
Query: 183 IGYGMDT------TATPLRPLVKVHPETGRPSLL--IGRHAHAIPGMDAAESERFLEGLV 234 
            G  MD        AT    ++  HPETGR S+L  +G +   I G++  E    L  L  
Sbjct: 190 AGRSMDIRPSDNAAATQSHLIIFSHPETGRDSILGTVG-YMIGIEGLEGEEERALLTELY 248 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +W  +    + H W  G +++WDNR +LH A 
Sbjct: 249 EWQTREEFRYRHHWEQGTLLMWDNRAVLHSA 279 
 
 
>ref|YP_002417336.1| putative taurine catabolism dioxygenase [Vibrio splendidus LGP32] 
 emb|CAV18911.1| Probable taurine catabolism dioxygenase [Vibrio splendidus LGP32] 
          Length = 271 
 
 Score = 97.1 bits (240), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 71/269 (26%), Positives = 121/269 (44%), Gaps = 25/269 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L+I      +GA + GV+LAT        ++ A + H ++    Q LS +Q +  A+RFG 
Sbjct: 2   LKIEQVTPHIGAQIHGVNLATCSVTELDEVYQALITHQVIFLGDQVLSPEQHLMIAERFG 61 
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Query: 66  AIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +E       R+     V++       T R ++P E             WH D T+  V  
Sbjct: 62  KLEPAHPFFPRVESAPQVSVIE-----TTRGNAPME-----------SYWHTDLTWRKVP 105 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQ 177 
           ++ ++  A+ +P+ GG T +  M A +++LDE  +A +   SA HSLV +   +   ++  
Sbjct: 106 SKASLLHAQHIPSTGGDTIWCSMTAVFESLDEDMKAKLRGLSATHSLVAFEGVESDQIEL 165 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDW 236 
                +          + P+V+ HPETG+ +L I       I  +D  +S+  L  L +  
Sbjct: 166 DWHKSLLKTAQKNPPVIHPVVQSHPETGKETLYINEQFTRYINELDRQDSDVLLYQLFEI 225 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           A +       +W  G + +WDNR   H A 
Sbjct: 226 ARRPEFQVRFKWDKGSMAIWDNRVTQHYA 254 
 
 
>emb|CAY27324.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 96.7 bits (239), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 73/125 (58%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRA YDALD+ T+ +V      HS ++S++K+G           +       P+R 
Sbjct: 1   TEFADMRAGYDALDDETKDIVEDLVCEHSQIFSRAKMGFTDLTPEERERF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+VHP TGR SL +  HA +I G    E++ FL  L + A Q   V+AH+W+ GD+V 
Sbjct: 55  QRLVRVHPVTGRKSLFLASHAGSILGWPVPEAQTFLMDLTEIATQRQFVYAHEWSVGDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_605995.1| taurine dioxygenase [Pseudomonas entomophila L48] 
 emb|CAK13178.1| taurine dioxygenase, 2-oxoglutarate-dependent [Pseudomonas 
           entomophila L48] 
          Length = 277 
 
 Score = 96.7 bits (239), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 81/269 (30%), Positives = 123/269 (45%), Gaps = 23/269 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA---TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           +L +TP    LGA ++GV ++   T++     A+  A LQH +L F  Q ++ +QQ  FA 
Sbjct: 2   SLTVTPLSPALGAQISGVDISREITVEQRD--AIEQALLQHQVLFFRDQPITPEQQARFA 59 
 
Query: 62  KRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            RFG +       I  I  NV     V        D  +  +  N  WH D T++P  A  
Sbjct: 60  ARFGDLH------IHPIYPNVPETPQV-----LILDTAVTDVRDNAVWHTDVTFLPTPAL 108 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQA 178 
           GAV SA+ +PA GG T +A   AA++AL    R ++   +A H     +   + G   +  
Sbjct: 109 GAVLSAKQLPAYGGDTLWASGIAAFEALSAPLREMLDGLTATHDFTKSFPLERFGTTPED 168 
 
Query: 179 GSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
            + +     +    PL  P+V+ HP +GR +L +       I  ++  ESE  L+ L    
Sbjct: 169 LARWEATRRNN--PPLSHPVVRTHPVSGRKALFVNEGFTTRINELNEQESEALLKLLFAH 226 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           A +       +W   DV  WDNR   H A 
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Sbjct: 227 ATRPEFSIRWRWQENDVAFWDNRVTQHFA 255 
 
 
>ref|YP_905004.1| taurine catabolism dioxygenase, TauD [Mycobacterium ulcerans Agy99] 
 ref|YP_001849453.1| taurine catabolism dioxygenase, TauD [Mycobacterium marinum M] 
 gb|ABL03533.1| taurine catabolism dioxygenase, TauD [Mycobacterium ulcerans Agy99] 
 gb|ACC39598.1| taurine catabolism dioxygenase, TauD [Mycobacterium marinum M] 
          Length = 298 
 
 Score = 96.7 bits (239), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 80/265 (30%), Positives = 110/265 (41%), Gaps = 17/265 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +   G+ +GA V GV L A LD A    + AA L+H ++ F  QH L + QQ+ FA   
Sbjct: 5   ITVKKLGSRIGAQVDGVSLGADLDAAAVDQIRAALLEHKVIFFRNQHHLDDQQQLQFAGL 64 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G    IG     A +    D  +     +EW    +       WH D T+       ++ 
Sbjct: 65  LGT--PIGH---PAAAAALPDAPIITPINSEWGKANR-------WHTDVTFAANYPAASI 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A  +P  GG T +A+   AY  L E  + LV    A H+  Y       VQ        
Sbjct: 113 LRAVTLPNYGGSTLWANTATAYAELPEPLKCLVENLWALHTNRYDYVANEAVQALTDTQQ 172 
 
Query: 184 GYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            +         R   P+V+VHPETG  +LL G       G+D+ ES    E L        
Sbjct: 173 AFRQAFQKPDFRTEHPVVRVHPETGERTLLAGDFVRGFVGLDSQESSALFELLQRRITSP 232 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  W +GDV +WDNR   HRA 
Sbjct: 233 ENTIRWNWESGDVAIWDNRATQHRA 257 
 
 
>ref|YP_003771048.1| taurine dioxygenase [Amycolatopsis mediterranei U32] 
 gb|ADJ50646.1| taurine dioxygenase [Amycolatopsis mediterranei U32] 
          Length = 306 
 
 Score = 96.7 bits (239), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 81/265 (30%), Positives = 112/265 (42%), Gaps = 24/265 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGF-AALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P G  +GA V GV L     A     L+ A L+  +L F  Q +++ QQ  FA  + 
Sbjct: 39  FTLRPLGRLIGAEVDGVDLGAPVGADLREELNHALLEWKVLFFRDQRITSAQQRAFAANW 98 
 
Query: 65  GAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           G +E    I  GD  A++  +    +  +                 WH D T+ P  A G 
Sbjct: 99  GELETNPFIPRGDDDAVTRFERTAAMPGYE--------------NIWHTDVTWRPAPALG 144 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           +V     VP VGG T +ADM AAYD L E  RA +   +A H  +      G  + +  A 
Sbjct: 145 SVLRLIEVPPVGGDTMWADMAAAYDNLPEDVRARIDGLTAVHDYL-----PGFDRFSDPA 199 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
            +    D       P+V+ HPETGR +L + +     I G+D  ES+R L  L   A    
Sbjct: 200 LLAQWQDRFPPVEHPVVRTHPETGRRTLFVNQAFTTHIAGLDRTESDRLLRYLFLQAHTP 259 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  W    V  WDNR   H A 
Sbjct: 260 EFQVRFSWRPNSVAFWDNRATQHYA 284 
 
 
>ref|YP_257415.1| taurine dioxygenase [Pseudomonas fluorescens Pf-5] 
 gb|AAY95680.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
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           fluorescens Pf-5] 
          Length = 279 
 
 Score = 96.7 bits (239), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 80/267 (29%), Positives = 120/267 (44%), Gaps = 19/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L ITP  + LGA + G+ ++  L      A+  A L+H +L F  Q ++  QQ  FA   
Sbjct: 2   SLTITPLSSALGAQIGGIDISQPLSIEHRDAIEQALLKHQVLFFRNQPVTPQQQARFAAC 61 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +       I  I  NV     V     AE D     +  N  WH D T++P  A GA 
Sbjct: 62  FGDLH------IHPIYPNVPEQPEVLILDTAETD-----VRDNAIWHTDVTFLPTPALGA 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGS 180 
           V SA+++P  GG T +A   AAY+AL E  + L+   +A H     +   + G+  +  + 
Sbjct: 111 VLSAKLLPEFGGDTLWASGIAAYEALSEPMKNLLQGLTATHDFTKSFPLERFGNTTEDLA 170 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            +          PL  P+++ HP +GR SL +       I  +  +ES   L+ L   A  
Sbjct: 171 RW--EETRRKNPPLSHPVIRTHPVSGRKSLFVNDGFTTRINELSESESAAILQLLFAHAT 228 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   D+  WDNR   H A 
Sbjct: 229 RPEFTIRWRWQENDIAFWDNRVTQHYA 255 
 
 
>ref|ZP_06917085.1| taurine catabolism dioxygenase [Streptomyces sviceus ATCC 29083] 
 gb|EDY57975.1| taurine catabolism dioxygenase [Streptomyces sviceus ATCC 29083] 
          Length = 298 
 
 Score = 96.7 bits (239), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 85/286 (29%), Positives = 120/286 (41%), Gaps = 25/286 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I    A +GA V GV LA  LD+   AAL  A   H  L+F   HL ++ Q  FA+ F 
Sbjct: 4   IEIRKVTANIGAQVFGVDLAEPLDEETAAALRDALNTHKALVFSDVHLDDEGQQAFARHF 63 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQG 121 
           G +         A   V A        P + +       G  A   WH D T++    Q  
Sbjct: 64  GDL-------TTAHPTVPAVDGAPNVLPVDSE-------GGRAANHWHTDVTFVLNPPQA 109 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS----QSKLGHVQQ 177 
           +   +  +P  GG T  A+  AAY  L E  R L     A H+  Y     +  L   Q  
Sbjct: 110 STLRSLTIPPYGGETLIANSAAAYRDLPEPLRRLADDLWAEHTNDYDYAVPEETLDEEQA 169 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
           A  A            + P+V+VHP TG   L IG  A  I G+   ES + L+ L  +  
Sbjct: 170 ARRAQF---TSIKYRTVHPVVRVHPLTGERGLFIGGFAQRIVGLSTGESRKLLDLLQSYV 226 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +   +  H+W+   +V++DNR   H A      LPR +    +AG 
Sbjct: 227 TRPENLLRHRWSENQLVLFDNRITQHYAVDNYDGLPRRLHRVTVAG 272 
 
 
>ref|XP_003195730.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase 
           [Cryptococcus gattii WM276] 
 gb|ADV23943.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase, 
           putative [Cryptococcus gattii WM276] 
          Length = 312 
 
 Score = 96.7 bits (239), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 128/288 (44%), Gaps = 32/288 (11%) 
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Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T+  TP   T  A  +GV    +       +     ++ +L+F    L++   +  ++ F 
Sbjct: 2   TINYTPLHPTFVAEASGVDFNNITPEVVEEIKEGMAKYGVLVFRKTGLNDKNHVEMSRLF 61 
 
Query: 65  GA------------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV--GNMAWHA 110 
           G             I R+   ++  +SNV  +G + Q +        + I+  GN  +H  
Sbjct: 62  GELDDVKPYNALGRINRLAYDELFDVSNVDPEGNIFQPT------GQRAIINRGNTVFHC 115 
 
Query: 111 DSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARH-SLVY 167 
           DS++ P  A  ++  A  +P    GG T FAD R AY+ L E      H+R+ +   L + 
Sbjct: 116 DSSFNPRRAGYSLLLAHELPPAGTGGNTEFADTRTAYNDLPEE-----HKRAIKDWVLWH 170 
 
Query: 168 SQSKLGHVQQAGSAYIG-YGMDTTATPL--RPLVKVHPETGRPSLLIGRHAHAIPGMDAA 224 
           SQ     V   G   +       T+ P     LV++H  +GR +L I  HA+ +  +    
Sbjct: 171 SQHHSRRVANPGEPLLDQKKFLPTSHPFGKHKLVQIHEPSGRTNLYIANHAYKVESLPLE 230 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAA-GDVVVWDNRCLLHRAEPWDFK 271 
           + +  ++ L+D       V + +W   GD+V+WDN C++HRA P  F+ 
Sbjct: 231 QGQAEIKALLDHCSSPNYVCSVEWKNNGDLVIWDNTCVMHRAVPGAFE 278 
 
 
>ref|ZP_08138776.1| taurine dioxygenase [Pseudomonas sp. TJI-51] 
 gb|EGB99951.1| taurine dioxygenase [Pseudomonas sp. TJI-51] 
          Length = 277 
 
 Score = 96.7 bits (239), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 82/267 (30%), Positives = 121/267 (45%), Gaps = 19/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L ITP    LGA ++GV ++  +  A   A+  A LQH +L F  Q ++ +QQ  FA R 
Sbjct: 2   SLTITPLSPALGAQISGVDISRDITAAQRDAIEQALLQHQVLFFRDQPINPEQQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +       I  I  NV     V        D  +  +  N  WH D T++P  A GA 
Sbjct: 62  FGDLH------IHPIYPNVPDTPQV-----LVLDTAVTDVRDNAVWHTDVTFLPTPALGA 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGS 180 
           V SA+ +PA GG T +A   AA++AL    R ++   +A H     +   + G   +  + 
Sbjct: 111 VLSAKQLPAYGGDTLWASGIAAFEALSAPLRGMLDGLTATHDFTKSFPLERFGTTAEDLA 170 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            +     +    PL  P+V+ HP +GR +L +       I  +   ESE  L+ L   A  
Sbjct: 171 RWEATRRNN--PPLSHPVVRTHPVSGRKALFVNEGFTTRINELSELESEALLKLLFAHAT 228 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 229 RPEFSIRWRWQEHDVAFWDNRVTQHFA 255 
 
 
>ref|YP_003732176.1| putative alkylsulfatase [Acinetobacter sp. DR1] 
 gb|ADI90803.1| putative alkylsulfatase [Acinetobacter sp. DR1] 
          Length = 302 
 
 Score = 96.7 bits (239), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 118/288 (40%), Gaps = 28/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + + P    +GA + GV L++ L+      +  + L+H ++ F  Q HL++ +Q  FA+  
Sbjct: 14  IDVIPLAGRIGAQINGVELSSNLNPEVLNQIRQSLLEHKVIFFRNQEHLTDQEQEKFAEL 73 
 
Query: 64  FG------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            G       +    G   +   + + DG                      WH D T++   
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Sbjct: 74  LGQPISHPTVPVAEGSTYIFELDSRHDGRAD------------------VWHTDVTFVSN 115 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHV 175 
             + ++  A   P  GG T +A+  AAYD L E  + L +Q  A H+    Y   +     
Sbjct: 116 YPKISILRAVTTPNRGGDTTWANTEAAYDELPEPLKLLANQLRAIHTNDFDYGGFRPSAS 175 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +    +      T      PLV+VHPETG+ +L++G+      G+ A ES +  E   D 
Sbjct: 176 DEVVKRHQKIFASTVYEAEHPLVRVHPETGKRTLILGQFFKRFVGLTAKESNKLFEIFQD 235 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +        W  GDV +WDNR   H A        R+M    LAG 
Sbjct: 236 RITKPENTIRWTWKDGDVAIWDNRATQHLAVNDYGNALRIMRRVTLAG 283 
 
 
>ref|ZP_03270351.1| Taurine dioxygenase [Burkholderia sp. H160] 
 gb|EDZ98062.1| Taurine dioxygenase [Burkholderia sp. H160] 
          Length = 315 
 
 Score = 96.3 bits (238), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 78/288 (27%), Positives = 127/288 (44%), Gaps = 16/288 (5%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           +  L+I+P  A +GA ++GV+L   LD     A+ AA L+  ++ F  Q LS++Q + F+ 
Sbjct: 9   EAELRISPLSAHIGAEISGVYLTRPLDQKQIQAIRAALLKWRVVFFREQFLSHEQHVAFS 68 
 
Query: 62  KRFGAIERIG---GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +FG +  +G    G +     + +   +R+ +  E   +++   G   WH D T      
Sbjct: 69  AQFGELT-VGHPVFGHVEGHPQIYSISKLRRATRFEGPPLLRPWTG---WHTDVTAAVNP 124 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
              ++     +P  GG T + ++  AY+ L E  R  V      H     Q   G      
Sbjct: 125 PFASILRGVTIPPYGGDTQWTNLVIAYEKLSEPLRKFVDGLRGVHRFAPPQGAKG----- 179 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
             A++      T     PLV+VHPETG  +L +       I G+   ES+  LE L +   
Sbjct: 180 TEAFVAAVEQHTLVSEHPLVRVHPETGERALYVSPGFLKQIVGVTPRESQLLLELLWEHV 239 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
            +       +W AG V  WDNR   H A  + +D    R ++ + L G 
Sbjct: 240 TRPEFTVRFRWEAGSVAFWDNRTTAHLAPTDIFDLDFDRQLYRTTLVG 287 
 
 
>gb|EGD02376.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. TJI49] 
          Length = 282 
 
 Score = 96.3 bits (238), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 83/275 (30%), Positives = 124/275 (45%), Gaps = 30/275 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P    +GA +TGV+LA    DDA FA + AA L+H ++    Q ++    + FA+R 
Sbjct: 1   MRIEPLTCAIGAEITGVNLADAARDDALFAEIRAALLKHKVVFLRNQDIARADHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       V   + +  G VR + SP   +D  +       WHAD+T+  +   GA 
Sbjct: 61  FGELE----DHPVVGCDPENPGLVRIYKSPDAPNDHYE-----NGWHADATWREIPQMGA 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L    + L+    ARHS+   ++  G V        
Sbjct: 112 VLRCVECPPVGGDTMWANMVLAYEKLPRHVKDLIAPLRARHSI---EATFGAVMPIDKRL 168 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAI----PGMDAAESERFLEG---LV 234 
                   A    P+V+ HPETG   L + G   H      PG +    + F  G   L+ 
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Sbjct: 169 ALKARFPDAE--HPVVRTHPETGEKVLFVCGFTTHFTNYHNPG-NVRVGQDFTRGASDLL 225 
 
Query: 235 DWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
            +      +  +Q    W  GD+ +WDNR   H A 
Sbjct: 226 QYLISQAAIPEYQVRWRWRQGDIAIWDNRATQHYA 260 
 
 
>pdb|1OIJ|C Chain C, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe (Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Alphaketoglutarate 
          Length = 301 
 
 Score = 96.3 bits (238), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 81/290 (27%), Positives = 125/290 (43%), Gaps = 32/290 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L + P    +GA + GV L+  LD A   A+ AA ++H ++ F GQ HL +  Q  FAK  
Sbjct: 15  LDVHPVAGRIGAEIRGVKLSPDLDAATVEAIQAALVRHKVIFFRGQTHLDDQSQEGFAKL 74 
 
Query: 64  FGAIERIGGGDIVAISN----VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            G  E +    +  +      ++ DG   Q +               +WH D T++     
Sbjct: 75  LG--EPVAHPTVPVVDGTRYLLQLDGAQGQRA--------------NSWHTDVTFVEAYP 118 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------G 173 
           + ++  + V PA GG T +A+  AAY  L E  R L  +  A HS  Y  + L        
Sbjct: 119 KASILRSVVAPASGGDTVWANTAAAYQELPEPLRELADKLWAVHSNEYDYASLKPDIDPA 178 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
            +++    +     +T      P+V+VHP +G  +L +G     I G   A+S+     L 
Sbjct: 179 KLERHRKVFTSTVYETE----HPVVRVHPISGERALQLGHFVKRIKGYSLADSQHLFAVL 234 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                +       +W AGDV +WDNR   H A       PR++    LAG 
Sbjct: 235 QGHVTRLENTVRWRWEAGDVAIWDNRATQHYAVDDYGTQPRIVRRVTLAG 284 
 
 
>pdb|1OIH|A Chain A, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase 
 pdb|1OIH|B Chain B, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase 
 pdb|1OIH|C Chain C, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase 
 pdb|1OIH|D Chain D, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase 
 pdb|1OII|A Chain A, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Iron And Alphaketoglutarate 
 pdb|1OII|B Chain B, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Iron And Alphaketoglutarate 
 pdb|1OII|C Chain C, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Iron And Alphaketoglutarate 
 pdb|1OII|D Chain D, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Iron And Alphaketoglutarate 
 pdb|1OIJ|B Chain B, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe (Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Alphaketoglutarate 
 pdb|1OIJ|D Chain D, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe (Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Alphaketoglutarate 
 pdb|1VZ4|A Chain A, Fe-Succinate Complex Of Atsk 
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 pdb|1VZ4|D Chain D, Fe-Succinate Complex Of Atsk 
 pdb|1VZ5|A Chain A, Succinate Complex Of Atsk 
 pdb|1VZ5|B Chain B, Succinate Complex Of Atsk 
 pdb|1VZ5|C Chain C, Succinate Complex Of Atsk 
 pdb|1VZ5|D Chain D, Succinate Complex Of Atsk 
 gb|AAD31784.1|AF126201_2 putative alkylsulfatase [Pseudomonas putida] 
          Length = 301 
 
 Score = 96.3 bits (238), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 81/290 (27%), Positives = 125/290 (43%), Gaps = 32/290 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L + P    +GA + GV L+  LD A   A+ AA ++H ++ F GQ HL +  Q  FAK  
Sbjct: 15  LDVHPVAGRIGAEIRGVKLSPDLDAATVEAIQAALVRHKVIFFRGQTHLDDQSQEGFAKL 74 
 
Query: 64  FGAIERIGGGDIVAISN----VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            G  E +    +  +      ++ DG   Q +               +WH D T++     
Sbjct: 75  LG--EPVAHPTVPVVDGTRYLLQLDGAQGQRA--------------NSWHTDVTFVEAYP 118 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------G 173 
           + ++  + V PA GG T +A+  AAY  L E  R L  +  A HS  Y  + L        
Sbjct: 119 KASILRSVVAPASGGDTVWANTAAAYQELPEPLRELADKLWAVHSNEYDYASLKPDIDPA 178 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
            +++    +     +T      P+V+VHP +G  +L +G     I G   A+S+     L 
Sbjct: 179 KLERHRKVFTSTVYETE----HPVVRVHPISGERALQLGHFVKRIKGYSLADSQHLFAVL 234 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                +       +W AGDV +WDNR   H A       PR++    LAG 
Sbjct: 235 QGHVTRLENTVRWRWEAGDVAIWDNRATQHYAVDDYGTQPRIVRRVTLAG 284 
 
 
>ref|YP_619823.1| putative alpha-ketoglutarate-dependent taurine dioxygenase [Plasmid 
           QKH54] 
 emb|CAJ43305.1| putative alpha-ketoglutarate-dependent taurine dioxygenase [Plasmid 
           QKH54] 
          Length = 298 
 
 Score = 96.3 bits (238), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 76/262 (29%), Positives = 109/262 (41%), Gaps = 12/262 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +++TPT   +GA V  + L  L D GFA L  A L H ++         DQ ++ A     
Sbjct: 20  IRVTPTTGAIGADVENLDLTRLSDEGFAELRQALLAHKVIFI------RDQALSVADLER 73 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
             + +G           AD     H   E  +    + G  AWH D T+        +   
Sbjct: 74  VTQHLGEFGREPYVTCMADHPHVVHVVKEASEKAPFVFGG-AWHTDWTFQERPPAFTLLY 132 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAGSAYI 183 
              +P  GG TC+A++  AY+ L    +AL+    A HS  + Y  +   H     +  I 
Sbjct: 133 GHDIPPYGGDTCYANLALAYEWLSPGMQALLENLDAVHSPEMAYGVNA-KHNALLENMAI 191 
 
Query: 184 GYGMDTTATPL-RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAP 241 
            YG DT+A     PLV  HPETG+  L I   +   I G+   ES   L+ L   A     
Sbjct: 192 NYGSDTSADERSHPLVTRHPETGKKVLFINPAYTTGIKGLRTEESRPLLDYLFKLATSEA 251 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLH 263 
                +W  G + +WDNR   H 
Sbjct: 252 FTCRMRWRQGTLAIWDNRSTWH 273 
 
 
>ref|ZP_06834222.1| taurine dioxygenase [Gluconacetobacter hansenii ATCC 23769] 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 323



 gb|EFG84595.1| taurine dioxygenase [Gluconacetobacter hansenii ATCC 23769] 
          Length = 317 
 
 Score = 96.3 bits (238), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 73/271 (26%), Positives = 118/271 (43%), Gaps = 18/271 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + PTG  +GA V G+ L   LD A  A L  A LQH +L F  Q +++ +Q+ F++ F 
Sbjct: 7   FTVIPTGPVIGAEVLGIDLKNPLDTATIAGLRQALLQHKVLFFRNQPITDAEQVRFSRYF 66 
 
Query: 65  G------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG----NMAWHADSTY 114 
           G       I+    G    + N+K+   +R++  ++ +       G    +  WH D T+ 
Sbjct: 67  GQVTPAHPIKNGLVGQPEVMENIKSLKALRENILSDVEQQQLRANGRHFRSRGWHTDITF 126 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +      +      +P  GG T + D+ A Y++L +  R  +   SA H    ++      
Sbjct: 127 VANPTSISFLRGIEIPEFGGDTAWVDLEALYNSLSDTLRGFLDGLSAVHGRDDARIGFPL 186 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
             +    Y G  +        PLV++HPETGR SL +       IP +   ES+  L  L 
Sbjct: 187 PPRRDGRYNGAFLAE-----HPLVRIHPETGRRSLFLSPGFIRYIPALRQGESDTLLSFL 241 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLH 263 
           ++       + A   W    + VWDNR   H 
Sbjct: 242 IEELAGRIDLQARFHWTPHSLAVWDNRATAH 272 
 
 
>pdb|1OIJ|A Chain A, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe (Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Alphaketoglutarate 
 pdb|1OIK|A Chain A, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Fe, Alphaketoglutarate And 
           2-Ethyl-1-Hexanesulfuric Acid 
 pdb|1OIK|D Chain D, Crystal Structure Of The Alkylsulfatase Atsk, A Non-Heme 
           Fe(Ii) Alphaketoglutarate Dependent Dioxygenase In 
           Complex With Fe, Alphaketoglutarate And 
           2-Ethyl-1-Hexanesulfuric Acid 
          Length = 301 
 
 Score = 96.3 bits (238), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 81/290 (27%), Positives = 125/290 (43%), Gaps = 32/290 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L + P    +GA + GV L+  LD A   A+ AA ++H ++ F GQ HL +  Q  FAK  
Sbjct: 15  LDVHPVAGRIGAEIRGVKLSPDLDAATVEAIQAALVRHKVIFFRGQTHLDDQSQEGFAKL 74 
 
Query: 64  FGAIERIGGGDIVAISN----VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            G  E +    +  +      ++ DG   Q +               +WH D T++     
Sbjct: 75  LG--EPVAHPTVPVVDGTRYLLQLDGAQGQRA--------------NSWHTDVTFVEAYP 118 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------G 173 
           + ++  + V PA GG T +A+  AAY  L E  R L  +  A HS  Y  + L        
Sbjct: 119 KASILRSVVAPASGGDTVWANTAAAYQELPEPLRELADKLWAVHSNRYDYASLKPDIDPA 178 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
            +++    +     +T      P+V+VHP +G  +L +G     I G   A+S+     L 
Sbjct: 179 KLERHRKVFTSTVYETE----HPVVRVHPISGERALQLGHFVKRIKGYSLADSQHLFAVL 234 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                +       +W AGDV +WDNR   H A       PR++    LAG 
Sbjct: 235 QGHVTRLENTVRWRWEAGDVAIWDNRATQHYAVDDYGTQPRIVRRVTLAG 284 
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>ref|ZP_07283312.1| dioxygenase [Streptomyces sp. AA4] 
 gb|EFL11681.1| dioxygenase [Streptomyces sp. AA4] 
          Length = 308 
 
 Score = 96.3 bits (238), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 82/263 (31%), Positives = 113/263 (42%), Gaps = 24/263 (9%) 
 
Query: 8   ITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           + P G  +GA ++GV L A +     A L+ A L+  +L F  QH+++ QQ  FA  +G  
Sbjct: 43  LRPLGRVIGAEISGVDLGAPVSPRLRAELNRALLEWKVLFFRDQHITSQQQRAFAANWGE 102 
 
Query: 67  IER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           +E    I  GD        +D  VR    A       +      WH D T+ P  A G+V 
Sbjct: 103 LETNPFIPRGD--------SDEVVRFTRTAGMPGYENI------WHTDVTWRPNPALGSV 148 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                VP +GG T +ADM AAYD L    R  +   +A H  V      G  +      + 
Sbjct: 149 LRLVEVPPIGGDTMWADMAAAYDNLPADVRERIDGLTAVHDFV-----PGFDRFTDPDLL 203 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
               D       P+V+ HPETGR +L + +     I G+D  ES+R L  L   A      
Sbjct: 204 AQWQDAYPPVEHPVVRTHPETGRRTLFVNQAFTTHIVGLDRGESDRLLRYLFLQAHTPEF 263 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRA 265 
               +W    V  WDNR   H A 
Sbjct: 264 QVRFRWEPDSVAFWDNRATQHYA 286 
 
 
>ref|YP_001505977.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW11071.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 277 
 
 Score = 95.9 bits (237), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 86/292 (29%), Positives = 128/292 (43%), Gaps = 29/292 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ-HALLIFPGQHLSNDQQIT 59 
           MA T  +I+P    +G  + G+    L D   AA     L+ H ++++   H+ +D  +  
Sbjct: 1   MAVTVTEISPE---VGVEIAGLAGHQLADPAVAADCQVLLERHGVVVYRETHVGDDDLVA 57 
 
Query: 60  FAKRFG--AIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           F++  G   +  +GG D    IS +  D       PAE   +     G   WH D      
Sbjct: 58  FSRLLGQVVVAPVGGTDTHPEISKITLD-------PAE-SVLAAYRRGTFFWHIDGANDE 109 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           +  +  + +A  V   GG T FA+  AAY+AL +A +    +    HS   SQS       
Sbjct: 110 LPQKATLLTAHQVSDEGGDTEFANTYAAYEALSDAEKEQFAKLRVVHSFAASQSL----- 164 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-----ETGRPSLLIGRHAHAIPGMDAAESERFLE 231 
               A       T A   R   + HP      +GR SLL+G     + G  A ES   L+ 
Sbjct: 165 ----AEPDASERTRALWARVPAREHPLVWTRRSGRRSLLVGATTDHVVGWPADESRALLD 220 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L++W+ Q   V  H W  GD+V+WDN  +LHRA P+     R+M  + L G 
Sbjct: 221 RLLEWSTQPRFVLRHHWHRGDLVIWDNTGMLHRAIPYTATSRRLMHRTTLVG 272 
 
 
>ref|YP_003114519.1| Taurine dioxygenase [Catenulispora acidiphila DSM 44928] 
 gb|ACU72678.1| Taurine dioxygenase [Catenulispora acidiphila DSM 44928] 
          Length = 315 
 
 Score = 95.9 bits (237), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 75/276 (27%), Positives = 121/276 (43%), Gaps = 20/276 (7%) 
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Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M +  L I+     +GA ++G+ LA  L++   AA+ AA L+H ++ F  Q L +  QI  
Sbjct: 1   MPENQLTISRVAGRIGAEISGIDLAEPLEEHTVAAIRAALLEHKVVFFRAQRLDHGSQIA 60 
 
Query: 60  FAKRFGAI------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADS 112 
           FA++FG +      E         I  +  D   +++      +  K      + WH D  
Sbjct: 61  FARQFGELTHAHPHEDAPPEQFPQILTIDPDRYAQKYGEDFRQEYRKRQYSYFSGWHTDV 120 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSK 171 
           T       G++  AE VP  GG T + ++ AAY+ L    + L     A H   + ++ + 
Sbjct: 121 TAAVNPPAGSILRAEAVPEFGGDTQWTNLAAAYEGLSAPLQRLAESLRAVHRFRIPAEEE 180 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERF 229 
               ++  +  +            P+V+VHPETG   L +  G   H + G+ A ES R  
Sbjct: 181 SKRAERVNANLL--------IAEHPVVRVHPETGERVLFVNPGFTDHIV-GLSAVESRRV 231 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L+   +   +       +W AGDV  WDNR   H A 
Sbjct: 232 LDLFYEHLTRPEYTVRFRWRAGDVAFWDNRATAHLA 267 
 
 
>ref|YP_046264.1| putative alkylsulfatase [Acinetobacter sp. ADP1] 
 emb|CAG68442.1| putative alkylsulfatase [Acinetobacter sp. ADP1] 
          Length = 302 
 
 Score = 95.9 bits (237), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 118/288 (40%), Gaps = 28/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + + P    +GA + GV L++ L+      +  + L+H ++ F  Q HL++ +Q  FA+  
Sbjct: 14  IDVIPLAGRIGAQINGVELSSHLNPEVLNQIRQSLLEHKVIFFRNQEHLTDQEQEKFAEL 73 
 
Query: 64  FG------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            G       +    G   +   + + DG                      WH D T++   
Sbjct: 74  LGQPISHPTVPVAEGSTYIFELDSRHDGRAD------------------VWHTDVTFVSN 115 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHV 175 
             + ++  A   P  GG T +A+  AAYD L E  + L +Q  A H+    Y   +     
Sbjct: 116 YPKISILRAVTTPHRGGDTTWANTEAAYDELPEPLKLLANQLRAIHTNDFDYGGFRPSAS 175 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +    +      T      PLV+VHPETG+ +L++G+      G+ A ES +  E   D 
Sbjct: 176 DEVVKRHQKIFASTVYEAEHPLVRVHPETGKRTLILGQFFKRFVGLTAKESNKLFEIFQD 235 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +        W  GDV +WDNR   H A        R+M    LAG 
Sbjct: 236 RITKPENTIRWTWKDGDVAIWDNRATQHLAVNDYGNALRIMRRVTLAG 283 
 
 
>ref|ZP_02468961.1| dioxygenase TauD/TfdA family protein [Burkholderia thailandensis 
           MSMB43] 
          Length = 281 
 
 Score = 95.9 bits (237), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 10  LGAEIRGIDFSKPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 69 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
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Sbjct: 70  TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 119 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 120 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKRAVFSL--DSSLVKRCRKIGFDLNIAE 177 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 178 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 237 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 238 HRYANEDLVIWDNASLIHTNSP 259 
 
 
>ref|YP_759632.1| TauD/TfdA family dioxygenase [Hyphomonas neptunium ATCC 15444] 
 gb|ABI75797.1| dioxygenase, TauD/TfdA family [Hyphomonas neptunium ATCC 15444] 
          Length = 279 
 
 Score = 95.9 bits (237), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 88/299 (29%), Positives = 115/299 (38%), Gaps = 33/299 (11%) 
 
Query: 6   LQITP-TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QITP TGA  GA +TGV +  L    F A+  A+  H ++ F  Q LS +  I FA+RF 
Sbjct: 1   MQITPLTGA--GAEITGVDIRALTAPQFDAVRQAYADHGVIFFRDQSLSEEDHIAFARRF 58 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSP----AEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           G I            N+       +  P       +   K  +G   WH D +Y    A  
Sbjct: 59  GPI------------NINRFFLAHERYPEIALVLKEKEQKTNIGG-GWHTDHSYDAEPAM 105 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ----RSARHSLVYSQSKLGHVQ 176 
           G+V  A  +P  GG T FA M  AYD LD  TR  +       SA+H              
Sbjct: 106 GSVLVARQLPDEGGDTWFASMYTAYDTLDADTRNEIDSLRAVHSAKHIFGSQTDNFYKAN 165 
 
Query: 177 QAGSAYIGY--GMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGL 233 
           +     IG     D       P+V  HP +G+ +L +       I G     S   L  L 
Sbjct: 166 EDTGGRIGNTAAADVLEDVAHPVVITHPLSGKKALYVNPAFTTRIAGYSDEASSALLMRL 225 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 292 
              A      H  +W  G V  WDNR        W + +       RL  R   EG AL 
Sbjct: 226 YAHAMNPDHAHRFKWQPGSVAFWDNRAT------WHWAMNDYHGERRLMHRITIEGCAL 278 
 
 
>ref|YP_458641.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           litoralis HTCC2594] 
 gb|ABC63844.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           litoralis HTCC2594] 
          Length = 270 
 
 Score = 95.9 bits (237), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 77/251 (30%), Positives = 103/251 (41%), Gaps = 10/251 (3%) 
 
Query: 16  GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI 75 
           G  V+GV LA+  DA    +  +  +H + +F  Q  S +  I F KR+G I      DI 
Sbjct: 6   GVEVSGVQLASCTDAEMEDIKQSIYEHGVAVFRDQEFSQEDHIRFGKRWGGI------DI 59 
 
Query: 76  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 135 
                +  D         E D+   +     AWH D +Y  + A G+V  A  +P  GG  
Sbjct: 60  NNYFPLDDDYGEIAIVKKEADESTNI---GGAWHTDHSYDQIPAMGSVLVARDLPPSGGD 116 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T +A M AAYDAL +  +A +    A H+  +     G   Q        G D     +  
Sbjct: 117 TEWAHMGAAYDALPDDLKAEIEGLEAFHTADHVYKTDGLYAQTDMGKNLRGQDLKTGAVH 176 
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Query: 196 PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           P+V  HP TGR  L +       I G    ES   LE L   A         QW  G V  
Sbjct: 177 PVVIRHPHTGRKLLYVNSAFTINIVGKTREESLPLLEKLYAAALTGDNQCRLQWKPGTVA 236 
 
Query: 255 VWDNRCLLHRA 265 
           +WDNR   H A 
Sbjct: 237 IWDNRTTWHNA 247 
 
 
>ref|YP_001666503.1| taurine dioxygenase [Pseudomonas putida GB-1] 
 gb|ABY96167.1| Taurine dioxygenase [Pseudomonas putida GB-1] 
          Length = 277 
 
 Score = 95.9 bits (237), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 80/267 (29%), Positives = 119/267 (44%), Gaps = 19/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L ITP    LGA ++GV ++  +      A+  A LQH +L F  Q ++ +QQ  FA R 
Sbjct: 2   SLTITPLSPALGAQISGVDISRDISAQARDAIEQALLQHQVLFFRNQPINPEQQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +       I  I  NV     V        D  +  +  N  WH D T++P  A GA 
Sbjct: 62  FGDLH------IHPIYPNVPETPQV-----LVLDTAVTDVRDNAVWHTDVTFLPTPALGA 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGS 180 
           V SA+ +PA GG T +A   AA++AL    R ++   +A H     +   + G   +  + 
Sbjct: 111 VLSAKQLPAYGGDTLWASGIAAFEALSVPLREMLDGLTATHDFTKSFPLERFGTTPEDLA 170 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            +     +    PL  P+V+ HP +GR +L +       I  +   ES+  L  L   A  
Sbjct: 171 RWEATRRNN--PPLSHPVVRTHPVSGRKALFVNEGFTTRINELSELESDALLRLLFAHAT 228 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 229 RPEFSIRWRWQENDVAFWDNRVTQHFA 255 
 
 
>ref|ZP_01770198.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
 gb|EBA45341.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
          Length = 327 
 
 Score = 95.9 bits (237), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 56  LGAEIRGIDFSKPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 115 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 116 TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 165 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 166 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 223 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 224 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 283 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
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Sbjct: 284 HRYANEDLVIWDNASLIHTNSP 305 
 
 
>ref|ZP_06414132.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
 gb|EFC83067.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
          Length = 277 
 
 Score = 95.9 bits (237), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 84/288 (29%), Positives = 133/288 (46%), Gaps = 21/288 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           M  TT +ITP   T  + +TG  L  +D    A   AA  +  +++F    + ++  + F 
Sbjct: 1   MGITTRKITPNTGTEFSGLTGTQL--VDKGVAADALAALEESGVVVFREADIDDESLVAF 58 
 
Query: 61  AKRFGAIERI--GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +  G +  +  GG  +  I  +  D +  Q   A + +          WH D T   V  
Sbjct: 59  GRLLGDVLPLPMGGHRLKEIQRITRDAS--QSKLAAYRE------ATFYWHIDGTTGEVP 110 
 
Query: 119 AQGAVFSA-EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHV 175 
            +  + +A ++  +  G T FA+  AAY+AL +  +A +    A HS   SQ  +      
Sbjct: 111 DKATLLTARQISGSTEGDTEFANTYAAYEALSDEDKASLEGVRALHSFTASQLVANPDPS 170 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +  +A+     D   T  +P+V      GR SLL+G  A  + G+ A E    L+ L+D 
Sbjct: 171 PEERAAW-----DRNPTREQPVVWTR-RNGRKSLLVGSTAGEVVGLPADEGRALLDRLLD 224 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           WA Q   V  H+W  GD+V+WDN  +LHRA P+     R+M  + LAG 
Sbjct: 225 WATQPQFVLRHRWTQGDLVIWDNTGMLHRALPYGPTSSRLMHRASLAG 272 
 
 
>dbj|BAC00965.1| alpha-ketoglutarate-dependent dioxygenase [Pseudomonas putida] 
          Length = 277 
 
 Score = 95.9 bits (237), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 81/267 (30%), Positives = 119/267 (44%), Gaps = 19/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L ITP    LGA ++GV ++  +      A+  A LQH +L F  Q ++  QQ  FA R 
Sbjct: 2   SLTITPLSPALGAQISGVDISRDITAEERDAIEQALLQHQVLFFRDQPINPQQQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +       I  I  NV     V        D  +  +  N  WH D T++P  A GA 
Sbjct: 62  FGDLH------IHPIYPNVPETPQV-----LILDTAVTDVRDNAVWHTDVTFLPTPALGA 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGS 180 
           V SA+ +PA GG T +A   AA++AL    R ++   +A H     +   + G   +  + 
Sbjct: 111 VLSAKQLPAYGGDTLWASGIAAFEALSAPLREMLDGLTATHDFTKSFPLERFGTTPEDLA 170 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            +     +    PL  P+V+ HP +GR +L +       I  +   ESE  L+ L   A  
Sbjct: 171 RWEATRRNN--PPLSHPVVRTHPVSGRKALFVNEGFTTRINELSELESEALLKLLFAHAT 228 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 229 RPEFSIRWRWQENDVAFWDNRVTQHFA 255 
 
 
>gb|ADI06110.1| Taurine dioxygenase [Streptomyces bingchenggensis BCW-1] 
          Length = 292 
 
 Score = 95.9 bits (237), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 89/295 (30%), Positives = 133/295 (45%), Gaps = 39/295 (13%) 
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Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+ + P    LGA VTG+ L+  L       +  A+L H +L+F  QHL+ ++   FA   
Sbjct: 22  TIAVDPLTPLLGAEVTGLDLSEELTPEQEKEVKQAFLAHHVLVFRDQHLTPEEHKRFAAL 81 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +       +VA+    +D  + + S A+ D  M  IVGN  WHAD T     + G++ 
Sbjct: 82  FGPLH------LVALPAEDSDPYILEIS-ADRDSRM--IVGN-GWHADGTADTQPSLGSM 131 
 
Query: 124 FSAEVVPAVG--GRTCFADMRAAYDALDEATRALVHQRSARHS-----LVYSQSKLGHVQ 176 
                VP VG  G T FA+M  AY+ L  A ++ +   +A H      LV+ Q+       
Sbjct: 132 LHITRVPEVGSGGDTLFANMHLAYELLSPAMKSFLDGLTALHDGALPWLVHGQTPPPEYD 191 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 235 
              + +             P+V  HP+TGR  L +   +   I  +  +ES   L+ L   
Sbjct: 192 VPRNEH-------------PVVVRHPDTGRKLLFVNAPYTSHITQLSRSESTAVLDMLYT 238 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 289 
              Q P +    +W A  +V WDNRC+ H A  WD+       HSR   R   +G 
Sbjct: 239 HIAQTPLLQCRVRWQANTLVFWDNRCVQHHAT-WDY-----FPHSRYGRRVAIDG 287 
 
 
>ref|ZP_04522662.1| taurine dioxygenase [Burkholderia pseudomallei MSHR346] 
 gb|EEP51576.1| taurine dioxygenase [Burkholderia pseudomallei MSHR346] 
          Length = 281 
 
 Score = 95.9 bits (237), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 10  LGAEIRGIDFSKPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 69 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 70  TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 119 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 120 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 177 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 178 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 237 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 238 HRYANEDLVIWDNASLIHTNSP 259 
 
 
>ref|YP_001062636.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 668] 
 ref|YP_001075592.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1106a] 
 ref|ZP_03450844.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 ref|ZP_03795808.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 
9] 
 ref|ZP_04811238.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 ref|ZP_04896769.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
           52237] 
 ref|ZP_04967966.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
 gb|ABN88130.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 668] 
 gb|ABN92814.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1106a] 
 gb|EDO87545.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
 gb|EDO93607.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
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           52237] 
 gb|EEC38656.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 gb|EEH23813.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 9] 
 gb|EES21863.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
          Length = 327 
 
 Score = 95.9 bits (237), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 56  LGAEIRGIDFSEPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 115 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 116 TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 165 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 166 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 223 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 224 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 283 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 284 HRYANEDLVIWDNASLIHTNSP 305 
 
 
>gb|ADW07602.1| Taurine dioxygenase [Streptomyces flavogriseus ATCC 33331] 
          Length = 296 
 
 Score = 95.5 bits (236), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 87/286 (30%), Positives = 126/286 (44%), Gaps = 31/286 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+ +TP    LGA VTG+ L+  L D     L  A+L H +L+F  Q ++ +Q   FA R 
Sbjct: 22  TISVTPVTPVLGAEVTGLDLSQELTDRQEKELVHAFLAHHVLVFRDQDITPEQHKRFAAR 81 
 
Query: 64  FGAIERIG---GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           FG +  +     G    I  ++A    R             I GN  WHAD T     +  
Sbjct: 82  FGELHPVALAAEGSDPHILEIRATKESR------------AIAGN-GWHADGTADTDPSL 128 
 
Query: 121 GAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           G++     +P    GG T FA+M  AY+ L  A R+ +   SA H      +  G    A 
Sbjct: 129 GSMLYITEIPEGGSGGDTLFANMHLAYELLSPAMRSFLDGLSALHDGALPWATAGQTPPA 188 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWA 237 
                 Y +  T     P+V +HPETGR  L + G +   I  +   ES+  L+ L     
Sbjct: 189 -----DYDIPRTE---HPVVVLHPETGRKLLFVNGPYTSHITQLARPESDALLQMLYAHI 240 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            + P +    +W    +V WDNRC+ H A  WD+  P   +  R+A 
Sbjct: 241 ARTPLLQCRIRWQPRTLVFWDNRCVQHHAV-WDY-FPHGRYGQRVA 284 
 
 
>ref|ZP_02406873.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           DM98] 
          Length = 276 
 
 Score = 95.5 bits (236), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
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Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 5   LGAEIRGIDFSKPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 64 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 65  TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 114 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 115 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 172 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 173 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 232 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 233 HRYANEDLVIWDNASLIHTNSP 254 
 
 
>ref|ZP_02356184.1| dioxygenase, TauD/TfdA [Burkholderia oklahomensis EO147] 
          Length = 292 
 
 Score = 95.5 bits (236), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 80/266 (30%), Positives = 122/266 (45%), Gaps = 16/266 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G    +  A L++ +L F  Q  LS + QI F + 
Sbjct: 3   TLEIRPLSGTIGAQVRNRTLAGVVESGRVDEIRQALLRYKVLFFTNQPDLSVETQIAFGR 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +E     D  + +  K DG   Q     +D  +     ++ WH D +     +    
Sbjct: 63  LFGELET----DFPSFT-AKPDG---QPEVTVFDGAVSTGRASI-WHTDLSIAKRPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
           +   +  P  GG T +AD+ AAY AL    +A +  + A H ++  Q   + G  Q  G  
Sbjct: 114 ILCVKETPDSGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAERPGAFQTQGR 173 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQ 239 
           + +   +        P+V+VHPETGR  L +     + I G  +AES   L  L     + 
Sbjct: 174 SDMD--LSNVFGAEHPVVRVHPETGRKCLFVNPFLTSHITGFHSAESAMILNHLYALMER 231 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
              V    W+ GDV +WDNRC +H A 
Sbjct: 232 PQYVVRWHWSNGDVALWDNRCTMHTA 257 
 
 
>ref|YP_003942972.1| Taurine dioxygenase [Enterobacter cloacae SCF1] 
 gb|ADO49688.1| Taurine dioxygenase [Enterobacter cloacae SCF1] 
          Length = 282 
 
 Score = 95.5 bits (236), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 83/295 (28%), Positives = 126/295 (42%), Gaps = 28/295 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP+G  +GA V+GV L   L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LHITPSGPFIGAEVSGVDLTRPLSDNQFEQLYHAMLRHQVVFLREQAITPQQQRALALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHADGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
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Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+++P  GG T +    AA++AL    RAL+    A H    S  +  H +   
Sbjct: 109 PAGAILAAKLLPQSGGDTLWTSGIAAFEALSAPLRALLSGLRAEHDFTRSFPEYKHRKTP 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                         P L P+V+ HP TG+ +L +       I  + A ESE  L G +   
Sbjct: 169 EEHQRWRDAAAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVTAKESEALL-GFLFA 227 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RPETEG 289 
               P      +W  GD+ +WDNR   H A        R+M  + + G RP   G 
Sbjct: 228 HVTKPEFQVRWRWQEGDIAIWDNRVTQHYANADYLPQRRIMHRATILGDRPFYRG 282 
 
 
>ref|ZP_03546154.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
 gb|EED70440.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
          Length = 329 
 
 Score = 95.5 bits (236), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 79/284 (27%), Positives = 122/284 (42%), Gaps = 14/284 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++ITP  A +GA ++GV+L   L  A    + +A L+  ++ F  QHLS++QQI F+++F 
Sbjct: 27  IRITPQSAHIGALISGVNLKQALSAAEVHTIRSALLRWKVIFFRDQHLSHEQQIAFSRQF 86 
 
Query: 65  GAIERIGGGDIVA-ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           G  E   G  +   +       ++ +H  A              WHAD T        ++ 
Sbjct: 87  G--ELTPGHPVFGHVEGFPELYSIAKHRKANRHSGQAEQRPWTGWHADVTAAHNPPAASI 144 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +P  GG T + ++ AAY+AL +  +A +      H     Q        A   Y+ 
Sbjct: 145 LRGVTIPPYGGDTQWTNLAAAYEALSKPLQAFLQGLRGEHRFSAPQGA-----TASQEYL 199 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
               D T     PLV +HPETG   L I      +I  +   ES   LE L + A  +   
Sbjct: 200 DLVRDNTLISEHPLVTIHPETGEKVLYISPGFLKSIVELSTRESRVLLELLWEHAVSSEF 259 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
               +W  G +  WDNR   H A P D    +  R ++ + L G 
Sbjct: 260 TVRFKWEPGSLAFWDNRSTAHVA-PQDIFALEFDRQLYRTTLVG 302 
 
 
>ref|YP_111178.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           pseudomallei K96243] 
 ref|ZP_02415379.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
14] 
 ref|ZP_02459626.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 9] 
 ref|ZP_02475125.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           B7210] 
 ref|ZP_02502025.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           112] 
 ref|ZP_02509863.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           BCC215] 
 emb|CAH38633.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei K96243] 
          Length = 281 
 
 Score = 95.5 bits (236), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 10  LGAEIRGIDFSEPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 69 
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Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 70  TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 119 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 120 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 177 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 178 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 237 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 238 HRYANEDLVIWDNASLIHTNSP 259 
 
 
>ref|ZP_02403488.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei DM98] 
          Length = 292 
 
 Score = 95.5 bits (236), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 81/268 (30%), Positives = 121/268 (45%), Gaps = 20/268 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G A  +  A L++ +L F  Q  LS + QI F + 
Sbjct: 3   TLEIRPLSGTIGAQVCNRTLADVVESGRADEIRQALLRYKVLFFTNQPELSVETQIAFGR 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +E             K DG   Q     +D  +     ++ WH D +     +    
Sbjct: 63  LFGELE-----TNFPSFTAKPDG---QPEVTVFDGAVSTGRASI-WHTDLSIAKTPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
           +   +  P  GG T +AD+ AAY AL    +A +  + A H ++  Q   + G  Q  G  
Sbjct: 114 ILCVKETPDSGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAQRPGAFQTRGR 173 
 
Query: 181 AYIGYGMDTTAT--PLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
           +     MD +       P+V+VHPETGR  L +     + + G  +AES   L  L     
Sbjct: 174 S----DMDLSEVFGAEHPVVRVHPETGRKCLFVNPFLTSHLVGFHSAESATILNYLYALM 229 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   V    W+ GDV +WDNRC +H A 
Sbjct: 230 ERPQYVVRWHWSRGDVALWDNRCTMHTA 257 
 
 
>ref|ZP_02451448.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
91] 
 ref|ZP_02493780.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           NCTC 13177] 
          Length = 276 
 
 Score = 95.5 bits (236), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 5   LGAEIRGIDFSEPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 64 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 65  TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 114 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
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           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 115 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 172 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 173 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 232 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 233 HRYANEDLVIWDNASLIHTNSP 254 
 
 
>ref|YP_001618162.1| taurine dioxygenase [Sorangium cellulosum 'So ce 56'] 
 emb|CAN97682.1| Taurine dioxygenase [Sorangium cellulosum 'So ce 56'] 
          Length = 316 
 
 Score = 95.5 bits (236), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 83/289 (28%), Positives = 120/289 (41%), Gaps = 21/289 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L + P    +GA + GV L   L  A   A+    LQ  ++ F  Q +SN+Q +TF + F 
Sbjct: 15  LDVRPLTPVIGAEIHGVDLRKPLAPATVQAIEQTLLQWKVIFFREQDISNEQLLTFGRTF 74 
 
Query: 65  GAIER-----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           G +       +G  +   I   KA      H         K       WH D T++     
Sbjct: 75  GPLTPAHPIALGLPEHPEIWERKAAEYKENHRSDLSIPTAKPPRDYKGWHIDITFVANPN 134 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           + ++     +P  GG T ++++  AYD L    +ALV    A H      S        G 
Sbjct: 135 RYSILRGVEIPPYGGDTLWSNLECAYDGLSPTIKALVDGLQAVHRTSSYDS--------G 186 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWA 237 
               G         L PLV+VHP TGR SL +  G  +H + G+   ES+  L+ L D   
Sbjct: 187 EPRPGRKATGPFAALHPLVRVHPRTGRKSLFVNPGTTSHIV-GLRERESQALLDMLADEV 245 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
            +       +W    + VWDN+   H A P D   F LPRV+    +AG 
Sbjct: 246 TRPEYAVRFRWTPNAIAVWDNQATAH-AGPIDYAHFDLPRVVRRITVAG 293 
 
 
>ref|YP_003563776.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bacillus 
           megaterium QM B1551] 
 gb|ADE70342.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Bacillus 
           megaterium QM B1551] 
          Length = 311 
 
 Score = 95.1 bits (235), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 75/274 (27%), Positives = 115/274 (41%), Gaps = 35/274 (12%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T   I P    +GA + G+ L+  L       L+ A+L+  +L F  Q ++++Q + FAK 
Sbjct: 39  TFFSIKPLTPIIGAEIEGLDLSKPLAKEVQEELNRAFLEWKVLFFRNQEITSEQHLAFAK 98 
 
Query: 63  RFGAIE---------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            +G +E         +    +IV  S  +  G                      WHAD T 
Sbjct: 99  LWGDLEVHPFYKPASQEQAKEIVQFSRNQKQGG-----------------SENVWHADVT 141 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           +    A+ +V     VP VGG T +ADM AAYD L E+ +  +    A H    S      
Sbjct: 142 FRESPAKASVLRLIEVPPVGGDTLWADMAAAYDNLPESIKKQIEHLKAIHDFTPS---FA 198 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH--AHAIPGMDAAESERFLE 231 
           H+ Q       +  +  A    P+V+ HPETGR +L +      H + G++ +E E+ L+ 
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Sbjct: 199 HLLQPDELK-AFQREFPAVE-HPIVRTHPETGRKTLFVNSSFTTHVV-GLEHSEGEQLLQ 255 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L   A         +W    +  WDNR   H A 
Sbjct: 256 SLFRQAHVPEYQVRFRWEVNSIAFWDNRATQHYA 289 
 
 
>ref|XP_001801431.1| hypothetical protein SNOG_11187 [Phaeosphaeria nodorum SN15] 
 gb|EAT81686.1| hypothetical protein SNOG_11187 [Phaeosphaeria nodorum SN15] 
          Length = 314 
 
 Score = 95.1 bits (235), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 76/289 (26%), Positives = 122/289 (42%), Gaps = 26/289 (8%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M  T L   P  AT  A   GV  A  L       +      + +L+F    L + + +  
Sbjct: 1   MVSTRLTFDPLHATFAAKCLGVDFAQALPAKTVEEIRCGLATYGVLVFRHAQLDDARHVA 60 
 
Query: 60  FAKRFGAIE----RIGGG---------DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM 106 
           FA + G ++     I  G         ++  +SN+  DG +       +    ++ +GN  
Sbjct: 61  FAAQLGELDDSTPYIKAGRKHRLAPYTELFDVSNLDDDGNIVSTDSLRF----QLGLGNG 116 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
            +H DS + P  A  +V  A  +P    GG T FAD R AY  LDE T+  +      HS 
Sbjct: 117 LFHVDSAFNPRRAGYSVLRAHELPPKGTGGATAFADTRTAYADLDEVTKGRIKDHVVSHS 176 
 
Query: 165 LVYSQSKLGHVQQAGSAYI-GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 223 
           L +S+     +      ++ G   +        LV+ H  +GR +L I  HAH I G+   
Sbjct: 177 LWHSRR----LAAPDCEFLQGMKPEEHFMARHRLVQTHEASGRTNLYIAHHAHHIDGLSQ 232 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAA-GDVVVWDNRCLLHRAEPWDFK 271 
              +  +  L+  A Q       +W + GD+++WDN C++H A    F+ 
Sbjct: 233 DVGQEVIRNLLSHATQEKYTIEVEWESNGDIIIWDNTCVMHAARRGAFE 281 
 
 
>ref|ZP_04690003.1| dioxygenase [Streptomyces ghanaensis ATCC 14672] 
 ref|ZP_06580790.1| conserved hypothetical protein [Streptomyces ghanaensis ATCC 
14672] 
 gb|EFE71251.1| conserved hypothetical protein [Streptomyces ghanaensis ATCC 14672] 
          Length = 324 
 
 Score = 95.1 bits (235), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 91/292 (31%), Positives = 128/292 (43%), Gaps = 20/292 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++ P    +GA VTGV LA  LD+A  AA+ AA L+  ++ F GQ L +   +  A+RF 
Sbjct: 17  VEVRPVAGHIGAEVTGVDLAGDLDEAVVAAIRAAVLRWKVVFFRGQRLDHAGHVALARRF 76 
 
Query: 65  G---AIERIGGG---DIVAISNVKADGTVRQHSPAEWDD--MMKVIVGNMAWHADSTYMP 116 
           G    + R G     D   I        +      E D+    +       WH D      
Sbjct: 77  GEPVVLPRRGKASPPDFPEIETTADRLELGGRFGMEHDEWLRRRRHTLLRGWHCDHGARV 136 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHV 175 
                 +  AE VP  GG T ++++ AAY  L    R    +  A H L V  QS+ G   
Sbjct: 137 DPPAATILRAETVPPYGGDTTWSNLAAAYAGLSAPVREFADRLRAEHRLGVGYQSRPGD- 195 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLV 234 
                AY+ + +D       PLV+VHPETG   L + G +   I G+   ES   L+ L+ 
Sbjct: 196 ----DAYVRHLLDRQTASEHPLVRVHPETGERVLYVNGYYVEQITGLSRPESAAVLQMLL 251 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
           + A +       +W  G V  WDNR  +H A P D      PR+M    LAG 
Sbjct: 252 EQATRPEYTVRFRWEPGSVAFWDNRATIHLA-PGDTAHLDHPRIMHRVMLAG 302 
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>ref|YP_108822.1| putative sulfur metabolism-related protein [Burkholderia 
           pseudomallei K96243] 
 ref|YP_334048.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 1710b] 
 ref|YP_993448.1| dioxygenase, TauD/TfdA [Burkholderia mallei SAVP1] 
 ref|YP_001029119.1| dioxygenase, TauD/TfdA [Burkholderia mallei NCTC 10229] 
 ref|YP_001080957.1| dioxygenase, TauD/TfdA [Burkholderia mallei NCTC 10247] 
 ref|YP_001066827.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 1106a] 
 ref|ZP_01763717.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
 ref|ZP_02265463.1| dioxygenase, TauD/TfdA family [Burkholderia mallei PRL-20] 
 ref|ZP_02412027.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 14] 
 ref|ZP_02448147.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 91] 
 ref|ZP_02456323.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 9] 
 ref|ZP_02471884.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei B7210] 
 ref|ZP_02482359.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 7894] 
 ref|ZP_02490549.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei NCTC 13177] 
 ref|ZP_02498679.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 112] 
 ref|ZP_02506689.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei BCC215] 
 ref|ZP_03457090.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 ref|ZP_03794512.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 
9] 
 ref|YP_002897334.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei MSHR346] 
 ref|ZP_04816826.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 ref|ZP_04891024.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 1655] 
 ref|ZP_04897975.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei Pasteur 52237] 
 ref|ZP_04904443.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei S13] 
 ref|ZP_04949460.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
 ref|ZP_04964591.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 406e] 
 ref|ZP_04974306.1| dioxygenase TauD/TfdA family [Burkholderia mallei 2002721280] 
 emb|CAH36229.1| putative sulfur metabolism-related protein [Burkholderia 
           pseudomallei K96243] 
 gb|ABA48168.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 1710b] 
 gb|ABM51215.1| dioxygenase, TauD/TfdA [Burkholderia mallei SAVP1] 
 gb|ABN02045.1| dioxygenase, TauD/TfdA family [Burkholderia mallei NCTC 10229] 
 gb|ABN89084.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1106a] 
 gb|ABO05696.1| dioxygenase, TauD/TfdA family [Burkholderia mallei NCTC 10247] 
 gb|EBA50731.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
 gb|EDK85181.1| dioxygenase TauD/TfdA family [Burkholderia mallei 2002721280] 
 gb|EDO84391.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 406e] 
 gb|EDO94813.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei Pasteur 52237] 
 gb|EDS87455.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei S13] 
 gb|EDU12008.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 1655] 
 gb|EEC31405.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 gb|EEH25073.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 9] 
 gb|ACQ96121.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei MSHR346] 
 gb|EES27451.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 gb|EES46464.1| dioxygenase, TauD/TfdA family [Burkholderia mallei PRL-20] 
 gb|EET06479.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
          Length = 292 
 
 Score = 95.1 bits (235), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 81/268 (30%), Positives = 121/268 (45%), Gaps = 20/268 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G A  +  A L++ +L F  Q  LS + QI F + 
Sbjct: 3   TLEIRPLSGTIGAQVRNRTLADVVESGRADEIRQALLRYKVLFFTNQPELSVETQIAFGR 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +E             K DG   Q     +D  +     ++ WH D +     +    
Sbjct: 63  LFGELE-----TNFPSFTAKPDG---QPEVTVFDGAVSTGRASI-WHTDLSIAKTPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
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           +   +  P  GG T +AD+ AAY AL    +A +  + A H ++  Q   + G  Q  G  
Sbjct: 114 ILCVKETPDSGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAQRPGAFQTRGR 173 
 
Query: 181 AYIGYGMDTTAT--PLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
           +     MD +       P+V+VHPETGR  L +     + + G  +AES   L  L     
Sbjct: 174 S----DMDLSEVFGAEHPVVRVHPETGRKCLFVNPFLTSHLVGFHSAESATILNYLYALM 229 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   V    W+ GDV +WDNRC +H A 
Sbjct: 230 ERPQYVVRWHWSRGDVALWDNRCTMHTA 257 
 
 
>ref|ZP_02485616.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           7894] 
          Length = 281 
 
 Score = 95.1 bits (235), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 10  LGAEIRGIDFSEPLSSQARDDVIGLLSEHQLLVFPGQRLSCEQQIAACGAFGELEPHPMT 69 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 70  TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 119 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 120 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 177 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 178 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRVFAHCRNEDFIYR 237 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 238 HRYANEDLVIWDNASLIHTNSP 259 
 
 
>ref|YP_001666482.1| taurine dioxygenase [Pseudomonas putida GB-1] 
 gb|ABY96146.1| Taurine dioxygenase [Pseudomonas putida GB-1] 
          Length = 301 
 
 Score = 95.1 bits (235), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 84/286 (29%), Positives = 120/286 (41%), Gaps = 24/286 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L A LD A   A+ AA +QH ++ F  Q HL +  Q  FAK  
Sbjct: 15  LDIHPVAGRIGAEIRGVRLSADLDAATVEAIQAALVQHKVIFFREQTHLDDQSQEGFAKL 74 
 
Query: 64  FGAIERIGGGDIVAISN----VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            G  E +    +  +      ++ DG   Q +               +WH D T++     
Sbjct: 75  LG--EPVAHPTVPVVDGTSYLLQLDGAEGQRA--------------NSWHTDVTFVDAYP 118 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQQA 178 
           + ++  + V P  GG T +A+  AAY  L E  R L  +  A HS  Y  + +   V  A 
Sbjct: 119 KASILRSVVAPTSGGDTVWANTAAAYQELPEPLRELADKLWAVHSNEYDYASIKPDVDPA 178 
 
Query: 179 G-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
               Y      T      P+V+VHP +G  +L +G     I G   A+S+     L     
Sbjct: 179 KLERYRKVFTSTVYETEHPVVRVHPISGERALQLGHFVKRIKGYSLADSQHLFAVLQGHV 238 
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Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +       +W  GDV +WDNR   H A       PRV+    LAG 
Sbjct: 239 TRLENTVRWRWQVGDVAIWDNRATQHYAVDDYGTQPRVVRRVTLAG 284 
 
 
>ref|YP_002799405.1| Taurine dioxygenase protein [Azotobacter vinelandii DJ] 
 gb|ACO78430.1| Taurine dioxygenase protein [Azotobacter vinelandii DJ] 
          Length = 318 
 
 Score = 95.1 bits (235), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 84/292 (28%), Positives = 123/292 (42%), Gaps = 22/292 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   + +TP    +GA V GV L+  L  A   A+ AA L+  +L F  QHL + QQ+ F 
Sbjct: 14  AAEAIVVTPLSLYIGAQVDGVDLSRPLPSAQREAIRAALLRWKVLFFHDQHLDHAQQVAF 73 
 
Query: 61  AKRFG--AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            ++FG   +     G +     + + G  R    A + D  +++     WH D +      
Sbjct: 74  GRQFGEPTVGHPVFGHVEGHPEIYSVG--RDRFKARFTDE-RLVRPWSGWHTDVSAALNP 130 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
              A+     +P  GG T + D+ AAY+ L    RA V      H     +          
Sbjct: 131 PAAAILRGVDIPPYGGDTQWTDLVAAYNGLSPTLRAFVDGLRGEHRFTPPE--------G 182 
 
Query: 179 GSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
             A  G+       PL    PLV+VHPETG  +L +       I G+   ESE+ LE L  
Sbjct: 183 AEARPGFSEPLAVRPLVSEHPLVRVHPETGEKALFVSPTFLKRIVGLSPRESEQLLELLF 242 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF---KLPRVMWHSRLAG 283 
           + A +       +W  G +  WDNR   H+  P D     LPR ++   L G 
Sbjct: 243 EHAIRPEYTVRFKWRPGSLAFWDNRVTAHQP-PSDIHATDLPRQLYRITLVG 293 
 
 
>ref|YP_335290.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1710b] 
 ref|ZP_04899972.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
 gb|ABA52694.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710b] 
 gb|EDS82984.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
          Length = 327 
 
 Score = 95.1 bits (235), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 56  LGAEIRGIDFSKPLSSQARDDVIGLLSEHQLLVFPGQCLSCEQQIAACGAFGELEPHPMT 115 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 116 TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 165 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 166 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 223 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 224 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 283 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 284 HRYANEDLVIWDNASLIHTNSP 305 
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>ref|ZP_04954431.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
 gb|EET03953.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
          Length = 281 
 
 Score = 94.7 bits (234), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 114/262 (43%), Gaps = 21/262 (8%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----- 68 
           LGA + G+  +  L       +     +H LL+FPGQ LS +QQI     FG +E      
Sbjct: 10  LGAEIRGIDFSKPLSSQARDDVIGLLSEHQLLVFPGQCLSCEQQIAACGAFGELEPHPMT 69 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                  ++  +SNV +DG    +    ++           WH+D  Y+   A+   F A 
Sbjct: 70  TNTSSFPEMTIVSNVTSDGKPVGYPTPPFE----------LWHSDLCYLEHPAKMTFFYA 119 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           E VP   G T FA+M  AY+ L +  +A +  + A  SL    S +   ++ G        
Sbjct: 120 ESVPDAHGDTWFANMFRAYETLPDELKAAIDGKHAVFSL--DSSLVKRCRKIGFDLNIAE 177 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T   P V+ HP T + S+ +   H   I G    ES+  L+ +         ++  
Sbjct: 178 DDFKPTVSHPAVRTHPHTRQRSIFVNWAHTDRIEGYSPEESDEILDRIFAHCRNEDFIYR 237 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H++A  D+V+WDN  L+H   P 
Sbjct: 238 HRYANEDLVIWDNASLIHTNSP 259 
 
 
>emb|CAY27239.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 94.7 bits (234), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 69/124 (55%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRDSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+WA  D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWALHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_07674287.1| taurine dioxygenase, TauD/TfdA family [Ralstonia sp. 5_7_47FAA] 
 gb|EFP67403.1| taurine dioxygenase, TauD/TfdA family [Ralstonia sp. 5_7_47FAA] 
          Length = 318 
 
 Score = 94.7 bits (234), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 79/271 (29%), Positives = 118/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L++      +G  V  + L A L +  FA+L+AA L++ +L F  Q HL +DQ   F KR 
Sbjct: 16  LRVRRVAGHIGGEVLDLKLGADLAEDTFASLYAALLKYKVLFFRDQQHLDDDQHQAFGKR 75 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG I        VA   V A    +        D  K      +WH D T++    + ++ 
Sbjct: 76  FGRI--------VAHPTVPAPTGTQLFEL----DASKGGGRADSWHTDVTFLDAFPKVSI 123 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ---------SKLGH 174 
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             A  +PA GG T +A+   AY+ L +  + L  Q  A H+  Y           ++L H 
Sbjct: 124 LRAVTIPAYGGNTVWANTARAYEQLPDTLKQLAEQLWAVHTNDYDYGAERTQIDGARLRH 183 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
            ++  +A +            P+V VHPET   +LL+G       G+  +ES R  E L  
Sbjct: 184 HREVFTASVYEAS-------HPVVHVHPETSERALLLGHFVKRFTGLPGSESTRLFELLQ 236 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +   +       QW   DV +WDNR   H A 
Sbjct: 237 NRVTRLDNTVRWQWRQHDVAIWDNRATQHYA 267 
 
 
>ref|YP_003532176.1| taurine dioxygenase [Erwinia amylovora CFBP1430] 
 ref|YP_003537851.1| dioxygenase [Erwinia amylovora ATCC 49946] 
 emb|CBJ45436.1| putative dioxygenase [Erwinia amylovora ATCC 49946] 
 emb|CBA22479.1| taurine dioxygenase [Erwinia amylovora CFBP1430] 
          Length = 256 
 
 Score = 94.7 bits (234), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 66/248 (26%), Positives = 108/248 (43%), Gaps = 20/248 (8%) 
 
Query: 24  LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI-------ERIGGGDIV 76 
           +  ++ A    L     ++ +L+   QHL+ ++QI F ++ G I             ++  
Sbjct: 1   MKVINHAEVETLLELIKKYQVLVVAAQHLTPEEQIEFCRKTGTIFPHPLKKNTCPWPEMT 60 
 
Query: 77  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 136 
            ++NV+ +G  R +             G   WH+D  Y     +   F AE VP+ GG+T 
Sbjct: 61  YVTNVQENGEARGYPGP----------GFPIWHSDMCYEEHPPRLTTFYAEKVPSEGGKT 110 
 
Query: 137 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 196 
            F +  AA   L       +  + A     +SQ  +   Q+ G        D     L P 
Sbjct: 111 LFCNTLAACADLPPRLSKTLEDKQA--IFGFSQKLVQRCQERGYMLHIEPEDQRPDTLHP 168 
 
Query: 197 LVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           +++ HP+TGR ++ +   H  AI GM   ESE +L  L         ++AHQ+  GD+V+ 
Sbjct: 169 VLRPHPQTGRKAIYVNWTHTDAIVGMSEQESEHYLNVLYRHCINPIYLYAHQYQEGDLVI 228 
 
Query: 256 WDNRCLLH 263 
           WDN   LH 
Sbjct: 229 WDNGSTLH 236 
 
 
>emb|CAY27508.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 94.7 bits (234), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 53/124 (42%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKAEIEDMICEHSLMYSRGSLGFLD-----YTDEEKELFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGAIKGMTMPEARVLLRDLNEHATQPEFVHVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27432.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 94.7 bits (234), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 52/124 (41%), Positives = 69/124 (55%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA AI G    E+   L  L++ A Q   V+AH+W   D+V+ 
Sbjct: 56  RLVRTHPSTGRKSLYLASHAGAIVGWPVPEARALLRDLIEHATQRKFVYAHEWKQWDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_004005470.1| taurine dioxygenase [Rhodococcus equi 103S] 
 ref|ZP_08154648.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
 emb|CBH46785.1| putative taurine dioxygenase [Rhodococcus equi 103S] 
 gb|EGD24222.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
          Length = 305 
 
 Score = 94.7 bits (234), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 76/278 (27%), Positives = 113/278 (40%), Gaps = 25/278 (8%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  ++ P    +GA + GV L          L  A L+  ++ F  Q ++  Q   FA+  
Sbjct: 37  TQFEVRPVTPFIGAEIHGVDLRDPSPEAIEELRRALLEWKVVFFRDQQITGTQHRDFARH 96 
 
Query: 64  FGAIE---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +G +E    +  G++  + + +      + SP               WH D T+       
Sbjct: 97  WGELEVHPLLPQGEVPEVVHFERG----EDSPG----------TENIWHVDVTWQKRPPL 142 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           G+V  A  VP  GG T +ADM  AYD L +  +  +  R A H  V S  +    ++  + 
Sbjct: 143 GSVLRALEVPPAGGDTLWADMGNAYDCLSDEVKEKIEGRVAVHDFVPSFGRSMSPEKLAA 202 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
                 M     P+  P+V++HPETGR +L +       IP MD  E E  L  L D A  
Sbjct: 203 ------MQEQFPPVEHPIVRIHPETGRRTLFVNSLFTTHIPDMDPVEGEALLRHLFDQAK 256 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
                   +W    +  WDNR   H A    F   RVM 
Sbjct: 257 VPDFQCRFRWQPNSIAFWDNRATQHYAASDYFPHRRVM 294 
 
 
>ref|YP_004236558.1| taurine dioxygenase [Acidovorax avenae subsp. avenae ATCC 19860] 
 gb|ADX47991.1| Taurine dioxygenase [Acidovorax avenae subsp. avenae ATCC 19860] 
          Length = 318 
 
 Score = 94.4 bits (233), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 85/297 (28%), Positives = 122/297 (41%), Gaps = 42/297 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           L+I      LG  V  + L A LDDA    L AA ++H +L F GQH L + +   F +R 
Sbjct: 16  LRIRRVAGALGGEVLDLELSAGLDDATIGHLTAALVRHKVLFFRGQHQLDDARHQAFGER 75 
 
Query: 64  FG------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            G       +    G  I  +   K  G                     +WH D T++   
Sbjct: 76  LGRTVSHPTVPAREGTRIFELDASKGGGRAD------------------SWHTDVTFLDA 117 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS---------LVYS 168 
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             +  +  A  VPA GG T +A+  AAY+ L E  + L     A HS         LV   
Sbjct: 118 FPKYGILRAVTVPAYGGDTVWANTAAAYERLPEDLKRLADSLWAVHSNNYDYGADRLVVD 177 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 228 
           +++L H +   ++ + Y  +       PLV VHP +G  +LL+G     I G  + ES R 
Sbjct: 178 ETRLRHHRDVFASEV-YEAE------HPLVHVHPVSGERALLLGHFIQRIQGFSSTESAR 230 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
             E L +   +        W   DV +WDNR   H A     + PRV+    + G P 
Sbjct: 231 LFELLQNRVTRLENTVRWSWRQNDVAIWDNRATQHIAVNDYGRQPRVVRRVTVHGDP 287 
 
 
>ref|ZP_08207133.1| taurine dioxygenase [Novosphingobium nitrogenifigens DSM 19370] 
 gb|EGD60811.1| taurine dioxygenase [Novosphingobium nitrogenifigens DSM 19370] 
          Length = 271 
 
 Score = 94.4 bits (233), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 74/273 (27%), Positives = 116/273 (42%), Gaps = 23/273 (8%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M   ++ + P    +GA V+GV L   LD+   A +  A+ +H ++ F  Q + +D  I  
Sbjct: 1   MPYQSITVAPVTPVIGAEVSGVDLTRPLDETQIAEIKRAFAEHLVIFFRDQPVGHDDHIR 60 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            A+ FG +          +  V     +         D     V    WH+D +       
Sbjct: 61  LARYFGGVHIAPSTAPWQVPGVPEVTIIHA-------DENSTFVAGEDWHSDMSCDDAPP 113 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G++     +P VGG T F++M AAYDAL +  +A +   +A H  V     LG     G 
Sbjct: 114 LGSILYLHTIPPVGGDTVFSNMYAAYDALSDRMKAYLDGLTAVHDAV-----LGF---GG 165 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
               G  +   +    P+++ HPETGR ++ + R     I G+   ES   L  L +    
Sbjct: 166 ITPEGMKLPRNS---HPVIRTHPETGRKAIFVNRGFTTRIEGVPDIESRSILSYLYE-HV 221 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
           Q P+     +W    +  WDNRC  H A  WD+ 
Sbjct: 222 QHPQFQCRFRWQPHSIAFWDNRCAQHSAI-WDY 253 
 
 
>ref|YP_001480784.1| taurine dioxygenase [Serratia proteamaculans 568] 
 gb|ABV43656.1| Taurine dioxygenase [Serratia proteamaculans 568] 
          Length = 282 
 
 Score = 94.4 bits (233), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 79/285 (27%), Positives = 119/285 (41%), Gaps = 21/285 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA V  V+LA  L D  F  L+ A L+H +L    Q ++  QQ   A RF 
Sbjct: 5   LNITPLGPYIGALVENVNLARPLGDGQFEQLYHALLKHQVLFLRNQPITPLQQRNLAGRF 64 
 
Query: 65  GAIE----RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           G +          D+  I  +        H+P + D+          WH D T++      
Sbjct: 65  GDLHIHPVYPQAADVKEIIVLD----THDHNPPDNDN----------WHTDVTFIENPPL 110 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV-QQAG 179 
           GA+ +A+ +P+ GG T +A   AAY+AL E  R L+    A H    S  +  H   +   
Sbjct: 111 GAILAAKTLPSTGGDTLWASGIAAYEALSEPFRQLLAGLKAEHDFTKSFPEHKHRGSEEE 170 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
                  +      L P+V+ HP +GR +L +       I  +   ES+  L  L      
Sbjct: 171 RQRWQVAVQKNPPLLHPVVRTHPVSGRQALFVNEGFTTRIVDLAPKESDALLNFLFAHIT 230 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 343



Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 231 KPEFQVRWRWQENDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_003280552.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
 gb|ACY35256.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
          Length = 329 
 
 Score = 94.4 bits (233), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 78/284 (27%), Positives = 121/284 (42%), Gaps = 14/284 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++TP  A +GA ++GV+L   L  A    + +A L+  ++ F  QHLS++QQI F+++F 
Sbjct: 27  IRVTPQSAHIGALISGVNLKQALSAAEVHTIRSALLRWKVIFFRDQHLSHEQQIAFSRQF 86 
 
Query: 65  GAIERIGGGDIVA-ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           G  E   G  +   +       ++ +H  A              WHAD T        ++ 
Sbjct: 87  G--ELTPGHPVFGHVEGFPELYSIAKHRKANRHSGQAEQRPWTGWHADVTAAHNPPAASI 144 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +P  GG T + ++ AAY+AL    +A +      H     Q        A   Y+ 
Sbjct: 145 LRGVTIPPYGGDTQWTNLAAAYEALSRPLQAFLQGLRGEHRFSAPQGA-----TASQEYL 199 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
               D T     PLV +HPETG   L I      +I  +   ES   LE L + A  +   
Sbjct: 200 DLVRDNTLISEHPLVTIHPETGEKVLYISPGFLKSIVELSTRESRVLLELLWEHAVSSEF 259 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
               +W  G +  WDNR   H A P D    +  R ++ + L G 
Sbjct: 260 TVRFKWEPGSLAFWDNRSTAHVA-PQDIFALEFDRQLYRTTLVG 302 
 
 
>ref|ZP_07046181.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
 gb|EFI59988.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
          Length = 329 
 
 Score = 94.0 bits (232), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 79/285 (27%), Positives = 121/285 (42%), Gaps = 14/285 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++ITP  A +GA ++GV+L   L  A    + +A L+  ++ F  QHLS++QQI F+ +F 
Sbjct: 27  IRITPQSAHIGALISGVNLKQALSAAEVHTIRSALLRWKVIFFRDQHLSHEQQIAFSHQF 86 
 
Query: 65  GAIERIGGGDIVA-ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           G  E   G  +   +       ++ +H  A              WHAD T        ++ 
Sbjct: 87  G--ELTPGHPVFGHVEGFPELYSIAKHRKANRHSGQAEQRPWTGWHADVTAAHNPPAASI 144 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +P  GG T + ++ AAY+AL +  +A +      H     Q        A   Y+ 
Sbjct: 145 LRGVTIPPYGGDTQWTNLAAAYEALSKPLQAFLQGLRGEHRFSAPQGA-----TASQEYL 199 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
               D T     PLV +HPETG   L I      +I  +   ES   LE L + A  +   
Sbjct: 200 DLVRDNTLISEHPLVTIHPETGEKVLYISPGFLKSIVELSTRESRVLLELLWEHAVSSEF 259 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAGR 284 
               +W  G +  WDNR   H A P D    +  R ++ + L G  
Sbjct: 260 TVRFKWEPGSLAFWDNRSTAHVA-PQDIFALEFDRQLYRTTLVGE 303 
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>emb|CAY27303.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27391.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27488.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 94.0 bits (232), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 72/125 (57%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +     RHS +YS+ KLG V+        +       P+R 
Sbjct: 1   TEFADMRAAYDALDDRTKADIENLVCRHSNMYSRGKLGLVEFTDEERAVF------RPVR 54 
 
Query: 196 PL-VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            L V+ HP +GR SL +  HA  I GM   ++   L  L ++A + P V++H W   D+V 
Sbjct: 55  QLLVRRHPVSGRKSLFLSAHAGEIEGMPTPQARMLLLDLTEFATREPFVYSHVWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_118167.1| putative taurine dioxygenase [Nocardia farcinica IFM 10152] 
 dbj|BAD56803.1| putative taurine dioxygenase [Nocardia farcinica IFM 10152] 
          Length = 312 
 
 Score = 94.0 bits (232), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 80/287 (27%), Positives = 125/287 (43%), Gaps = 17/287 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+ + P    +GA +TGV L   L D    A+ +A   + +L F  QH+ + + + F++R 
Sbjct: 13  TVHVAPVAGHIGADITGVDLREPLTDPQVEAITSALHTYKVLFFRDQHIGHAEHVAFSRR 72 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FGA+      D  A ++      V      +   + K    N  WH D + +      ++ 
Sbjct: 73  FGAVTPSHPYDDDAPTDYPEILAVDTRLYEKRFGVRKASYTNQ-WHTDVSPLINPPAASI 131 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             AE+ P  GG T + ++ AAY+ L E+ R  V    A H       + G  + A S    
Sbjct: 132 LRAEIAPERGGDTRWTNLVAAYEHLPESLRRFVDGLQAEH-------RFGGSRPAWSTDS 184 
 
Query: 184 GYGMDTTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
            Y     A PL    P+V+VHP TG  +L +       I G+  A+S+  L  L D     
Sbjct: 185 DYAKKVAAAPLVTEHPVVRVHPVTGERALFVNPGFTTRIVGLTPAQSDAVLRLLFDHLAD 244 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
                + +W  G +  WDNR   H A P D     + RV++ + L G 
Sbjct: 245 PAFTVSFRWRPGSIAFWDNRATAHLA-PSDIDHLDVTRVLYRTTLEG 290 
 
 
>emb|CAY27532.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 94.0 bits (232), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 71/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYD+LD+ T+ L+      HS +YS+++LG    +      +       P+R 
Sbjct: 1   TEFADMRAAYDSLDQDTKDLIEDLVCEHSQIYSRARLGFTDFSPEELERFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H  +I G  A E+   L  L + A Q   V+ H+WA GD+V 
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Sbjct: 55  QRLVRTHPSTGRKSLYLASHIGSIIGWSAPEATLLLMDLTEIATQREFVYPHEWAVGDIV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27285.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 94.0 bits (232), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 69/124 (55%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+  +   +  HSL+YS+  LG +      Y     + +   L+ 
Sbjct: 1   TEFGDMRAAYDALDDETKVEIEDMTCEHSLMYSRGSLGFLD-----YTDEEKEMSKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_07965125.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
 gb|EFV13673.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
          Length = 306 
 
 Score = 94.0 bits (232), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 77/269 (28%), Positives = 115/269 (42%), Gaps = 30/269 (11%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFA 61 
           T +++T  G  +GA + GV L   +      A+  A L H ++ F GQ HL ++ Q  FA 
Sbjct: 3   TAIRVTKLGEHIGARIDGVRLGGDVAPETVEAIRRAMLAHKVVFFRGQGHLDDEAQKAFA 62 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI---VGNMA--WHADSTYMP 116 
              G                        H  A  D  +  I    G  A  WH D T+   
Sbjct: 63  DLLGT-------------------RTTAHPVAPLDQEIVPIDSATGARANQWHTDVTFCD 103 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
              + ++  A V+PA GG TC+A+   AY+ L    R L  +  A H+  +  +     + 
Sbjct: 104 RPPKASLLRAVVLPAHGGSTCWANTAVAYERLPAPLRRLADELWAEHTSQFDYAAPNARE 163 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           +  +A+      T      PLV+VHPETG  SLL+G  A  I G+ ++ES+  +    D  
Sbjct: 164 ELAAAWSAIDFATE----HPLVRVHPETGERSLLLGNFAKRILGVSSSESQALIRLFQDR 219 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +        W  GD+ +WDNR   H A 
Sbjct: 220 ITRLEHTVRWNWEPGDLAMWDNRATQHYA 248 
 
 
>ref|YP_001863223.1| taurine dioxygenase [Burkholderia phymatum STM815] 
 gb|ACC76177.1| Taurine dioxygenase [Burkholderia phymatum STM815] 
          Length = 282 
 
 Score = 94.0 bits (232), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 77/274 (28%), Positives = 119/274 (43%), Gaps = 28/274 (10%) 
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Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I     ++GA +TGV LA    DD  FA + AA L+H +L    Q ++  Q + FA+R 
Sbjct: 1   MRIEQLTCSIGAELTGVDLADAVHDDGLFAEIRAALLKHRVLFLRDQEITRAQHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       +A S+ +  G VR + +P + +D  +      AWH D+T+      G  
Sbjct: 61  FGELE----DHPIAGSDPEHPGLVRIYKTPDQPNDRYE-----NAWHTDATWRAAPPFGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L E  +  +    ARHS+  S      +++  +   
Sbjct: 112 VLRCVECPPVGGDTMWANMVLAYENLPEHVKTQIADLRARHSIEASFGAAMPIEKRHALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-------LVD 235 
             Y          P+V+ HPETG   L +             E  RF +        L+  
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKVLFVNAFTTHFTNYHTPERVRFGQDANPGASMLLS 226 
 
Query: 236 WACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
           +      V  +Q    W    + +WDNR   H A 
Sbjct: 227 YLVSQAYVPEYQVRWRWRKNSIAIWDNRSTQHYA 260 
 
 
>ref|YP_003989699.1| Taurine dioxygenase [Geobacillus sp. Y4.1MC1] 
 gb|ADP75088.1| Taurine dioxygenase [Geobacillus sp. Y4.1MC1] 
          Length = 310 
 
 Score = 94.0 bits (232), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 75/263 (28%), Positives = 115/263 (43%), Gaps = 18/263 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++ P    +GA + GV L   +     A L+ A L+  +L F  Q ++++QQ  FA+ + 
Sbjct: 41  FEVKPLSPIIGAEIIGVDLREPITPELQAELNRALLEWKVLFFRNQKITSEQQRAFARLW 100 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +E      I    + +     R H    ++++         WHAD T+    A+ AV  
Sbjct: 101 GELEVHPFYPIEEGQSKEIVRFSRDHKQGGFENI---------WHADVTFRANPAKAAVL 151 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               VP VGG T +ADM AAYD L +  +  +   +A H    S S L   ++        
Sbjct: 152 RLIEVPPVGGDTLWADMGAAYDNLPDEIKERIDNLTAIHDFTPSFSHLMTPEELAIKQKE 211 
 
Query: 185 YGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
           +       P+  P+V+ HPETGR +L +       I G++  ESE+ L+ L   A      
Sbjct: 212 F------PPVEHPVVRTHPETGRKTLFVNPAFTTRIVGLEPEESEKLLQYLFRQAHIPEY 265 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRA 265 
                W    V  WDNR   H A 
Sbjct: 266 QVRFHWEKDTVAFWDNRATQHYA 288 
 
 
>ref|NP_887599.1| putative dioxygenase [Bordetella bronchiseptica RB50] 
 emb|CAE31551.1| putative dioxygenase [Bordetella bronchiseptica RB50] 
          Length = 289 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 89/285 (31%), Positives = 130/285 (45%), Gaps = 18/285 (6%) 
 
Query: 6   LQITP-TGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           LQ  P T   LG  V GV L     A  A  L A W +HA+L+   Q L     +  A   
Sbjct: 9   LQTRPLTQHGLGIEVRGVDLGAELPAQVARTLRALWSEHAVLVVRDQRLDPPGFLRAAGV 68 
 
Query: 64  FGAI--ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           FG I  +++G     ++ +    GT+        D  + V   N  +H D +       G 
Sbjct: 69  FGEILPQQLGK---FSLPDYPLVGTISSRDLPIRDGKLHVRGEN--YHTDHSNFREPPMG 123 
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Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
            +  A  +P+ GG T F D+RAAYD L E T+A +   S R   VY  S+     +  +A 
Sbjct: 124 TMLHAIELPSHGGDTQFVDVRAAYDDLPEQTKARIA--SLRSDHVYESSR---SPRKMAA 178 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                    A+  +PLV VHP +GRP+L +  GR    + G+   E    +  L + A Q 
Sbjct: 179 LTPQQRAEAASSSQPLVIVHPVSGRPALYLNTGR-MEGVDGLPEDEGFALINMLYEHATQ 237 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAE-PWDFKLPRVMWHSRLAG 283 
               + HQW  GD V+WDNR ++H+A   +D +  R ++   L G 
Sbjct: 238 PRYEYRHQWRKGDFVLWDNRSVMHQANADFDPQELRFLYRLMLKG 282 
 
 
>ref|YP_001751827.1| taurine dioxygenase [Pseudomonas putida W619] 
 gb|ACA75458.1| Taurine dioxygenase [Pseudomonas putida W619] 
          Length = 277 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 80/269 (29%), Positives = 121/269 (44%), Gaps = 23/269 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA---TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           +L +TP    LGA ++GV ++   T++     A+  A LQH +L F  Q ++ +QQ  FA 
Sbjct: 2   SLTVTPLSPALGAQISGVDISREITVEQRD--AIEQALLQHQVLFFRDQPITPEQQAHFA 59 
 
Query: 62  KRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            RFG +       I  I  NV     V        D  +  +  N  WH D T++P  A  
Sbjct: 60  ARFGDLH------IHPIYPNVPQTPQV-----LILDTAVTDVRDNAVWHTDVTFLPTPAL 108 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQA 178 
           GAV SA+ +PA GG T +A   AA+ AL    R ++   +A H     +   + G   +  
Sbjct: 109 GAVLSAKQLPAYGGDTLWASGIAAFQALSAPLREMLDGLTAMHDFTKSFPLERFGTTPED 168 
 
Query: 179 GSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
            + +     +    PL  P+++ HP +GR +L +       I  +   ESE  L+ L    
Sbjct: 169 LARWEATRRNN--PPLSHPVIRTHPVSGRKALFVNEGFTTRINELSELESEALLKLLFAH 226 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           A +       +W   DV  WDNR   H A 
Sbjct: 227 ATRPEFSIRWRWQENDVAFWDNRVTQHFA 255 
 
 
>ref|YP_884597.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           smegmatis str. MC2 155] 
 gb|ABK72553.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           smegmatis str. MC2 155] 
          Length = 312 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 82/281 (29%), Positives = 117/281 (41%), Gaps = 31/281 (11%) 
 
Query: 12  GATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-- 68 
           G TLGA ++GV L   L  A F  L  A  ++ +L F  Q +S D     A++FG +E   
Sbjct: 49  GTTLGAQISGVDLTRPLAGAVFDELRTALHEYKVLFFRDQPMSADAHAALARQFGPLEVH 108 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                     A++  + D  V  +                AWH D T+ P  +  A+  A 
Sbjct: 109 PLLPANSAESALARFQKDANVSGY--------------ENAWHHDVTWRPEPSILAILHA 154 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
             VP +GG T FADM AAYD+LD+ T+A + +  A H   Y    L   ++       +  
Sbjct: 155 IEVPPIGGDTLFADMYAAYDSLDDETKAEIDRLDAAHDFTYYLRGLVPDEKIAELQAAHP 214 
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Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
             T      P+V  HP TGR  L + R         A         L+D  C+      H 
Sbjct: 215 PVT-----HPVVCTHPITGRRHLYVNR---MFVSHIAGYPHDTGRALLDRLCRTADAPEH 266 
 
Query: 247 Q----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           Q    WA   V +WDNR + H A    +   R+M  + + G 
Sbjct: 267 QVRFRWAPDSVAIWDNRAVQHYAASGYWPHTRIMERASVTG 307 
 
 
>emb|CAY27276.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRNLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27521.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 53/124 (42%), Positives = 72/124 (58%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE TRA V +    HSL++S+  +G      SA+    ++     L+ 
Sbjct: 1   TEFADMRAAYDALDERTRAEVEELICEHSLLHSRGAIGF-----SAFTPEEIEGFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  H   I G    E+  F+  L++ A Q   V+AH+W   D+V+ 
Sbjct: 56  RLVRFHPATGRKSLFLSAHIGTIIGWPQPEAMAFIRDLIEHATQPQFVYAHRWTQHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27476.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27547.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 55/125 (44%), Positives = 71/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDEAT+A   Q    HSL++S+  LG         +     T   P+R 
Sbjct: 1   TEFADMRAAYDALDEATKAETEQLVCEHSLMFSRGALGFSD------LSKEERTMFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  +V+ A Q   V++H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGGIVGWPVPEARAFLRDMVEHATQPRFVYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
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           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|NP_742398.1| taurine dioxygenase [Pseudomonas putida KT2440] 
 gb|AAN65862.1|AE016214_7 alpha-ketoglutarate-dependent taurine dioxygenase 
[Pseudomonas 
           putida KT2440] 
          Length = 277 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 80/267 (29%), Positives = 118/267 (44%), Gaps = 19/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L ITP    LGA ++GV ++  +      A+  A LQH +L    Q ++ +QQ  FA R 
Sbjct: 2   SLTITPLSPALGAQISGVDISRDISAEERDAIEQALLQHQVLFLRDQPINPEQQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +       I  I  NV     V        D  +  +  N  WH D T++P  A GA 
Sbjct: 62  FGDLH------IHPIYPNVPDTPQV-----LVLDTAVTDVRDNAVWHTDVTFLPTPALGA 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGS 180 
           V SA+ +PA GG T +A   AA++AL    R ++   +A H     +   + G   Q  + 
Sbjct: 111 VLSAKQLPAYGGDTLWASGIAAFEALSAPLREMLDGLTATHDFTKSFPLERFGTTPQDLA 170 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            +     +    PL  P+V+ HP +GR +L +       I  +   ES+  L  L   A  
Sbjct: 171 RWEATRRNN--PPLSHPVVRTHPVSGRKALFVNEGFTTRINELSELESDALLRLLFAHAT 228 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 229 RPEFSIRWRWQENDVAFWDNRVTQHFA 255 
 
 
>ref|YP_103265.1| dioxygenase, TauD/TfdA [Burkholderia mallei ATCC 23344] 
 ref|ZP_00440417.1| dioxygenase, TauD/TfdA family [Burkholderia mallei GB8 horse 4] 
 ref|ZP_04884616.1| dioxygenase, TauD/TfdA [Burkholderia mallei ATCC 10399] 
 ref|ZP_04906581.1| dioxygenase TauD/TfdA family [Burkholderia mallei FMH] 
 ref|ZP_04915641.1| dioxygenase TauD/TfdA family [Burkholderia mallei JHU] 
 gb|AAU48166.1| dioxygenase, TauD/TfdA [Burkholderia mallei ATCC 23344] 
 gb|EDK56885.1| dioxygenase TauD/TfdA family [Burkholderia mallei FMH] 
 gb|EDK57139.1| dioxygenase TauD/TfdA family [Burkholderia mallei JHU] 
 gb|EDP88970.1| dioxygenase, TauD/TfdA [Burkholderia mallei ATCC 10399] 
 gb|EEP86043.1| dioxygenase, TauD/TfdA family [Burkholderia mallei GB8 horse 4] 
          Length = 292 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 81/268 (30%), Positives = 120/268 (44%), Gaps = 20/268 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G A  +  A L++ +L F  Q  LS + QI F + 
Sbjct: 3   TLEIRPLSGTIGAQVRNRTLADVVESGRADEIRQALLRYKVLFFTNQPELSVETQIAFGR 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +E             K DG   Q     +D  +     ++ WH D +     +    
Sbjct: 63  LFGELE-----TNFPSFTAKPDG---QPEVTVFDGAVSTGRASI-WHTDLSIAKTPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
           +   +  P  GG T +AD+ AAY AL    +A +  + A H ++  Q     G  Q  G  
Sbjct: 114 ILCVKETPDSGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAQHPGAFQTRGR 173 
 
Query: 181 AYIGYGMDTTAT--PLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
           +     MD +       P+V+VHPETGR  L +     + + G  +AES   L  L     

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 350



Sbjct: 174 S----DMDLSEVFGAEHPVVRVHPETGRKCLFVNPFLTSHLVGFHSAESATILNYLYALM 229 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   V    W+ GDV +WDNRC +H A 
Sbjct: 230 ERPQYVVRWHWSRGDVALWDNRCTMHTA 257 
 
 
>ref|YP_003187897.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-01] 
 dbj|BAH99517.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-01] 
 dbj|BAI02570.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-03] 
 dbj|BAI05616.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-07] 
 dbj|BAI08665.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-22] 
 dbj|BAI11713.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-26] 
 dbj|BAI14759.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-32] 
 dbj|BAI17805.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-01-42C] 
 dbj|BAI20789.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acetobacter 
           pasteurianus IFO 3283-12] 
          Length = 314 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 73/262 (27%), Positives = 116/262 (44%), Gaps = 17/262 (6%) 
 
Query: 9   TPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 67 
           TP    +GA V+GV+LA +L     + L    L+H +L F  Q+++  QQ  FA+RFG + 
Sbjct: 33  TPLSPAIGAIVSGVNLAQSLTAKTESRLRELLLRHQVLFFRNQNITPRQQRNFAQRFGPL 92 
 
Query: 68  ERIGGGDIVA-ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
            +      VA +  +    T       E +D+      N  WH D T+      GAV +A 
Sbjct: 93  HQHPIYPTVADVPEIIVLDT-------EQNDLK----DNALWHTDVTFSQTPPLGAVLAA 141 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS--QSKLGHVQQAGSAYIG 184 
             +P  GG T +A   AAYDAL +  +  +   +A H   +S   S+ G  +     ++  
Sbjct: 142 RHLPPSGGDTLWASATAAYDALSDGMKLRLEHLTALHDFTHSFPLSRFGRTEAEKQKWL- 200 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
              +       P++++HPET + ++ +       + G++  ES   L  L     +     
Sbjct: 201 RTREQQPPVEHPVIRIHPETNKRAIFVNEGFTTEVCGLEIEESAALLRFLFQHLSKPEFS 260 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRA 265 
               W  GDV  WDNR   H A 
Sbjct: 261 VRWTWREGDVAFWDNRATQHYA 282 
 
 
>ref|YP_001059547.1| dioxygenase, TauD/TfdA [Burkholderia pseudomallei 668] 
 gb|ABN82873.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 668] 
          Length = 292 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 80/268 (29%), Positives = 122/268 (45%), Gaps = 20/268 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
           TL+I P   T+GA V    LA + ++G A  +  A L++ +L F  Q  LS + QI F + 
Sbjct: 3   TLEIRPLSGTIGAQVRNRTLADVVESGRADEIRQALLRYKVLFFTNQPELSVETQIAFGR 62 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
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            FG +E        A    + + TV       +D  +     ++ WH D +     +    
Sbjct: 63  LFGELE-TNFPSFTAKPEGQPEVTV-------FDGAVSTGRASI-WHTDLSIAKTPSAMG 113 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKLGHVQQAGS 180 
           +   +  P  GG T +AD+ AAY AL    +A +  + A H ++  Q   + G  Q  G  
Sbjct: 114 ILCVKETPDSGGDTMWADLEAAYAALSPGMQAFLEGQRAVHDMMTPQYAQRPGAFQTRGR 173 
 
Query: 181 AYIGYGMDTTAT--PLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
           +     MD +       P+V+VHPETGR  L +     + + G  +AES   L  L     
Sbjct: 174 S----DMDLSEVFGAEHPVVRVHPETGRKCLFVNPFLTSHLVGFHSAESATILNYLYALM 229 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +   V    W+ GDV +WDNRC +H A 
Sbjct: 230 ERPQYVVRWHWSRGDVALWDNRCTMHTA 257 
 
 
>gb|ADR57960.1| TauD [Pseudomonas putida BIRD-1] 
          Length = 277 
 
 Score = 93.6 bits (231), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 81/267 (30%), Positives = 118/267 (44%), Gaps = 19/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L ITP    LGA ++GV L+  +      A+  A LQH +L    Q ++ +QQ  FA R 
Sbjct: 2   SLTITPLSPALGAQISGVDLSRDISAEERDAIEQALLQHQVLFLRDQPINPEQQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +       I  I  NV     V        D  +  +  N  WH D T++P  A GA 
Sbjct: 62  FGDLH------IHPIYPNVPDTPQV-----LVLDTAVTDVRDNAVWHTDVTFLPTPALGA 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGS 180 
           V SA+ +PA GG T +A   AA++AL    R ++   +A H     +   + G   Q  + 
Sbjct: 111 VLSAKQLPAYGGDTLWASGIAAFEALSAPLREMLDGLTATHDFTKSFPLERFGTTPQDLA 170 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            +     +    PL  P+V+ HP +GR +L +       I  +   ES+  L  L   A  
Sbjct: 171 RWEATRRNN--PPLSHPVVRTHPVSGRKALFVNEGFTTRINELSELESDALLRLLFAHAT 228 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 229 RPEFSIRWRWQEHDVAFWDNRVTQHFA 255 
 
 
>ref|YP_002799353.1| TauD/TfdA family taurine catabolism dioxygenase [Azotobacter 
           vinelandii DJ] 
 gb|ACO78378.1| taurine catabolism dioxygenase, TauD/TfdA family [Azotobacter 
           vinelandii DJ] 
          Length = 287 
 
 Score = 93.2 bits (230), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 80/275 (29%), Positives = 115/275 (41%), Gaps = 23/275 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL+ITP   T+GA V+GV L   L  A    L A  LQ+ +L F  QHLS +QQ+ FA+  
Sbjct: 12  TLEITPLEPTIGAEVSGVDLKKPLSPAQRDRLKALLLQYKVLFFRDQHLSREQQVAFARH 71 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +              +    +   + A + D ++       WH+D++++     GAV 
Sbjct: 72  FGELYVHPTSKQPDERFPEVHQIIASEARARYGDALR-----GRWHSDTSWLLEPTYGAV 126 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +P  GG T +AD    Y  L +  +A +      H+   S   +G           
Sbjct: 127 LRPLDLPPAGGDTIWADSGLVYRGLPDDVKARIDDLYVVHNFKPSLDAVG---------F 177 
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Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPR 242 
            Y + +      PLV+ HPETG   L I       I G    ES   ++ L+      P  
Sbjct: 178 DYPLVS-----HPLVRTHPETGEDVLFINFSMFPYILGWSPEESRELVDYLLK-EFSTPE 231 
 
Query: 243 VHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
            H   +W  G +  WDNR  LH         PRVM 
Sbjct: 232 YHVRFKWREGSLAFWDNRSSLHYPVHNYGDYPRVM 266 
 
 
>ref|YP_002396447.1| taurine dioxygenase [Escherichia coli ED1a] 
 emb|CAR06605.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           ED1a] 
          Length = 283 
 
 Score = 93.2 bits (230), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 78/289 (26%), Positives = 125/289 (43%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHHVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M+ + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMYRATILG 275 
 
 
>ref|YP_001412266.1| taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
 gb|ABS62609.1| Taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
          Length = 271 
 
 Score = 93.2 bits (230), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 80/285 (28%), Positives = 117/285 (41%), Gaps = 39/285 (13%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M    L + P  A +GA + G+ L+  L +     +H A +QH ++ F  Q L + +    
Sbjct: 1   MDYEVLTVKPMTARIGAEIEGIDLSEPLSNKVIDEVHTALMQHQVIFFRDQELDHVRHKE 60 
 
Query: 60  FAKRFGAIERIGG-------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
             + FG +    G        +IVAI                 D+  K + G   WH+D  
Sbjct: 61  LGRAFGELAIHSGVAGLADHPEIVAIHA---------------DEKSKFVAGE-NWHSDL 104 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           T   +   G++    VVP VGG T FA M AAY+AL    +  +    A H   +    + 
Sbjct: 105 TCNEIPPMGSILYLPVVPEVGGDTMFASMYAAYEALSPGMQTYLDGLYAVHDGEHVYRPI 164 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
             V      +             P+V+ HP TGR  + +   +   I G+  AES+  LE 
Sbjct: 165 --VNDPNKRF--------PCNTHPVVRTHPVTGRKGIFVNPSYTTEIVGLGKAESDGVLE 214 
 
Query: 232 GLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
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            L    C  P  H   +W    V  WDNRC  H A  WD+  P+V 
Sbjct: 215 MLYK-HCANPNFHVRFRWKPKSVAFWDNRCTWHLAV-WDY-FPQV 256 
 
 
>emb|CAY27235.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27237.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27241.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27243.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27247.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27251.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27253.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27258.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 93.2 bits (230), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27510.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 93.2 bits (230), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 52/124 (41%), Positives = 67/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKAEIEDLVCEHSLMYSRGSLGFLD-----YSDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA AI GM   E    L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPAHGRKSLYLSSHAGAIKGMSVPEGRLLLRDLNEHATQLEFVYVHKWKLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_701701.1| taurine dioxygenase [Rhodococcus jostii RHA1] 
 gb|ABG93543.1| probable taurine dioxygenase [Rhodococcus jostii RHA1] 
          Length = 318 
 
 Score = 93.2 bits (230), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 78/299 (26%), Positives = 129/299 (43%), Gaps = 35/299 (11%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A T L++ P    +GA ++G+ L   L D   A +  A  ++ +L F  Q + + +QI F 
Sbjct: 15  ADTALEVRPVAGHIGAEISGIDLRKELADNEVAQVRDALHRYKVLFFRDQEIGHAEQIAF 74 
 
Query: 61  AKRFGAIERI---------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           +++FG +            G   I+A+ + K +    +          K    +  WH D 
Sbjct: 75  SRKFGDVTPSHPYDDEAPEGFPQILAVDSRKYEKRFGR----------KKYSYDNKWHTD 124 
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Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            T +     G +  A +VP  GG T + ++ AAY+ L ++ + LV    A H       + 
Sbjct: 125 VTALINPPAGTILRAHIVPEQGGDTQWTNLVAAYEGLPDSLKGLVDGLRAEH-------R 177 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE 227 
            G      +    Y + T   PL    P+V+VHP TG  +L +       I G+  ++S+ 
Sbjct: 178 FGGRHPQWAEDSSYALKTRENPLVTEHPVVRVHPVTGERALFVTPGFTSRIVGVSPSQSD 237 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
           R L+ L             +WA G +  WDNR   H A P D     + RV++ + L G 
Sbjct: 238 RLLDLLFAEVTNPAYTVRFRWAPGSLAFWDNRATAHLA-PTDLDHLDVTRVLYRTTLEG 295 
 
 
>ref|ZP_03426827.1| dioxygenase [Mycobacterium tuberculosis T92] 
          Length = 274 
 
 Score = 93.2 bits (230), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 72/240 (30%), Positives = 103/240 (42%), Gaps = 13/240 (5%) 
 
Query: 27  LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 85 
           LD A    + AA L H ++ F GQH L + +Q+ FA   G    IG    +A+++   D  
Sbjct: 6   LDPAAVNEIRAALLAHKVVFFRGQHQLDDAEQLAFAGLLGT--PIGHPAAIALAD---DA 60 
 
Query: 86  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 145 
            +     +E+    +       WH D T+       +V  A  +P+ GG T +A+  AAY 
Sbjct: 61  PIITPINSEFGKANR-------WHTDVTFAANYPAASVLRAVSLPSYGGSTLWANTAAAY 113 
 
Query: 146 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 205 
             L E  + L     A H+  Y       +  A  A+             P+V+VHPETG 
Sbjct: 114 AELPEPLKCLTENLWALHTNRYDYVTTKPLTAAQRAFRQVFEKPDFRTEHPVVRVHPETG 173 
 
Query: 206 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +LL G    +  G+D+ ES    E L              WA GDV +WDNR   HRA 
Sbjct: 174 ERTLLAGDFVRSFVGLDSHESRVLFEVLQRRITMPENTIRWNWAPGDVAIWDNRATQHRA 233 
 
 
>emb|CAY27216.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.8 bits (229), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 54/128 (42%), Positives = 71/128 (55%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+AT+A V      HS+VYS+ ++G    A         +  A  LR 
Sbjct: 1   TEFADMRAAYDALDDATKAEVEDLVTEHSIVYSREQIGFNDYA---------EGNADRLR 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV  HP TGR SL +  H   I G    E+  F+  L++ A Q   V++H+W    
Sbjct: 52  PVQHRLVITHPVTGRKSLYLSSHIGGIVGWPMPEARAFIRDLIEHATQPEFVYSHKWRVN 111 
 
Query: 252 DVVVWDNR 259 
           D+V+WDNR 
Sbjct: 112 DMVMWDNR 119 
 
 
>gb|ACX54985.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54988.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ACX54989.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 89 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 355



 
 Score = 92.8 bits (229), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 53/95 (55%), Positives = 62/95 (65%), Gaps = 6/95 (6%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+ ++ SA VV   GG T +ADMRAA DALD   R+ V   SA HS+ YSQ 
Sbjct: 1   ADSTYMPVSAKASMLSARVVTTKGGETEWADMRAALDALDTEARSRVADLSAYHSIAYSQ 60 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
           ++ G         +GYGMD  A  LRPLVKVHPET 
Sbjct: 61  AQAGFESD-----LGYGMDEAAQ-LRPLVKVHPET 89 
 
 
>emb|CAY27268.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.8 bits (229), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFEPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27440.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.8 bits (229), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 53/125 (42%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE T+A     +  HSL+YS+  LG  +      +      T TP+R 
Sbjct: 1   TEFADMRAAYDALDEKTKAEAEDLACEHSLIYSRGTLGFTE------LSEEERKTFTPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H   I G    E+  F+  L + A Q    +AH+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLYLSSHIGTIVGWPMPEARAFIRDLTEHATQPRFTYAHKWRQFDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_002768378.1| dioxygenase [Rhodococcus erythropolis PR4] 
 dbj|BAH35639.1| putative dioxygenase [Rhodococcus erythropolis PR4] 
          Length = 281 
 
 Score = 92.8 bits (229), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 80/278 (28%), Positives = 117/278 (42%), Gaps = 14/278 (5%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +  T   +TPT  T+GA ++G+ L+  L D   + L  A L+  +L F  Q +   +    
Sbjct: 2   LPYTRFTLTPTTPTIGAEISGIQLSGQLSDETMSELRRALLEWKVLFFRDQTIDRSEHRD 61 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 356



           FA R+G++E+            +AD           D M   +  N  WH D ++    + 
Sbjct: 62  FASRWGSLEQHPFFKYTQPGQSEADIVTLAK-----DAMTGGVENN--WHNDVSWHEFPS 114 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
             AV  A  VP VGG T +AD  AAY+ L E  +  + Q  A H  + S  K  H+  +  
Sbjct: 115 FAAVLRAVEVPPVGGDTLWADTGAAYELLPEGIKERIDQLVAEHDWINSFGK--HMDPST 172 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC 238 
            A +            P+V+V PETGR  L +       I G+  AES+  L  L      
Sbjct: 173 VAKLRPQFPAVR---HPVVRVIPETGRKVLFVNLSFTQRIVGVSEAESDELLTLLYRHVH 229 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
           +       +W    +  WDNR   H A    F   RVM 
Sbjct: 230 RPEFQVRLKWRTNTIAFWDNRTCQHYAASDYFPARRVM 267 
 
 
>emb|CAY27211.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.8 bits (229), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 55/125 (44%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE T+ LV      HS +YS+  LG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEETKDLVADLVCEHSQLYSRQLLGFTDFTEEERERF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA +I G    E+  FL+ L + A Q   V+AH+W  GD+V 
Sbjct: 55  QRLVRTHPVTGRKSLYLSSHAGSIVGWPVPEARAFLKDLNEHATQREFVYAHRWRVGDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27305.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.8 bits (229), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 71/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +     RHS +YS+ KLG V+        +       P+R 
Sbjct: 1   TEFADMRAAYDALDDRTKADIENLVCRHSNMYSRGKLGLVEFTDEERAVF------RPVR 54 
 
Query: 196 PL-VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            L V+ HP +GR SL +  H   I GM   ++   L  L ++A + P V++H W   D+V 
Sbjct: 55  QLLVRRHPVSGRKSLFLSAHVGEIEGMPTPQARMLLLDLTEFATREPFVYSHVWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAJ89754.1| putative dioxygenase [Streptomyces ambofaciens ATCC 23877] 
          Length = 329 
 
 Score = 92.8 bits (229), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 88/292 (30%), Positives = 127/292 (43%), Gaps = 20/292 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +++ P    +GA + GV LA  LD A  AA+ AA L+  ++ F  QHL +   + FA+ F 
Sbjct: 22  IEVEPAAGHIGAEIHGVDLAGGLDAAQVAAVRAAVLRWKVVFFRDQHLDHAGHVAFARLF 81 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 357



 
Query: 65  G---AIERIGGGDIVAISNVKAD------GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G    + R G         ++        G        EW    +  +    WH D     
Sbjct: 82  GDPVTLPRRGKASPAGFPEIETTADRLELGGRFGMEHDEWLRRRRHTL-LRGWHCDHGAR 140 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                  +  AE VP  GG T ++++ AAY  L    RA V    A H L      +G+  
Sbjct: 141 VDPPAATILRAETVPPYGGDTTWSNLAAAYAGLSAPMRAFVDGLRAEHRL-----GVGYQ 195 
 
Query: 176 QQAG-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGL 233 
            + G  AY+ + +D     + PLV+VHPETG   L + G +   I G+   ES   LE L 
Sbjct: 196 PRPGDDAYVRHLLDHQTASVHPLVRVHPETGERVLFVNGYYVEQIVGLSRPESAAVLELL 255 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PRVMWHSRLAG 283 
           ++ A +       +W  G V  WDNR  +H A   +  L  PR M    LAG 
Sbjct: 256 LEHATRPEYTVRFRWQPGSVAFWDNRATIHLAPSDNAHLDHPRTMHRVMLAG 307 
 
 
>emb|CAY27393.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.8 bits (229), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 54/125 (43%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYD LDEAT+A   Q    HSL++S+  LG    +          T   P+R 
Sbjct: 1   TEFADMRAAYDGLDEATKAETEQLVCEHSLMFSRGALGFSDLSKEER------TMFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  +V+ A Q   V++H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSTHAGGIVGWPVPEARAFLRDMVEHATQPRFVYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_608305.1| dioxygenase, TauD [Pseudomonas entomophila L48] 
 emb|CAK15507.1| putative dioxygenase, TauD [Pseudomonas entomophila L48] 
          Length = 289 
 
 Score = 92.8 bits (229), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 86/297 (28%), Positives = 131/297 (44%), Gaps = 52/297 (17%) 
 
Query: 7   QITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++TP    +GA + GV L+  L     A +  A+L++ +L+F  QHL  +Q   F + FG 
Sbjct: 27  RLTPV---IGAEIGGVDLSRPLAAEQLAEIRRAFLENHVLVFRDQHLDVEQHKAFGRLFG 83 
 
Query: 66  AIERIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            +  +      GD   +  ++A+   R              V    WH D T     + G 
Sbjct: 84  ELRALPLDDIDGDDPELVVIRANAQSR-------------FVAGETWHTDGTADLEPSMG 130 
 
Query: 122 AVFSAEVVPAVG--GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           ++   +  PA+G  G T FA+M  A + L  A +A +   +A H                 
Sbjct: 131 SMLYVKETPAIGTGGDTLFANMHLALEMLSPAMQAFLGTLTAIHD-------------GE 177 
 
Query: 180 SAYIGY----GMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGL 233 
             + GY    G+  T     P+V  HP+TGRPSL +  G  +H +  + A ES+  L  L 
Sbjct: 178 MPWKGYTPPPGLPKTE---HPVVVRHPQTGRPSLFVNSGFTSHIV-QLSAGESQMLLNLL 233 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
            D   + P +    +WA G +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 234 FDLVAREPVLSCRVRWAPGTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPQ 288 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 358



 
 
>ref|YP_296355.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ61511.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 282 
 
 Score = 92.4 bits (228), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 78/274 (28%), Positives = 120/274 (43%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +Q+     +LGA + GV+LA    DD  FA + A  LQH +L    Q++S    + FA+R 
Sbjct: 1   MQVKQITCSLGAELVGVNLADAVRDDGLFAEIRALLLQHRVLFLRDQNISRADHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + +P + +D  +      AWH+D+T+      GA 
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKTPDQPNDRYE-----NAWHSDTTWREAPQFGA 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L E  +A +    ARHS+  S      +++  +   
Sbjct: 112 VLRCVECPPVGGDTMWANMALAYERLPEHIKAQIADLRARHSIEASFGAAMPIEKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE-------GLVD 235 
             Y          P+V+ HPETG   L +            A   RF +        L+  
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKILYVNAFTTHFTNFHTANRVRFGQDANPGAPDLLR 226 
 
Query: 236 WACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
           +      +  +Q    W    + +WDN    H A 
Sbjct: 227 YLISQAYIPEYQVRWRWEPNSMAIWDNTATQHYA 260 
 
 
>gb|ACX54996.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 89 
 
 Score = 92.4 bits (228), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 53/95 (55%), Positives = 62/95 (65%), Gaps = 6/95 (6%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+ ++ SA VV   GG T +ADMRAA DALD   R+ V   SA HS+ YSQ 
Sbjct: 1   ADSTYMPVSAKASMLSARVVTTKGGETEWADMRAALDALDPEARSRVADLSAHHSIAYSQ 60 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
           ++ G         +GYGMD  A  LRPLVKVHPET 
Sbjct: 61  AQAGFESD-----LGYGMDEAAQ-LRPLVKVHPET 89 
 
 
>ref|YP_257356.1| taurine catabolism dioxygenase TauD [Pseudomonas fluorescens Pf-5] 
 gb|AAY95621.1| taurine dioxygenase, TauD/TfdA family [Pseudomonas fluorescens 
           Pf-5] 
          Length = 301 
 
 Score = 92.4 bits (228), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 79/265 (29%), Positives = 114/265 (43%), Gaps = 18/265 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L+  LD A   A+  A +Q+ ++ F GQ HL +  Q  F+   
Sbjct: 15  LDIHPVAGRIGAEIRGVQLSGDLDAATVEAIRQALVQYKVIFFRGQTHLDDQSQEAFSHL 74 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            G        + VA   V   DGT       E D          +WH D T++    + + 
Sbjct: 75  LG--------EPVAHPTVPVRDGT---RYLMELDGAQGQRAN--SWHTDVTFVDAYPKAS 121 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAGS 180 
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           +  + V PA GG T +A+   AY+ L    R L  +  A HS    Y+ +K     +    
Sbjct: 122 ILRSVVAPASGGDTVWANTATAYNELSAELRELADKLWAVHSNEYDYAGAKPDVSAEKLE 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            Y      T      P+V+VHPE+G  SL++G     I G   A+S      L     +  
Sbjct: 182 RYRKVFTSTVFETEHPIVRVHPESGEKSLVLGHFVKRIKGYSQADSAHLFGLLQSHVTRL 241 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W+AGDV +WDNR   H A 
Sbjct: 242 ENTVRWRWSAGDVAIWDNRSTQHYA 266 
 
 
>emb|CAY27418.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.4 bits (228), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 71/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+AT+A +      HSL++S+  LG  +      +      T  P+R 
Sbjct: 1   TEFGDMRAAYDALDDATKAEIEDLVCEHSLIFSRGSLGFTE------LSEEERATFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H  AI G    E+  FL  L++ A Q   V++H+W   D+V 
Sbjct: 55  QRLVRAHPVTGRKSLFLSSHGGAILGWPVPEARAFLRDLMEHATQPQFVYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_001563037.1| taurine dioxygenase [Delftia acidovorans SPH-1] 
 gb|ABX34652.1| Taurine dioxygenase [Delftia acidovorans SPH-1] 
          Length = 281 
 
 Score = 92.4 bits (228), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 89/298 (29%), Positives = 127/298 (42%), Gaps = 46/298 (15%) 
 
Query: 7   QITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           QITP    +GA ++GVHL  A  D A FA + AA L H +L F  Q ++  + + FA RF 
Sbjct: 5   QITPA---IGAEISGVHLGDAARDAALFADIRAALLTHRVLFFRDQDITRAEHVAFASRF 61 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQH---SPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           G +E       VA S+ +  G VR +    P  +++          WH D  + P  A G 
Sbjct: 62  GPLE----DHPVAGSDPEHPGLVRIYRSDDPHSYEN---------TWHCDGLWRPNPAMG 108 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           AV      P +GG T + +M  AY+ L E         S + S+   ++K G     G+  
Sbjct: 109 AVLRCIECPPIGGDTIWVNMVKAYEELPE---------SIKRSIGGLRAKAGIEHTFGAV 159 
 
Query: 182 YIGYGMDTTAT---PLR-PLVKVHPETGRPSLLIGRH------AHAIP-----GMDAAES 226 
                    A+   P+  P+V+ HPETG   L +G         ++ P     G+D A   
Sbjct: 160 MAPEARARLASEHPPVEHPVVRTHPETGEKLLFVGAGFSTHFVNYSTPENVRHGIDKAPG 219 
 
Query: 227 ERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              L   +      P       W  GDV VWDNR   H A    +  PR M  + + G 
Sbjct: 220 AALLMNYLISRATIPEYQVRWSWKPGDVAVWDNRSTQHYALNDYYPAPRRMERAGIVG 277 
 
 
>emb|CAY27497.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
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 Identities = 51/124 (41%), Positives = 66/124 (53%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRA YDALD+ TRA +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFGDMRAGYDALDDETRAEIEDMVCEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27456.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 53/125 (42%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+A V +    HSL++S+  +G  Q        +       P+R 
Sbjct: 1   TEFADMRAAYDALDARTKAEVEELVCEHSLLHSRGAIGFTQFTPEEIENF------RPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP+TGR SL +  HA AI G    E+  FL  L + A Q   V++H W   D+V 
Sbjct: 55  QRLVRTHPQTGRKSLFLSSHAGAIEGWTIPEARSFLRDLTEHATQREFVYSHPWRQHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|EGB71242.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli TW10509] 
          Length = 283 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 78/288 (27%), Positives = 122/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TGV L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGVDLTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T ++   AAY+AL    R L+    A H    S  +  + +   
Sbjct: 109 PAGAILAAKELPSTGGDTLWSSGIAAYEALSVPFRQLLSGLCAEHDFRKSFPEYKYRKTE 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                 +       P L P+V+ HP TG+ +L +       I  +   ESE  L G +   
Sbjct: 169 EEHQRWHEAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLFA 227 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>gb|ACX54987.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
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           [uncultured bacterium] 
 gb|ACX54999.1| putative (S)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 89 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 53/95 (55%), Positives = 62/95 (65%), Gaps = 6/95 (6%) 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           ADSTYMPV A+ ++ SA VV   GG T +ADMRAA DALD   R+ V   SA HS+ YSQ 
Sbjct: 1   ADSTYMPVSAKASMLSARVVTTKGGETEWADMRAALDALDPEARSRVADLSAYHSIAYSQ 60 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 204 
           ++ G         +GYGMD  A  LRPLVKVHPET 
Sbjct: 61  AQAGFESD-----LGYGMDEAAQ-LRPLVKVHPET 89 
 
 
>gb|ACG80557.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 53/127 (41%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T F DMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  D  A     
Sbjct: 1   TEFGDMRAAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDDEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIKGMSMPEARLLLRDLTEQATQREFVHIHKWTVHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>emb|CAY27485.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 54/125 (43%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDEAT+A   Q    HSL++S+  LG    +          T   P+R 
Sbjct: 1   TEFGDMRAAYDALDEATKAETEQLVCEHSLMFSRGALGFSDLSKEER------TMFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  +V+ A Q   V++H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGGIVGWPVPEARAFLRDMVEHATQPRFVYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27277.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
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Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   +  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLMRDLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|ABR27343.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 92.4 bits (228), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 51/122 (41%), Positives = 66/122 (54%), Gaps = 5/122 (4%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           FADMRAAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ L 
Sbjct: 2   FADMRAAYDALDDETKAEIEDLICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRL 56 
 
Query: 198 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 257 
           V+ HP  GR SL +  HA AI GM   E    L  L + A Q   V+ H+W   D+V+WD 
Sbjct: 57  VRTHPAHGRKSLYLSSHAGAIRGMSMPEGRLLLRDLTEHATQPEFVYVHRWTVHDLVMWD 116 
 
Query: 258 NR 259 
           NR 
Sbjct: 117 NR 118 
 
 
>emb|CAY27526.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 92.0 bits (227), Expect = 8e-17,   Method: Compositional matrix adjust. 
 Identities = 52/127 (40%), Positives = 70/127 (55%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T FADMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFADMRAAYDALDDETKAEIEDMICEHSLMYSRGSLG--------FLDYSDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D 
Sbjct: 53  VLQRLVRTHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>gb|ADC34016.1| TfdA-like protein [uncultured bacterium] 
          Length = 198 
 
 Score = 92.0 bits (227), Expect = 8e-17,   Method: Compositional matrix adjust. 
 Identities = 60/207 (28%), Positives = 97/207 (46%), Gaps = 10/207 (4%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA+R G I        V       +G   + +    +   +  +G   WH D +Y  
Sbjct: 1   QQIAFARRLGRI--------VVNKFFPENGAHPEIAEVRKEKEQRTNIGG-GWHTDHSYD 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P+ A G++  A  +P  GG T FA++ AAYDAL +  +  +    A+HS  +   + G   
Sbjct: 52  PIPALGSILVARELPESGGDTMFANLYAAYDALSDGLKRTLSTLRAKHSNRHLYGENGLY 111 
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Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           +++  A    G +  +  + P+V  HPE+GR +L +   H     G   A+S   L+ L  
Sbjct: 112 RKSDLASQLKGPEGVSDAVHPVVITHPESGRRALYVNPGHTLHFEGWSEADSRPLLKHLY 171 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           + A +       +WA G +  WDNRC+ 
Sbjct: 172 EHASRPEFTCRFRWAPGSIAFWDNRCV 198 
 
 
>ref|YP_003598515.1| alpha-ketoglutarate-dependent taurine dioxygenase [Bacillus 
           megaterium DSM 319] 
 gb|ADF40165.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Bacillus 
           megaterium DSM 319] 
          Length = 311 
 
 Score = 92.0 bits (227), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 75/275 (27%), Positives = 115/275 (41%), Gaps = 37/275 (13%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T   I P    +GA + G+ L+  L       L+ A+L+  +L F  Q ++++Q + FAK 
Sbjct: 39  TFFSIKPLTPIIGAEIEGLDLSKPLAKEVQEELNRAFLEWKVLFFRNQAITSEQHLAFAK 98 
 
Query: 63  RFGAIE---------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            +G +E         +    +IV  S  +  G                      WHAD T 
Sbjct: 99  LWGDLEVHPFYKPASQEQAKEIVQFSRNQKQGG-----------------SENVWHADVT 141 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           +    A+ +V     VP VGG T +ADM AAYD L E+ +  +    A H    S      
Sbjct: 142 FRENPAKASVLRLVEVPPVGGDTLWADMAAAYDNLPESIKKQIEHLKAIHDFTPS---FA 198 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH--AHAIPGMDAAESERFLE 231 
           H+ Q       +  +  A    P+V+ HPETGR +L +      H + G++ +E E+ L+ 
Sbjct: 199 HLLQPDELE-AFQREFPAVK-HPIVRTHPETGRKTLFVNSSFTTHVV-GLEHSEGEQLLQ 255 
 
Query: 232 GLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            L       P      +W    +  WDNR   H A 
Sbjct: 256 YLFR-QVHVPEYQVRFRWEVNSIAFWDNRATQHYA 289 
 
 
>ref|ZP_02144821.1| dioxygenase, TauD/TfdA family protein [Phaeobacter gallaeciensis 
           BS107] 
 gb|EDQ13282.1| dioxygenase, TauD/TfdA family protein [Phaeobacter gallaeciensis 
           BS107] 
          Length = 278 
 
 Score = 92.0 bits (227), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 78/292 (26%), Positives = 122/292 (41%), Gaps = 33/292 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           + I P    LGA + G  +   +D  F+A+  A+ ++++++  GQ       + FA+RFG 
Sbjct: 1   MDILPMTGGLGAEILGADIRRSED--FSAIRDAFAEYSVIVLRGQTAGPGDHLAFARRFG 58 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM--------AWHADSTYMPV 117 
            +            NV      R   P E    +  ++            WH D +Y    
Sbjct: 59  PV------------NVN-----RFFKPVEGHPEIATVLKEKDQTEAVGEGWHTDHSYDQE 101 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHV 175 
            A G++  A  +P  GG T F  M AAY+AL E  R  +   +A HS   V+  + +    
Sbjct: 102 PAMGSILHAIEMPPYGGDTLFVSMGAAYEALSEPMRRFLDGLTAVHSSRHVFGAAAMDS- 160 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           +   S  +G     T     P+V  HP +GR  L +       I G++  ES   L  ++ 
Sbjct: 161 EAVKSGRLGNAEAATQDVRHPVVITHPLSGRRGLFVNPVFTTRIEGLNPEESSALL-AML 219 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 364



 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
              CQ P      +W AGD+ +WDNR   H+A        R+M    + G P 
Sbjct: 220 YAHCQQPEFQCRVRWRAGDITMWDNRATRHKAINDYHGFRRLMHRVTVEGGP 271 
 
 
>gb|AAS64583.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 92.0 bits (227), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 53/127 (41%), Positives = 70/127 (55%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T FADMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFADMRAAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYSEEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   V+AH+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIQGMSVPEARLLLRDLTEHATQREFVYAHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>ref|YP_729160.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
 emb|CAJ95795.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
          Length = 280 
 
 Score = 92.0 bits (227), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 77/291 (26%), Positives = 121/291 (41%), Gaps = 28/291 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++  P    +GA V+GV LA    DDA FA + +  L H +L    Q +S    + FA+R 
Sbjct: 1   MRAQPLTCNIGAEVSGVSLADAARDDALFAEIKSLLLTHKVLFLRDQEISRADHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G V+ +   + ++         ++H D ++      G V 
Sbjct: 61  FGELE----DHPVAGSDPDHPGLVQIYRSDKRENYEN------SYHTDGSWRETPPMGCV 110 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T + +M AAY+ L E  +  +    A+HS+ +S       ++  S    
Sbjct: 111 LRCIECPPVGGDTIWVNMAAAYEHLPEEIKQRIAGLRAKHSIEHSFGAAMSPEKRASLAA 170 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LEG 232 
            Y M        P+V+ HPETG  +L +   +         E+ R+           L   
Sbjct: 171 QYPMVE-----HPVVRTHPETGEKALYVCGFSTHFANFHTPENVRYGQDKTPGASHLLNY 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L+  A         +W    V +WDNRC  H A    +  PR M  + + G 
Sbjct: 226 LISQAAIPEYQVRFRWQPNSVAIWDNRCTQHYAVQDYWPAPRKMERAAIIG 276 
 
 
>ref|YP_004016993.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP81123.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 261 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 81/277 (29%), Positives = 114/277 (41%), Gaps = 41/277 (14%) 
 
Query: 7   QITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
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            I P    LGA V GV LA  +DDA   AL AA+ +H +L+F  Q L+ D  +   + F  
Sbjct: 9   DIRPASPVLGAEVVGVDLAGGVDDATAEALRAAFWKHKVLVFRDQDLAPDAHVRAVRIFD 68 
 
Query: 66  A-------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
                   + R     +V + N++  G                     AWH   T+     
Sbjct: 69  EPFDHPQWLYRHEDNRLVYVFNLEKAGNA------------------AAWHVGGTWRNPP 110 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
                 + +VVP +GGRT +AD++AAYD L E  + L+   +A             V  A 
Sbjct: 111 FTIESLTYQVVPEIGGRTLWADLQAAYDGLSEPFKQLLESVNA-------------VYNA 157 
 
Query: 179 GSAYIGYGMD-TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
                 Y     T T   P+V+ H  TGR  L +   A  + G+  AE E  L  L+  A 
Sbjct: 158 DPGDGTYNRPPVTETVEHPVVRTHRHTGRKGLFLSASALRLTGVSPAEGEALLPFLLAHA 217 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
                  +  W  GD V+WDN+   H A   D+  PR 
Sbjct: 218 SSPNYTVSFGWKPGDFVIWDNQATWHYAVN-DYDGPR 253 
 
 
>ref|ZP_05001574.1| taurine dioxygenase [Streptomyces sp. Mg1] 
 gb|EDX26085.1| taurine dioxygenase [Streptomyces sp. Mg1] 
          Length = 325 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 79/268 (29%), Positives = 112/268 (41%), Gaps = 25/268 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQ-HLSNDQQITFA 61 
           +T  IT  G  +GA + G+ LA    AG  A +  A L H ++ F GQ HL       FA 
Sbjct: 20  STTSITRLGGRIGAELGGIRLAGDLPAGTVAEIRGALLAHKVVFFRGQDHLDEAGHEAFA 79 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGT----VRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           +  GA        +   +   ADG     +  H  A  +           WH D T++P  
Sbjct: 80  RLLGA-------PVAHPTVPSADGRYALGIDSHHGARANQ----------WHTDVTFVPA 122 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH--V 175 
               +V  A  +P  GG T +A+   AY  L E  R L     A H+  Y  + L    + 
Sbjct: 123 YPAFSVLRAVTIPPYGGNTLWANTATAYAHLPEPLRVLADSLRAVHTNEYDYAALKPDAL 182 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            +A + Y      T      P+V+VHPETG  +LL+G     I G+   +S   ++     
Sbjct: 183 PEALAQYREVFTSTKFLTEHPVVRVHPETGERTLLLGNFVQRIKGLTGQDSRALIDLFQP 242 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
              +       QW AGDV +WDNR   H 
Sbjct: 243 HVERPENTVRWQWRAGDVAIWDNRATQH 270 
 
 
>ref|ZP_07742091.1| putative taurine catabolism dioxygenase [Vibrio caribbenthicus 
ATCC 
           BAA-2122] 
 gb|EFP97503.1| putative taurine catabolism dioxygenase [Vibrio caribbenthicus ATCC 
           BAA-2122] 
          Length = 276 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 70/266 (26%), Positives = 115/266 (43%), Gaps = 19/266 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L+I      +GA V  V LA    + F  ++ A+L H ++    Q+LS  + +  A+RFG 
Sbjct: 2   LEIERLTPHIGAYVRNVDLARCSQSDFDQVYQAFLNHQVIFVDQQNLSPSEHLLLAERFG 61 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA----WHADSTYMPVMAQG 121 
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            +E +         NVK+   +          +++   GN      WH D T+    ++  
Sbjct: 62  QLEPVHPF----FPNVKSHPQIC---------IIETTRGNQPLESIWHTDLTWRKTPSKC 108 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++  A+ VP+VGG T +  M A +D+L+   +  +   SA HSL   ++   H        
Sbjct: 109 SLLHAQHVPSVGGDTIWCSMTAVFDSLEPDLQQQLRDMSAIHSLTAFENIEEHDVTLDWQ 168 
 
Query: 182 YIGYGMDTTATPL-RPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQ 239 
                      P+  P+V VHPET + +L I       I  M    S++ L+ L   A + 
Sbjct: 169 KKVIETSQKYPPVTHPMVHVHPETQKETLFINEQFTRQIENMSPDSSQKLLDQLFAHARR 228 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W  G + +WDNR   H A 
Sbjct: 229 PEFQVRLKWKKGTLAIWDNRVTQHYA 254 
 
 
>ref|ZP_01039422.1| Taurine dioxygenase [Erythrobacter sp. NAP1] 
 gb|EAQ29893.1| Taurine dioxygenase [Erythrobacter sp. NAP1] 
          Length = 285 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 81/290 (27%), Positives = 127/290 (43%), Gaps = 36/290 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL I P    +GA + G+ L   + A   A + AA L++ ++ F  Q L+ +  I FA+  
Sbjct: 14  TLDIRPLTPAIGAEIHGIDLGAPNVAERIAEVRAALLKYGVIFFRDQDLTQEAHIAFARH 73 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA------WHADSTYMPV 117 
           FG +E            +       Q +P    +++++  G  +      WH+D T+    
Sbjct: 74  FGELE------------IHPATPKDQANP----EVLRIAHGPKSRGQENNWHSDVTWREE 117 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH--SLVYSQSKLGHV 175 
            + G++  A  VP  GG T FA+M  AY+ L E  +      +A H  S V+++ +LG   
Sbjct: 118 PSLGSILLAREVPECGGDTLFANMHLAYERLSEQMQRFCESLTAVHDISRVFAK-RLGKA 176 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
            +         +     P+R P+++ HPETG   + +       I G+ A ES   L+ L 
Sbjct: 177 PE--------DLHEKYPPMRHPVIRTHPETGERVIYVNTAFTSHIEGLSAKESAWLLDHL 228 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              A         +W AG V  WDNR   H A    F   RVM    +AG 
Sbjct: 229 YATAKDVEIQCRFRWQAGSVAFWDNRVCQHLAVSDYFPARRVMERVTIAG 278 
 
 
>gb|ACG80551.1| TfdA [uncultured bacterium] 
 gb|ACG80572.1| TfdA [uncultured bacterium] 
 gb|ACG80573.1| TfdA [uncultured bacterium] 
 gb|ACG80579.1| TfdA [uncultured bacterium] 
 gb|ACG80585.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 52/128 (40%), Positives = 70/128 (54%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+AT+A +      HS+V+S+ ++G    A         +  A  LR 
Sbjct: 1   TEFGDMRAAYDALDDATKAEIENLVTEHSIVFSREQIGFTDYA---------EGNADKLR 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV  HP TGR SL +  H   I G    E+  F+  L++ A Q   V+AH+W    
Sbjct: 52  PVQHRLVITHPVTGRKSLYLSSHIGGIVGWPVPEARAFIRDLMEHATQRRFVYAHEWRVN 111 
 
Query: 252 DVVVWDNR 259 
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           D+V+WDNR 
Sbjct: 112 DLVMWDNR 119 
 
 
>ref|ZP_07576719.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
 gb|EFN08850.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
          Length = 323 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 79/296 (26%), Positives = 120/296 (40%), Gaps = 19/296 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
            ++  P  A  G  + G +L   LDDA   A+H AW+   +L+F      +  Q+  +   
Sbjct: 7   VIERRPLEAPFGVEIVGANLTRELDDATRKAIHDAWIDAGILLFRDVRNDDMAQMRLSTI 66 
 
Query: 64  FGAIERIGGGDI--------VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG +E     D+        + ++    D + R +     D + +   G + WH D ++M 
Sbjct: 67  FGEMEPAATADLNDPVNQFMMTLAYDPQDPSGRPNPFYRVDGIDRA--GWLGWHWDQSFM 124 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLG 173 
           P + +GAV          G T F D   AYD L    +A +      +     +   + G 
Sbjct: 125 PTIVRGAVLRMTEPARTMGETGFIDAIQAYDRLSPQMQARIEGLEVVYEFNPDFCSGQFG 184 
 
Query: 174 HVQQAGSAYIGY----GMDTTATPL-RPLVKVHPETGRPSL-LIGRHAHAIPGMDAAESE 227 
             +      IG     G      P+  PLV    ETGR  L L   HA  +PGMD  ES+ 
Sbjct: 185 FPKDIERLNIGATVKAGSHYDFPPVVHPLVITQRETGRKVLKLSPMHARYVPGMDKEESD 244 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             L  L +        + HQW   D+VVWDN  ++H A        R    + +AG 
Sbjct: 245 ALLTELAEHLGDPAHAYFHQWQENDMVVWDNWRIVHSANGVPLDCKRTARRTTIAG 300 
 
 
>gb|ACG80584.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 52/126 (41%), Positives = 70/126 (55%), Gaps = 13/126 (10%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP- 196 
           FADMRAAYDALD+AT+A +      HS+V+S+ ++G    A         +  A  LRP  
Sbjct: 3   FADMRAAYDALDDATKAEIENLVTEHSIVFSREQIGFTDYA---------EGNADKLRPV 53 
 
Query: 197 ---LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              LV  HP TGR SL +  H   I G    E+  F+  L++ A Q   V+AH+W   D+ 
Sbjct: 54  QHRLVITHPVTGRKSLYLSSHIGGIVGWPVPEARAFVRDLMEHATQRQFVYAHEWRVNDL 113 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 114 VMWDNR 119 
 
 
>emb|CAY27274.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 67/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFGDMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPALQ 55 
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Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTPHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_322991.1| taurine catabolism dioxygenase TauD/TfdA [Anabaena variabilis ATCC 
           29413] 
 gb|ABA22096.1| Taurine catabolism dioxygenase TauD/TfdA [Anabaena variabilis ATCC 
           29413] 
          Length = 321 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 82/303 (27%), Positives = 130/303 (42%), Gaps = 42/303 (13%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M    +++ P    +GA + GV L+T L D     +  A L+  ++ F  Q++ +  QI  
Sbjct: 1   MGYKHIEVKPVSGFIGAEIGGVDLSTHLQDETIQEIRKALLKWKVVFFRNQNIDHAAQIA 60 
 
Query: 60  FAKRFGAI--------ERIGG-GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 110 
           F  RFG +        E I G   I+ I            S  E  + ++       WH  
Sbjct: 61  FTGRFGEVTYAHPHEDEPIEGYSQILPID----------RSRYERRNGLRRSSYESRWHT 110 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL----- 165 
           D T       G++  A  VP++GG T + ++ AAY+ L    R L  +  A H        
Sbjct: 111 DVTAAINPPAGSILRAVNVPSIGGDTQWTNLVAAYEGLSAPVRELADKLKAEHRFNARLR 170 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDA 223 
           + S SK+   Q+  +  I          + P+V+VHPETG  +L +  G  +H I  +   
Sbjct: 171 LPSNSKIA--QRIAANPI--------VSIHPVVRVHPETGERALFVNPGFTSH-ILDVSP 219 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSR 280 
            ESE  LE   +   +       +W  GD+  WDNR   H A P D    ++ RV++ +  
Sbjct: 220 QESELLLELFFNQITKPAYTTRFRWNNGDIAFWDNRATAHLA-PQDLDHLEVERVLYRTT 278 
 
Query: 281 LAG 283 
           + G 
Sbjct: 279 ITG 281 
 
 
>emb|CAY27255.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27264.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 67/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFGDMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
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>ref|YP_668361.1| taurine dioxygenase [Escherichia coli 536] 
 ref|ZP_03035003.1| taurine dioxygenase [Escherichia coli F11] 
 ref|ZP_07181787.1| taurine dioxygenase [Escherichia coli MS 200-1] 
 gb|ABG68462.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           536] 
 gb|EDV65797.1| taurine dioxygenase [Escherichia coli F11] 
 gb|EFJ58786.1| taurine dioxygenase [Escherichia coli MS 200-1] 
 gb|EGB79938.1| taurine dioxygenase [Escherichia coli MS 60-1] 
          Length = 283 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 78/289 (26%), Positives = 124/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_02884967.1| Taurine dioxygenase [Burkholderia graminis C4D1M] 
 gb|EDT09399.1| Taurine dioxygenase [Burkholderia graminis C4D1M] 
          Length = 315 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 77/286 (26%), Positives = 124/286 (43%), Gaps = 16/286 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++Q+ P  A +GA + GV L   LD    A + AA L+  ++ F  Q L+++Q I F+ + 
Sbjct: 11  SIQVNPLSAHIGAEIHGVDLTQKLDARQVAEIRAALLRWRVVFFREQFLTHEQHIAFSAQ 70 
 
Query: 64  FGAIERIG---GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           FG +  +G    G +   + + +    RQ +  E   +++   G   WH D T        
Sbjct: 71  FGELT-VGHPVFGHVDGHAEIYSISKYRQATRFEGQTLLRPWTG---WHTDVTAAVNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++ AAY  L    RA V      H         G        
Sbjct: 127 ASILRGVTIPPYGGDTQWTNLMAAYQKLSAPLRAFVDGLRGLHRFAPPAGASG-----TE 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A++            PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFVKAVEQRILVTEHPLVRVHPETGERALYVSPSFLKSIVGVTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W AG V  WDNR   H A  + +D +  R ++ + L G 
Sbjct: 242 PEFTVRFKWEAGSVAFWDNRATAHLAPSDIFDLEFDRQLYRTTLVG 287 
 
 
>ref|YP_002327887.1| taurine dioxygenase [Escherichia coli O127:H6 str. E2348/69] 
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 ref|ZP_07622676.1| taurine dioxygenase [Escherichia coli H299] 
 emb|CAS07856.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O127:H6 str. E2348/69] 
 dbj|BAI53872.1| taurine dioxygenase [Escherichia coli SE15] 
 gb|EFZ76740.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           RN587/1] 
          Length = 283 
 
 Score = 91.7 bits (226), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 78/289 (26%), Positives = 124/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_06069264.1| taurine catabolism dioxygenase TauD/TfdA [Acinetobacter lwoffii 
           SH145] 
 gb|EEY90259.1| taurine catabolism dioxygenase TauD/TfdA [Acinetobacter lwoffii 
           SH145] 
          Length = 321 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 80/306 (26%), Positives = 125/306 (40%), Gaps = 40/306 (13%) 
 
Query: 6   LQITP-TGATLGATVTGVHLATLDDA-GFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P T   LGA V G+       +     L  A  +H +LIF  Q L + Q + F+   
Sbjct: 29  IKIVPQTDQALGAVVFGLDARKAQSSETILQLKQALAEHLILIFKQQSLDDLQYLAFSTY 88 
 
Query: 64  FGAIERIGGG--------------DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 109 
           FG+I R G                D+V +SN    G    H             G +  H 
Sbjct: 89  FGSIFRPGADTPVLAAQSDSGVPPDVVPVSNAVGQGDYTGH-------------GELTPH 135 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS--ARHSLVY 167 
            D  + P+ +  ++  A  +P  GG+T + +   AYDAL++ T+A + Q      +  V  
Sbjct: 136 TDHQWTPLPSFASLLYAIELPQNGGQTSWINTIKAYDALNKETKAQIDQLQLITYNPFVR 195 
 
Query: 168 SQSKLGHVQQAGSA------YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPG 220 
            Q         G        +    + + A P  PLV+ HPE+GR +L +  H    +   
Sbjct: 196 RQKTRDQADDQGYGNSPLYRFKDQPILSHAYP-HPLVRTHPESGRKALWLNTHTEVELVN 254 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 280 
            D     + +  L +   +    + H W  GD+V WDN+  LH   P+     R++     
Sbjct: 255 YDDQAGSQLIAKLREHISKPEFAYEHHWEIGDIVFWDNQVTLHSRRPFPADQRRLLKRIS 314 
 
Query: 281 LAG-RP 285 
           LAG RP 
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Sbjct: 315 LAGSRP 320 
 
 
>emb|CAY27260.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAY+ALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYEALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27350.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 55/125 (44%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDEAT+  VH    RHS ++S+  LG         + +       P+R 
Sbjct: 1   TEFADMRAAYDALDEATKREVHDLVCRHSQIFSRGILGFTDFTEEERVKWA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  L + A Q   V+AH W   D+V 
Sbjct: 55  QRLVRRHPTTGRLSLYLASHAGEIEGWPVPEARAFLRDLNEHATQRQFVYAHVWRLHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_003298992.1| Taurine dioxygenase [Thermomonospora curvata DSM 43183] 
 gb|ACY96954.1| Taurine dioxygenase [Thermomonospora curvata DSM 43183] 
          Length = 293 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 80/287 (27%), Positives = 115/287 (40%), Gaps = 27/287 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++   G  +GA + G  L   D      ++   L+H  LIF    L       FA RFGA 
Sbjct: 3   KVVRIGGRIGAEIIGADLTDPDAFPTEEINRLLLEHKALIFRDAGLDEAGHRDFAARFGA 62 
 
Query: 67  IERI-----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           + R          +  +  V AD   R +                 WH D T++    +  
Sbjct: 63  LTRAHPTVPSAEGLPEVLAVDADTGHRAN----------------VWHTDVTFVRTPPKI 106 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           +   A  +P  GG T  A+  AAY  L E  R L  +  A HS  Y  +      +     
Sbjct: 107 STLRAIKLPPYGGDTLIANAAAAYRDLPEPLRELADRLWAVHSNAYDYATPAKSAEYRRV 166 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
           +      T      P+V+ HPETG  +L IG  A  I G+   ES   L  L  +  +   
Sbjct: 167 FTSKVYQTA----HPVVREHPETGERTLFIGGFAQRIVGLSGTESRDILRILQSYVTRPE 222 
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Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDF-KLPRVMWHSRLAGRPET 287 
            +   +W  GD+VV+DNR   H A P D+   PR++    +AG P T 
Sbjct: 223 NIVRVRWNVGDLVVFDNRITQHYA-PDDYDDRPRLLHRITVAGGPVT 268 
 
 
>ref|YP_004154990.1| taurine dioxygenase [Variovorax paradoxus EPS] 
 gb|ADU36879.1| Taurine dioxygenase [Variovorax paradoxus EPS] 
          Length = 317 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 76/269 (28%), Positives = 114/269 (42%), Gaps = 19/269 (7%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITF 60 
              L I      +GA V GV L+  L    F ++ AA L+H +L F GQ HL + QQ  F 
Sbjct: 16  NNELDIVRQAGHIGAEVRGVRLSGELQPEVFRSIKAALLKHKVLFFRGQQHLDDAQQQAF 75 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            + +G  E +    + ++   K      +H                +WH D T+     Q 
Sbjct: 76  GRLWG--ELVPHPTVPSMDGTKLLELDSRHGGRA-----------NSWHTDVTFEVAYPQ 122 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGHVQ 176 
            ++  A V+PA GG T +A+  AAY++L +  +AL  +  A H   Y    S+        
Sbjct: 123 VSILRAVVIPAYGGDTVWANTVAAYESLSDDLKALADRLRAVHGNDYDYAASRQPADLAD 182 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           +    Y             P+V+VHPETG  SL++G     + G    +S+  L  L    
Sbjct: 183 EGVKRYKEVFTRRLLEAEHPVVRVHPETGERSLVLGHFVKRLVGHSTYDSQHLLSVLQSH 242 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +       +W  GDV +WDNR   H A 
Sbjct: 243 VHRLENTVRWRWTQGDVAIWDNRATQHYA 271 
 
 
>ref|YP_457842.1| taurine dioxygenase [Erythrobacter litoralis HTCC2594] 
 gb|ABC63045.1| Taurine dioxygenase [Erythrobacter litoralis HTCC2594] 
          Length = 289 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 82/290 (28%), Positives = 126/290 (43%), Gaps = 38/290 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLD-DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P    +GA +  + L   D      A+ AA L+  ++ F  Q L+ DQ I FA+ F 
Sbjct: 18  LDIRPLTPAIGAEIHDIDLGAGDVGDSIPAIRAALLKFGVIFFRDQDLTQDQHIAFARHF 77 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA------WHADSTYMPVM 118 
           G +E            V       Q +P    +++++  G  +      WH+D T+     
Sbjct: 78  GKLE------------VHPATPRDQPNP----EVLRIAHGPKSRGQENNWHSDVTWREKP 121 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH--SLVYSQSKLGHVQ 176 
           + G++  A  VP VGG T FA+M  A++ L    R      +A H  S V+++ +LG    
Sbjct: 122 SLGSILLAREVPEVGGDTLFANMHLAFERLSPKMREFCEGLTAVHDISRVFAK-RLGKTP 180 
 
Query: 177 QAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGL 233 
           +         +     P+R P+++ HPETG   + +  G  +H I G+   ES   L+ L 
Sbjct: 181 EE--------LHEKYPPMRHPVIRTHPETGERVVYVNNGFTSH-IEGLSPDESRWLLDHL 231 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              A         +W AG +  WDNR   H A    F   RVM    +AG 
Sbjct: 232 YKTAWDVEIQCRFRWKAGSIAFWDNRVCQHLAVSDYFPAKRVMERVTIAG 281 
 
 
>ref|YP_345946.1| taurine dioxygenase [Pseudomonas fluorescens Pf0-1] 
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 gb|ABA71957.1| putative taurine dioxygenase [Pseudomonas fluorescens Pf0-1] 
          Length = 306 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 76/264 (28%), Positives = 112/264 (42%), Gaps = 16/264 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GVHL+  LD A   A+  A +Q+ ++ F  Q  L + +Q  FA   
Sbjct: 15  LDIHPVAGRIGAEIRGVHLSGELDAATVEAIQQALIQYKVVFFREQTQLDDQRQEAFAHL 74 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G        + VA   V +    R     +  +  +      +WH D T++    + ++ 
Sbjct: 75  LG--------EPVAHPTVPSREGTRYLLELDGAEGQRA----NSWHTDVTFVDAYPKASI 122 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS--KLGHVQQAGSA 181 
             + V PA GG T +A+   AY+ L    R L  +  A HS  Y  +  K     +     
Sbjct: 123 LRSVVAPAFGGDTLWANTATAYNELPTELRELADKLVAVHSNEYDYAAVKPDVSAEKLER 182 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
           Y      T      P+V+VHP +G  SLL+G     I G   A+S      L     +   
Sbjct: 183 YRKIFTSTVYETEHPVVRVHPISGEKSLLLGHFVKRIKGYSQADSAHLFGLLQSHVIRQE 242 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
            V   +W AGDV +WDNR   H A 
Sbjct: 243 NVVRWRWKAGDVAIWDNRSTQHYA 266 
 
 
>ref|ZP_06413046.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
 gb|EFC84131.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
          Length = 278 
 
 Score = 91.3 bits (225), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 84/275 (30%), Positives = 115/275 (41%), Gaps = 38/275 (13%) 
 
Query: 28  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 87 
           DD    A   A  ++ +L+F   HL ++ Q+ F +R G + R  G  +  +  +  + +  
Sbjct: 28  DDEFPDACLTALAEYGVLLFREIHLDDEAQVEFCRRLGELARFRGYRLPEVMEINFEPSN 87 
 
Query: 88  RQHSPAEWDDMMKVIVGNMAWHADSTY---MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 144 
           R    AE+         N  WH D       P  A   V +A VV   GG T FA   AA 
Sbjct: 88  RN---AEY------FRSNDGWHIDGCLDGGPPPRA--GVLTARVVADHGGETEFASSYAA 136 
 
Query: 145 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL-----RPLVK 199 
           Y+AL +A +    +    H+    Q +         +Y     D T   L     RP  + 
Sbjct: 137 YEALSDAEKEQYAKLRVVHTFEAVQRR---------SY----PDPTPKQLAEWASRP-TR 182 
 
Query: 200 VHP-----ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            HP      +GR SL+ G  A  I GMD  E    L  L   A     V  H W+ GD V 
Sbjct: 183 EHPLVWEQRSGRRSLVFGHTASHIVGMDRDEGRALLAELEARATTPDNVLRHSWSVGDTV 242 
 
Query: 255 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 289 
           +WDNR LLHRA  +D   PR M  + L G    +G 
Sbjct: 243 IWDNRGLLHRACAFDRTRPRTMHRTTLLGDEPIQG 277 
 
 
>ref|ZP_07289824.1| taurine dioxygenase [Streptomyces sp. C] 
 gb|EFL18193.1| taurine dioxygenase [Streptomyces sp. C] 
          Length = 313 
 
 Score = 91.3 bits (225), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 82/261 (31%), Positives = 111/261 (42%), Gaps = 27/261 (10%) 
 
Query: 12  GATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIER 69 
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           G  +GA + GV L   L     A + AA L H ++ F  Q HL       FA       R 
Sbjct: 17  GGRIGAEIGGVRLGGDLAAETVAEVRAALLAHKVVFFRDQDHLDEASHEAFA-------R 69 
 
Query: 70  IGGGDIVAISNVKADGT----VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
           + G  +   +   ADG     +  H  A  +           WH D T++P     ++   
Sbjct: 70  LLGTPVAHPTVPSADGRYALGIDSHHGARANQ----------WHTDVTFVPAYPAFSILR 119 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH--VQQAGSAYI 183 
           A  +P  GG T +A+   AY  L E  RAL     A HS  Y  + L    + +A + Y  
Sbjct: 120 AVTIPPYGGDTLWANTATAYSHLPEPLRALADGLRAVHSNEYDYAALKPDALPEALAQYR 179 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                TT     PLV+VHPETG  +LL+G     I G+   +S R L  L     ++P   
Sbjct: 180 EVFTSTTFLTEHPLVRVHPETGERTLLLGNFVQRIQGLTGRDS-RVLVDLFQAHVESPEN 238 
 
Query: 244 HAH-QWAAGDVVVWDNRCLLH 263 
               QW AGDV +WDNR   H 
Sbjct: 239 TVRWQWRAGDVAIWDNRATQH 259 
 
 
>ref|YP_841739.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
 emb|CAJ97009.1| probable taurine catabolism dioxygenase [Ralstonia eutropha H16] 
          Length = 320 
 
 Score = 91.3 bits (225), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 83/265 (31%), Positives = 115/265 (43%), Gaps = 19/265 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L   L  A FAA+ AA L+H +L F  Q HL +  Q  FA+  
Sbjct: 14  LDIHPVAGRIGAEIRGVALHGDLPPATFAAIRAALLRHKVLFFRDQVHLDDAAQQGFARL 73 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D V    V + DGT       E D          +WH D T+       + 
Sbjct: 74  FG--------DTVPHPTVPSRDGT----QLLELDSQHGGRAN--SWHTDVTFDLAYPAVS 119 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAGS 180 
           V  A  VPA GG T +A+  AAY  L E  R L  +  A H+    Y+ +++    +    
Sbjct: 120 VLRAVTVPAAGGDTVWANTAAAYQDLPEPLRELADKLWALHTNDYDYAATRVNPSDEGLK 179 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            Y             P+V+VHPETG  +L++G     +    +A+S   +  L     +  
Sbjct: 180 RYRELFTSALYETEHPVVRVHPETGERTLVLGHFVKKLLDYSSADSAHLIAVLQGHVHRL 239 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W AGDV +WDNR   H A 
Sbjct: 240 ENTVRWRWRAGDVAIWDNRATQHYA 264 
 
 
>ref|ZP_07042961.1| taurine dioxygenase [Comamonas testosteroni S44] 
 gb|EFI63307.1| taurine dioxygenase [Comamonas testosteroni S44] 
          Length = 293 
 
 Score = 91.3 bits (225), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 78/265 (29%), Positives = 114/265 (43%), Gaps = 31/265 (11%) 
 
Query: 12  GATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-- 68 
           G  +GA V  + LA  L       L AA L+H  L+     ++ DQ +  A+ FG  E   
Sbjct: 11  GPRIGAEVPQLDLADPLSAQTLQELEAALLRHEALVLHVPDMTPDQHLAIARHFGEAEVH 70 
 
Query: 69  ----RIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
                +G G   I  I +   D            DM         WH D +++P       
Sbjct: 71  TFYPNLGQGYEQITVIDSKLGDRA----------DM---------WHHDESFLPSPPIVT 111 
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Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK-LGHVQQAGSA 181 
           +  A ++P  GG TC+  M +AYDAL    +  +   SA H +    +  L H        
Sbjct: 112 MTHARILPPTGGDTCWISMTSAYDALSPQMKQYLDGLSAWHDMNSPMTAALQHGICTHER 171 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQA 240 
           Y+   +      L P+V+VHP TGR +L +   +   I G+  AES   L  L     Q  
Sbjct: 172 YVEV-VGQNRRQLHPMVRVHPLTGRKALYVSPTYVTHIDGLPQAESRAILAYLHAHCMQV 230 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +  H+WA GD+V+WDNR ++H A 
Sbjct: 231 EFLFKHRWALGDMVIWDNRSVVHNA 255 
 
 
>emb|CAY27406.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 91.3 bits (225), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 68/125 (54%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+A V      HSL++S+  +G  +        +       P+R 
Sbjct: 1   TEFADMRAAYDALDARTKAEVEDLVCLHSLMFSRQAIGFTELTEQEIAAFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V++H W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSSHAGAIEGWTVPEARMFLRDLTEHATQREFVYSHAWQPFDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_003980365.1| alpha-ketoglutarate-dependent taurine dioxygenase 1 
[Achromobacter 
           xylosoxidans A8] 
 gb|ADP17650.1| alpha-ketoglutarate-dependent taurine dioxygenase 1 [Achromobacter 
           xylosoxidans A8] 
          Length = 291 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 81/275 (29%), Positives = 122/275 (44%), Gaps = 31/275 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L+  P    LGA + G+ L+  L D  F  + AA  +H ++ F  Q L+  Q I F+ RF 
Sbjct: 7   LETQPIAGALGAEIRGIDLSRPLSDDQFDDVRAALHEHLVVFFRDQQLTPQQHIDFSSRF 66 
 
Query: 65  GAIERI-------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +  +       G   I+ +   K++ T R             + G + WH D +Y    
Sbjct: 67  GELLEVPFVRALDGHPTILPVMKGKSETTRR-------------LFGGL-WHTDMSYAEE 112 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              G+     V+P  GG T +A+M  AYDAL +  + ++    A HS V S    G V   
Sbjct: 113 PPLGSALYGRVIPPYGGDTMWANMYRAYDALSDKLKQILDGLGAVHSAVRSYGAGGAVVN 172 
 
Query: 178 AGSAYIGYGMDT------TATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFL 230 
            G     + MD        +  + P+V+VHP TG+ +L + G +     GM   ESE  L 
Sbjct: 173 NGDP--AHKMDVRTDDRAASEVVHPVVRVHPATGKKALYVNGTYTLRFDGMTQEESEPLL 230 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L   A +       +W  G + +WDNRC  H A 
Sbjct: 231 QFLYRHAARPEFTCRFRWTPGSLALWDNRCTQHLA 265 
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>ref|ZP_06707925.1| taurine dioxygenase [Streptomyces sp. e14] 
 gb|EFF91047.1| taurine dioxygenase [Streptomyces sp. e14] 
          Length = 300 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 79/291 (27%), Positives = 120/291 (41%), Gaps = 34/291 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++I    A +GA V G  L+  LD A  AA+  A   H  L+F G HL +  Q  FA+  
Sbjct: 2   SIEIRKVTARIGAQVLGADLSRPLDAATVAAIREALNTHKALVFDGVHLDDAGQEAFARH 61 
 
Query: 64  FG----------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           FG          A+E  G  +++ + + +                         WH D T 
Sbjct: 62  FGDLTTAHPTVPAVE--GAPNVLPVDSERGRAN--------------------HWHTDVT 99 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS-KL 172 
           ++    Q +   +  +P  GG T  AD  AAY  L E  R L     A H+  Y  +    
Sbjct: 100 FVLNPPQASTLRSITIPPYGGETLIADAAAAYRDLPEPLRRLADTLWAEHTNDYDYAVPE 159 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
             + +  +A        T     P+V+VHP TG   L IG  A  + G+   ES + L+  
Sbjct: 160 ESIDEDKAAQRAQFTSITYRTAHPVVRVHPLTGERGLFIGGFAQRVVGLSVPESRKILDL 219 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L  +  +   V   +W+   +V++DNR   H A      LPR +    +AG 
Sbjct: 220 LQSYVTRPENVLRWRWSENQLVLFDNRITQHYAIDNYDGLPRRLNRVTVAG 270 
 
 
>emb|CAY27542.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+AT+A +      HSL++S+  LG  +      +      T  P+R 
Sbjct: 1   TEFGDMRAAYDALDDATKAEIEDLVCEHSLIFSRGSLGFTE------LSEEERATFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H   I G    E+  FL  L++ A Q   V++H+W   D+V 
Sbjct: 55  QRLVRAHPVTGRKSLFLSSHGGTILGWPVPEARAFLRDLMEHATQPQFVYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_08120023.1| taurine dioxygenase [Pseudonocardia sp. P1] 
          Length = 290 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 84/282 (29%), Positives = 121/282 (42%), Gaps = 36/282 (12%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           A  T+   P   T+GA +  V L  AT DDA FA L A  L+H +L    Q+++  Q +  
Sbjct: 5   AAPTIHAEPLTCTIGAELHDVDLGAATRDDALFAELRALLLRHKVLFLRDQNITGGQHVA 64 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYM 115 
            A+RFG +E       V  S+ +  G VR +    SP E  +         A+H D+T+  
Sbjct: 65  LARRFGDLE----DHPVLGSDPEHPGLVRIYKDLDSPPEHYEN--------AFHCDATWR 112 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                G V      PAVGG T + DM AAY  L +  +A +    ARHS+  S      + 
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Sbjct: 113 ENPPMGCVLHCVETPAVGGDTIWVDMAAAYARLPDEVKARIGGLRARHSIEASFGAAMPI 172 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF------ 229 
           +Q    +  +          P+V+ HPETG   L +      +      ++ RF       
Sbjct: 173 EQRHELHRRF-----PDAEHPVVRTHPETGEKVLFVNGFTTHLVNYHTPDNVRFGIDYAP 227 
 
Query: 230 -----LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                L+ L+  A  AP      +W  G V +WDNR   H A 
Sbjct: 228 GASALLQYLISQAT-APEYQVRWRWTPGSVAIWDNRSTQHYA 268 
 
 
>ref|YP_001265603.1| taurine dioxygenase [Pseudomonas putida F1] 
 gb|ABQ76419.1| Taurine dioxygenase [Pseudomonas putida F1] 
          Length = 291 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 79/267 (29%), Positives = 118/267 (44%), Gaps = 19/267 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L ITP    LGA ++GV ++  +      A+  A LQH +L    Q ++ +QQ  FA R 
Sbjct: 16  SLTITPLSPALGAQISGVDISRDISAEERDAIEQALLQHQVLFLRDQPINPEQQARFAAR 75 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +       I  I  NV     V        D  +  +  N  WH D T++P  A GA 
Sbjct: 76  FGDLH------IHPIYPNVPDTPQV-----LVLDTAVTDVRDNAVWHTDVTFLPTPALGA 124 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGS 180 
           V SA+ +PA GG T +A   AA++AL    R ++   +A H     +   + G   +  + 
Sbjct: 125 VLSAKQLPAYGGDTLWASGIAAFEALSAPLREMLGGLTATHDFTKSFPLERFGTTPEDLT 184 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
            +     +    PL  P+V+ HP +GR +L +       I  +   ES+  L  L   A  
Sbjct: 185 RWEATRRNN--PPLSHPVVRTHPVSGRKALFVNEGFTTRINELSELESDALLRLLFAHAT 242 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +       +W   DV  WDNR   H A 
Sbjct: 243 RPEFSIRWRWQEHDVAFWDNRVTQHFA 269 
 
 
>emb|CAY27281.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 53/127 (41%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T FADMRAAYDALD  T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFADMRAAYDALDNDTKAEIEGMICEHSLMYSRGSLG--------FLDYSDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIKGMSMPEARLLLRDLTEHATQPEFVHVHKWTVHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>ref|YP_539419.1| taurine dioxygenase [Escherichia coli UTI89] 
 ref|YP_851548.1| taurine dioxygenase [Escherichia coli APEC O1] 
 ref|YP_002390194.1| taurine dioxygenase [Escherichia coli S88] 
 ref|ZP_04538123.1| taurine dioxygenase [Escherichia sp. 3_2_53FAA] 
 gb|ABE05888.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
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           UTI89] 
 gb|ABI99833.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           APEC O1] 
 emb|CAR01715.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           S88] 
 gb|EEH85111.1| taurine dioxygenase [Escherichia sp. 3_2_53FAA] 
 gb|ADE90240.1| taurine dioxygenase [Escherichia coli IHE3034] 
 gb|ADN72465.1| taurine dioxygenase [Escherichia coli UM146] 
 gb|EFU49220.1| taurine dioxygenase [Escherichia coli MS 110-3] 
 gb|EFU58846.1| taurine dioxygenase [Escherichia coli MS 16-3] 
 gb|EGB48885.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli H252] 
 gb|EGB54265.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli H263] 
          Length = 283 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 78/289 (26%), Positives = 124/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHHVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>gb|ACG80564.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 67/125 (53%), Gaps = 11/125 (8%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PL 194 
           F DMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  D  A     L 
Sbjct: 2   FGDMRAAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDDEKAMFKPVL 53 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           + LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+V 
Sbjct: 54  QRLVRTHPVHRRKSLYLSSHAGAIKGMSMPEARLLLRDLTEHATQREFVHIHKWTVHDLV 113 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 114 MWDNR 118 
 
 
>ref|YP_888161.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           smegmatis str. MC2 155] 
 gb|ABK75482.1| alpha-ketoglutarate-dependent taurine dioxygenase [Mycobacterium 
           smegmatis str. MC2 155] 
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          Length = 299 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 76/273 (27%), Positives = 118/273 (43%), Gaps = 39/273 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + +T  GA +GA + GV +   L  A  +A++AA L+H ++ F GQ HL +  Q+ FA+  
Sbjct: 3   VTVTKLGAHIGARIDGVRVGGDLSPATVSAINAALLEHKVIFFSGQDHLDDAGQLEFAEL 62 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM----AWHADSTYMPVMA 119 
            G                    TV   + AE  + +  I        +WH D T++  +  
Sbjct: 63  LGT------------------PTVAHPTLAEGAEQLLPIDSRYDKANSWHTDVTFVDRIP 104 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY-------SQSKL 172 
           + ++  A  +P+ GG T +A   AAY  L    R L     A H+  +       S  +  
Sbjct: 105 KASLLRAVTLPSYGGTTAWASTEAAYQQLPAPLRTLADNLWAVHTNRFDYADSAISAEQR 164 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
           G+ Q+  S Y  Y ++       P+V+VHPETG   LL+G    +  G+   ES       
Sbjct: 165 GYRQRFESDY--YEVE------HPVVRVHPETGERVLLLGHFVKSFVGLKDTESAALFRL 216 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             D   +        W  GD+ +WDNR   H A 
Sbjct: 217 FQDRITRLENTVRWSWKPGDLAIWDNRATQHYA 249 
 
 
>emb|CAY27454.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYD LDE T+A +      HSL++S+  LG    + +    +       P+R 
Sbjct: 1   TEFADMRAAYDTLDERTKAEIEDLVCEHSLMFSRGLLGFTAMSEAEREMF------RPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  L++ A Q   V++HQW   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGTIVGWPVPEARAFLRDLIEHATQPQLVYSHQWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27352.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 54/125 (43%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDEAT+  VH    +HS ++S+  LG         + +       P+R 
Sbjct: 1   TEFADMRAAYDALDEATKREVHDLVCQHSQIFSRGILGFTDFTDEERVKWA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  L + A Q   V+AH W   D+V 
Sbjct: 55  QRLVRRHPTTGRLSLYLASHAGGIEGWPVPEARAFLRDLTEHATQRQFVYAHVWRLHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
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>emb|CAY27428.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD LDE T+A +      HSL++S+  LG  + + +    +       P+R 
Sbjct: 1   TEFGDMRAAYDTLDERTKAEIEDLVCEHSLMFSRGLLGFTEMSEAEREMF------RPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  L++ A Q   V++HQW   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGTIVGWPVPEARAFLRDLIEHATQPQLVYSHQWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAP74907.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           LF82] 
 gb|ADR25776.1| taurine dioxygenase [Escherichia coli O83:H1 str. NRG 857C] 
          Length = 283 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 78/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAHRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLRGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27538.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 52/124 (41%), Positives = 69/124 (55%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  TRA V      HSL++S+  +G      S +    ++      + 
Sbjct: 1   TEFADMRAAYDALDARTRAEVEDLICEHSLLHSRGAIGF-----SEFTPEEIENFRPVRQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA AI G    E+  FL  L + A Q   V++H W   D+V+ 
Sbjct: 56  RLVRTHPQTGRKSLFLSSHAGAIEGWTIPEARSFLRDLTEHATQREFVYSHPWRQHDLVM 115 
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Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_06728473.1| taurine dioxygenase [Acinetobacter haemolyticus ATCC 19194] 
 gb|EFF81838.1| taurine dioxygenase [Acinetobacter haemolyticus ATCC 19194] 
          Length = 291 
 
 Score = 90.9 bits (224), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 72/274 (26%), Positives = 112/274 (40%), Gaps = 30/274 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + TL I    +++GA +  V L T+D+     +  A L H ++ F  Q L+   Q   A+ 
Sbjct: 10  EMTLNIEIIKSSIGAIIHDVDLNTVDENTTQQIQQALLDHHVIFFRNQQLAPQAQAELAR 69 
 
Query: 63  RFGA---------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            FG+         +E +   +I+ + + K D                 +  N  WH D T 
Sbjct: 70  GFGSLHIHPIFPTVENVP--EIIVLDSWKQD-----------------LRDNELWHTDVT 110 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           +      G V  A  +P VGG T ++   AA+  LD+A +  +   +A H +  S      
Sbjct: 111 FSKNPPLGCVLQAIKIPPVGGDTLWSSGVAAFAGLDQALQEKLKGLTATHDIRQSFPIER 170 
 
Query: 174 HVQQ-AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
             Q       +          + P+V+ HP TG+P L +       I  +D  ES   L+ 
Sbjct: 171 FAQNDVERKKLEETFKRNPPVVHPVVRTHPVTGQPILFVSEGFTTRINELDEVESAELLQ 230 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L   A         QW  GDV +WDNRC  H+A 
Sbjct: 231 YLFAHATHEQFHLRWQWQEGDVAIWDNRCTQHKA 264 
 
 
>emb|CAY27270.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 67/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP   R SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVHDRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_001262589.1| taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
 gb|ABQ68451.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
          Length = 313 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 81/291 (27%), Positives = 124/291 (42%), Gaps = 24/291 (8%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER----- 69 
           +GA +T       D A   AL  A+  H +L+FP    S D  +  ++ FG ++       
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Sbjct: 12  VGARITLDPARIGDPALTDALRRAFADHGVLLFPRIGTSPDIHVALSRCFGTLQVHPVNK 71 
 
Query: 70  ---IGGGDIVAISNVKAD--GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
               G  ++V +S       G +  H  A +    + + G + WH D +YM  +  G++  
Sbjct: 72  NQVEGFPEVVDMSYTPPSRPGDLSYH--AVYRIEGRELAGWLPWHFDLSYMAEINHGSML 129 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            A  VP  GGRT F D    Y+ L +  +  +      +       K  + + A  A +  
Sbjct: 130 RALEVPPEGGRTGFMDRIRLYELLPDDLKRRIEGLGVVYRFQPDMMKRRYCRPADMALVA 189 
 
Query: 185 YGM----------DTTATPL-RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
             M          D    P+  P+V    +TGR  L +    A  I GMD  E +  L   
Sbjct: 190 PSMKAGMFDGDVLDRDFPPVVHPMVYTERDTGRKVLNVAPLFAVGIAGMDDPEGDALLGA 249 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           ++D  C A   + HQWAAGD+++WDN   +H AE      PR M  + LAG 
Sbjct: 250 VIDHCCTADFAYFHQWAAGDMILWDNWRAMHSAEGVPPHYPRRMQRTSLAG 300 
 
 
>ref|XP_002342012.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Talaromyces stipitatus ATCC 
           10500] 
 gb|EED24625.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Talaromyces stipitatus ATCC 
           10500] 
          Length = 341 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 78/287 (27%), Positives = 131/287 (45%), Gaps = 26/287 (9%) 
 
Query: 1   MAQTTLQITPT----GATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSND 55 
           M   +L + P      +  GA V+GV    ++ +A  A L     ++ +LIF    L N  
Sbjct: 20  MQYGSLTVIPVLRSEDSVFGAEVSGVDWNRSIPEATVAQLVELQDKYGVLIFRETGLDNA 79 
 
Query: 56  QQITFAKRFGA------------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 103 
           + I F+++ GA             +R+G   +  + N++ D T+ +     W   +     
Sbjct: 80  RHIAFSQQLGAELEVNPFYYGRENDRLGEPLLFDVGNIEMDRTLVKPDSRRWHHSL---- 135 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFADMRAAYDALDEATRALVHQRSAR 162 
           GN  WH DS+Y    ++ ++  +   P  GG  T FAD R AY  L +  +  +       
Sbjct: 136 GNALWHTDSSYHQRRSKYSILLSHGNPVKGGSWTHFADTRRAYADLPDTKKKEIEDLVVE 195 
 
Query: 163 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 222 
           H L +S+ KL      G+  + + +         LV+  P+ GR +L +  HA  I G   
Sbjct: 196 HDLWHSR-KLASPIVYGNP-LPHELAAKPPAYHRLVQKAPD-GRQTLYLAAHAKLILGWS 252 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAG-DVVVWDNRCLLHRAEPW 268 
             ES++ +  L+D   Q+  V + +W +G D+V WDNR  +HRA P+ 
Sbjct: 253 FEESQKLIWELIDHCTQSEYVFSMEWLSGGDMVWWDNRQSMHRANPY 299 
 
 
>emb|CAY27395.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27512.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+A +      HSL++S+  LG  +      +     T   P+R 
Sbjct: 1   TEFADMRAAYDALDGDTKAEIEGLVCEHSLIFSRGSLGFTE------LSEAERTMFKPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
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             LV+ HP TGR SL +  H   I G    E+  FL  LV+ A Q   V++H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSSHGGTIVGWPVPEARAFLRDLVEHATQRRFVYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_003339620.1| taurine dioxygenase [Streptosporangium roseum DSM 43021] 
 gb|ACZ86877.1| Taurine dioxygenase [Streptosporangium roseum DSM 43021] 
          Length = 301 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 74/261 (28%), Positives = 111/261 (42%), Gaps = 15/261 (5%) 
 
Query: 8   ITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           I+P    +GA V+GV L   L       + AA L+H ++ F GQ HL    Q+ FA   G 
Sbjct: 6   ISPVAGRIGAEVSGVRLGGDLPAETVQEIRAALLRHKVIFFRGQEHLDERGQVAFAGLLG 65 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            +         A   V A          ++ +  KV      WH D T++      +V   
Sbjct: 66  DL-------TTAHPTVPALNGNSSILDLDYSNGHKV----DRWHTDVTFVDRPPLASVLR 114 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ--QAGSAYI 183 
           A  VP  GG T +A+   AY+ L +    LV    A H+  +  +++      +    Y  
Sbjct: 115 AVTVPPAGGDTLWANTVTAYENLPQELTRLVEGLRAVHTNQFDYARIATSDDPERTRKYA 174 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                T      P+V+VHPETG  S+L+G  A  + G+ A  S   +  + +   Q     
Sbjct: 175 EVFTSTVFETEHPVVRVHPETGERSILLGDFAKRVVGLPADISATLIRLVQEQVTQVENT 234 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHR 264 
              +W+ GDV +WDNR   HR 
Sbjct: 235 VRWRWSPGDVAIWDNRATQHR 255 
 
 
>gb|ACG80562.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 52/127 (40%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T F DMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFCDMRAAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIQGMSMPEARLLLRNLTEHATQREFVHVHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>gb|ABL97729.1| taurine dioxygenase [uncultured marine bacterium EB0_39H12] 
          Length = 261 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 67/260 (25%), Positives = 112/260 (43%), Gaps = 36/260 (13%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG--AIERIGG 72 
           +GA ++ ++L  L       +   +L +++++F  Q L+       A  +G  +I  +   
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Sbjct: 9   IGAELSNINLNDLSKDEVHMIKKYFLDYSVIVFRNQSLAPKDLKDIASFWGGASIHPVFK 68 
 
Query: 73  G-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
           G     +I+ I N       + H+             N  WH+D T+        +  +  
Sbjct: 69  GIEGHPEIIEIRNYGE----KYHT-------------NAHWHSDVTFEETPPDATLLYSI 111 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
            VP  GG T F+    AYD L    ++ +  + A HS       LG +  +G         
Sbjct: 112 EVPKEGGDTLFSSQYLAYDELKTDLKSCLADKKAIHS------NLGVLMLSGG-----DT 160 
 
Query: 188 DTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
               T   P+ + HPETG+ +L +       I  MD+ ES++ LE L   A     ++ H 
Sbjct: 161 KNAKTVEHPVFREHPETGKKALYVTEAFVKEIKNMDSNESQKILEYLYRHASNEDYIYRH 220 
 
Query: 247 QWAAGDVVVWDNRCLLHRAE 266 
           +W+ GD+VVWDNR + H AE 
Sbjct: 221 KWSDGDLVVWDNRSVQHYAE 240 
 
 
>ref|YP_001267994.1| taurine dioxygenase [Pseudomonas putida F1] 
 gb|ABQ78810.1| Taurine dioxygenase [Pseudomonas putida F1] 
 gb|ADR60295.1| Taurine dioxygenase [Pseudomonas putida BIRD-1] 
          Length = 282 
 
 Score = 90.5 bits (223), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 78/274 (28%), Positives = 111/274 (40%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           + I      +GA V+GV+LA    DD  FA L    LQH +L    QH S  + + FA+R 
Sbjct: 1   MHIEQLTCAIGAEVSGVNLADAIHDDELFAQLRQQLLQHRVLFLRDQHFSRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHS-PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G V+ +  P + +D  +      AWH D+T+      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVQIYKRPDQPNDRYE-----NAWHTDATWREAPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L    +A +    ARHS+   ++  G          
Sbjct: 112 VLRCVECPPVGGDTLWANMVLAYENLPNDVKARIEDLRARHSI---EASFGAAMPLDKRL 168 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LE 231 
                   A    P+V+ HPETG   L +             +  RF           L  
Sbjct: 169 ALKAQFPDAE--HPVVRTHPETGEQVLFVNAFTTHFSNYHTPQRVRFGQDANPGAGDLLR 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W    V +WDNR   H A 
Sbjct: 227 YLISQAYLPEYQVRWRWKPNSVAIWDNRSTQHYA 260 
 
 
>ref|YP_002008631.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           taiwanensis LMG 19424] 
 emb|CAQ72579.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           taiwanensis LMG 19424] 
          Length = 321 
 
 Score = 90.5 bits (223), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 83/265 (31%), Positives = 115/265 (43%), Gaps = 19/265 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L   L  A FAA+ AA L+H +L F  Q HL +  Q  FA+  
Sbjct: 15  LDIHPVAGRIGAEIRGVALHGDLPPATFAAIRAALLRHKVLFFRDQVHLDDAAQQGFARL 74 
 
Query: 64  FGAIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG        D V    V + DGT       E D          +WH D T+       + 
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Sbjct: 75  FG--------DTVPHPTVPSRDGT----QLLELDSQHGGRAN--SWHTDVTFDLAYPAVS 120 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAGS 180 
           V  A  VPA GG T +A+  AAY  L E  R L  +  A H+    Y+ +++    +    
Sbjct: 121 VLRAVTVPAAGGDTVWANTAAAYQDLPEPLRELADKLWALHTNDYDYAATRVNPSDEGLK 180 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            Y             P+V+VHPETG  +L++G     +    +A+S   +  L     +  
Sbjct: 181 RYREVFTSALYETEHPVVRVHPETGERTLVLGHFVKKLLDYASADSAHLIAVLQGHVHRL 240 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 +W AGDV +WDNR   H A 
Sbjct: 241 ENTVRWRWRAGDVAIWDNRATQHYA 265 
 
 
>ref|YP_701700.1| taurine dioxygenase [Rhodococcus jostii RHA1] 
 gb|ABG93542.1| probable taurine dioxygenase [Rhodococcus jostii RHA1] 
          Length = 313 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 88/299 (29%), Positives = 132/299 (44%), Gaps = 39/299 (13%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T L+I P    +GA V+GV LA  LD+A  A L  A L H +L F  Q L +  QI F++ 
Sbjct: 12  TELRIAPIAGYIGAEVSGVDLAGDLDEAAAARLRQALLDHKVLFFRDQPLDHAAQIRFSR 71 
 
Query: 63  RFGAIERI---------GGGDIVAISNVK--ADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
            FG +            G  +I+ + + K  A G  R++S A +            WH D 
Sbjct: 72  HFGKVTPAHPYDYNAPEGYPEILEVDSRKYAARGGARKYSYANF------------WHTD 119 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            + +          +E+VP VGG T + ++ AAY  L E+ +  V    A H       + 
Sbjct: 120 VSALVNPPAITFLRSELVPDVGGDTAWTNLAAAYANLPESLKTFVDGLRAEH-------R 172 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE 227 
            G  Q+   A      + T  P+    P+V+VHPETG   L +       I G+  A+S+ 
Sbjct: 173 FGGRQKRWEAGSDAEQNVTTKPIVTEHPVVRVHPETGERGLFVTPGFTSRILGVSPAQSD 232 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
           R L+ L +           +W    + VWDNR   H A P D     + RV++ + + G 
Sbjct: 233 RILDLLFEEVTNPAYTVRVRWQNNSIGVWDNRITAHLA-PADLDHLDVVRVLYRTTVEG 290 
 
 
>ref|ZP_02509143.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei BCC215] 
          Length = 346 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 118/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D+ Q  FA 
Sbjct: 61  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDRAQELFA 118 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 119 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 162 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 163 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 222 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
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              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 223 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 281 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 282 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 312 
 
 
>ref|ZP_07576777.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
 gb|EFN08908.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
          Length = 343 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 78/279 (27%), Positives = 120/279 (43%), Gaps = 22/279 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L++    +  GA + GV L+  LDDA  AA+   W++  LL+    +  ++ Q+  ++ F 
Sbjct: 29  LKVRALSSGFGAEIMGVDLSRPLDDATAAAIRDIWIEAGLLLIRDPNADDEAQMRLSRLF 88 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----------GNMAWHADSTY 114 
           G +E     D+   +N        ++ PA  DD  +             G + WH D ++ 
Sbjct: 89  GEMEPAATADMNDPNNQFM--MTLKYDPA--DDKPRFQTDYHFGGHDRAGYIPWHWDQSF 144 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKL 172 
           MP + +GAV   E   A  GRT F D   AY+ L    +  +      +  V  + Q K  
Sbjct: 145 MPTIVRGAVLRMEQPAAQLGRTGFIDAIEAYERLSPEMKDRIDGMEVVYHFVTDFLQCKY 204 
 
Query: 173 G---HVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESE 227 
           G    ++         G      P+  P+V    ETGR +L I    A  I GMD AES+ 
Sbjct: 205 GVPADLRALPRDTPSGGAKYDFPPVVHPMVITQRETGRKALKISPLQAQYILGMDRAESD 264 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
             L  L          + H W   D++VWDN  ++H AE 
Sbjct: 265 TLLAELAAHLTDERHAYFHDWQKNDMLVWDNWRMIHHAE 303 
 
 
>emb|CAY27536.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 70/124 (56%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD AT+A +      HSL+YS+ +LG      SA++       A   + 
Sbjct: 1   TEFGDMRAAYDALDAATKAEIEDLVCEHSLIYSRGQLGF-----SAFLPDERVAMAPVRQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP TGR SL +  H   I G    E+  F+  L++ A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRIHPVTGRKSLFLAAHIGTILGWPQPEAMAFIRDLMEHATQPQFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_04899281.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
 gb|EDS82293.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
          Length = 294 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 118/271 (43%), Gaps = 30/271 (11%) 
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Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D+ Q  FA 
Sbjct: 9   LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDRAQELFA 66 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 67  QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 110 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 111 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 170 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 171 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 229 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 230 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 260 
 
 
>ref|ZP_01626396.1| taurine dioxygenase [marine gamma proteobacterium HTCC2080] 
 gb|EAW40919.1| taurine dioxygenase [marine gamma proteobacterium HTCC2080] 
          Length = 273 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 74/271 (27%), Positives = 115/271 (42%), Gaps = 33/271 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWL-QHALLIFPGQHLSNDQQITFAKRF 64 
           +Q+      LGA + GV L  +     + +    L +H +L F  Q +   QQ   A  F 
Sbjct: 1   MQVKRIAGALGAEIKGVDLGQILTPEISIVIRDLLNEHEVLFFRQQAIEPAQQRDLAAIF 60 
 
Query: 65  GAIE-RIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           G ++     G +  I  V   + TV + S  E             WH+D T+         
Sbjct: 61  GPLQTHPAYGTVAGIPEVMILESTVDKPSKIE------------VWHSDMTFRQHPPSVT 108 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSA 181 
           V    V+P VGG T FA M +AYDAL E  +  +    A H   ++Q  +    +  G   
Sbjct: 109 VLRGMVIPNVGGDTLFASMTSAYDALSEGMKVYLEGLVAVHD--FAQGFRESLAEPGGRE 166 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFLEGLVDWA 237 
            +G  ++       P+V+VHPETG+  L +      H   +P ++++        L+D+  
Sbjct: 167 RLGAALEENPPVRHPVVQVHPETGKKVLFVNALFTTHIEGLPPLESS-------ALLDFL 219 
 
Query: 238 CQAPRVHAH----QWAAGDVVVWDNRCLLHR 264 
           CQ   +  H    QW    VV+WDNR   H+ 
Sbjct: 220 CQHAALPEHTCRFQWTPDSVVLWDNRSTQHK 250 
 
 
>ref|YP_001751848.1| taurine dioxygenase [Pseudomonas putida W619] 
 gb|ACA75479.1| Taurine dioxygenase [Pseudomonas putida W619] 
          Length = 301 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 86/286 (30%), Positives = 124/286 (43%), Gaps = 24/286 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L A LD A  AA+ AA +Q+ ++ F GQ HL +  Q  FAK  
Sbjct: 15  LDIQPVAGRIGAQIRGVKLSADLDAATVAAIQAALVQYKVIFFRGQAHLDDLSQEGFAKL 74 
 
Query: 64  FGAIERIGGGDIVAISN----VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            G  E +    +  +      ++ DG   Q +               +WH D T++     
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Sbjct: 75  LG--EPVAHPTVPVVDGTSYLLQLDGAEGQRA--------------NSWHTDVTFVDAYP 118 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQQA 178 
           + ++  + V PA GG T +A+  AAY  L E  R L  +  A HS  Y  + +   V  A 
Sbjct: 119 KASILRSVVAPASGGDTVWANTAAAYQELPEPLRELADKLWAVHSNEYDYASIKPDVDPA 178 
 
Query: 179 G-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
               Y      T      P+V+VHP +G  +L +G     I G   A+S+     L     
Sbjct: 179 KLERYRKVFTSTVYETEHPVVRVHPISGERALQLGHFVKRIKGYSLADSQHLFALLQGHV 238 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +       +W AGDV +WDNR   H A       PR++    LAG 
Sbjct: 239 ARLENTVRWRWEAGDVAIWDNRATQHYAVDDYGTQPRIVRRVTLAG 284 
 
 
>emb|CAY27306.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 68/125 (54%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +     RHS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDDRTKADIENLVCRHSNMYSRGKLGLADFTEEERRVFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H   I GM   ++   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHVGEIEGMPTPQARMLLLDLTEFATREPFVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_08196821.1| taurine dioxygenase, TauD/TfdA family [Nocardioidaceae bacterium 
           Broad-1] 
 gb|EGD43820.1| taurine dioxygenase, TauD/TfdA family [Nocardioidaceae bacterium 
           Broad-1] 
          Length = 310 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 75/274 (27%), Positives = 110/274 (40%), Gaps = 18/274 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L +   G  +GA + GV L+  L     A + AA L+H ++ F GQ HL +  QI F +R 
Sbjct: 12  LTVHKVGGRIGAHIDGVTLSGDLPAETIAEIRAAILKHKVVFFRGQDHLDDRTQIAFGER 71 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G +               A  TV   S           +   +WH D T++      ++ 
Sbjct: 72  LGPL-------------TTAHPTVNTGSARVLTLKANRGMAANSWHTDVTFVDRPPAFSI 118 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +P  GG T +A+   AY+ L    +ALV    A HS  Y   +    +        
Sbjct: 119 LRGAEIPEYGGNTVWANTVTAYERLHPQLKALVDDLWAVHSNDYDYVRPDEAESTDDVAA 178 
 
Query: 184 GYGMDTTATPLR---PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
               +  +T  R   P V++HPETG  +L++G       G++  ES      L D      
Sbjct: 179 RKREEFVSTIYRTEHPAVRIHPETGERALVLGHFVKHFTGLNQKESATLFNLLQDRVTAL 238 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
                  W  GDV +WDNR   H A     +LPR 
Sbjct: 239 ENTVRWHWQQGDVAIWDNRATQHYAVADFDELPR 272 
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>emb|CAY27531.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 90.1 bits (222), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 69/124 (55%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDAKTKALIEDLVCEHSRIFSKGALGF------SFTEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|ZP_02406094.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei DM98] 
          Length = 381 
 
 Score = 90.1 bits (222), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 118/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D+ Q  FA 
Sbjct: 96  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDRAQELFA 153 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 154 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 197 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 198 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 257 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 258 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 316 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 317 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 347 
 
 
>ref|ZP_03450440.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 gb|EEC38252.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
          Length = 381 
 
 Score = 90.1 bits (222), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 118/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D+ Q  FA 
Sbjct: 96  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDRAQELFA 153 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 154 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 197 
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Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 198 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 257 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 258 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 316 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 317 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 347 
 
 
>gb|ACG80549.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 90.1 bits (222), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 52/128 (40%), Positives = 69/128 (53%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+AT+A +      HS+V+S+ ++G    A         +  A  LR 
Sbjct: 1   TEFGDMRAAYDALDDATKAEIENLVTEHSIVFSREQIGFTDYA---------EGNADKLR 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV  HP TGR SL +  H   I G    E+  F+  L++ A Q   V+AH+W    
Sbjct: 52  PVQHRLVITHPVTGRKSLYLSSHIGGIVGWPVPEARAFIRDLMEHATQRRFVYAHEWRVN 111 
 
Query: 252 DVVVWDNR 259 
           D V+WDNR 
Sbjct: 112 DPVMWDNR 119 
 
 
>ref|NP_900474.1| taurine dioxygenase [Chromobacterium violaceum ATCC 12472] 
 gb|AAQ58480.1| probable taurine dioxygenase [Chromobacterium violaceum ATCC 12472] 
          Length = 280 
 
 Score = 90.1 bits (222), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 78/272 (28%), Positives = 121/272 (44%), Gaps = 24/272 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++  P   T+G  +TGV     L DA F  L  A  QH LL+  G  L+ +QQ+  A++F 
Sbjct: 1   MRFNPLFPTIGTELTGVTFNDILSDALFPELDHALRQHQLLVIRGLQLTPEQQLLLARKF 60 
 
Query: 65  G-----AIERIGGGD---IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G      + R    D   ++  SN   DG            +    VGN  WH DS++   
Sbjct: 61  GHPIPFVMSRYHHPDHPELMISSNEVKDGK----------PLGVARVGNF-WHQDSSFTQ 109 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS-QSKLGHV 175 
             A   +     +P   G T FA     Y  L E  +  +    ARH++    + +  HV 
Sbjct: 110 DPAAYTMLYGINIPPRSGDTLFASAIDLYRRLPEEWKRRIAGLQARHTVSKRFRIRAEHV 169 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
             + +           T L PLV++  ++G+P L   + +   + G+D A S+ FL+ L+ 
Sbjct: 170 GLSIAELNEVIAQEHPTVLHPLVQIDQDSGQPYLYASKEYVDEVLGLDRASSDEFLD-LI 228 
 
Query: 235 DWACQAP-RVHAHQWAAGDVVVWDNRCLLHRA 265 
           D   Q P  V+ H+W  GD+++W  R  LH A 
Sbjct: 229 DRLTQDPAHVYVHRWQPGDLLIWKTRTALHAA 260 
 
 
>ref|YP_002383757.1| taurine dioxygenase [Escherichia fergusonii ATCC 35469] 
 emb|CAQ90146.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia 
           fergusonii ATCC 35469] 
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          Length = 283 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 76/288 (26%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G      L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPHIGALISGADFTRPLSDNQFEQLYHAVLRHQVVFLREQDITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAAGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQ 176 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L++   A H     + + K    + 
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSAPFRQLLNGLQAEHDFRKSFPEYKFRKTE 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    +    +      L P+V+ HP +GR +L +       I  + A ESE  L  L   
Sbjct: 169 EEHQRW-REAVAKNPPLLHPVVRTHPVSGRHALFVNEGFTTRIVDVTAKESEMLLSFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +        W   DV +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWCWQPNDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27272.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 67/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+  +      HSL+YS+  LG +      Y     +     L+ 
Sbjct: 1   TEFADMRAAYDALDDETKVEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP  GR SL +  HA AI GM   E+   L  L + A +   V+ H+W    +V+ 
Sbjct: 56  RLVRIHPVHGRKSLYLSSHAGAIKGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHGLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|ADW06790.1| Taurine dioxygenase [Streptomyces flavogriseus ATCC 33331] 
          Length = 311 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 80/267 (29%), Positives = 108/267 (40%), Gaps = 25/267 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T   + P G  +GA + G  L   L  A    +  A L+  +L F GQH S  QQ  FA+ 
Sbjct: 43  TLFDVVPLGPVIGAEIRGADLTRPLAPAVREEIDRALLEWKVLFFRGQHPSPAQQRAFAR 102 
 
Query: 63  RFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            +G +E    +  GD   ++        R  +P+              WH D T+    A 
Sbjct: 103 NWGELETNPLLAAGDDPEVARFD-----RSSAPS----------FENVWHTDVTFRERPA 147 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            GAV     VP  GG T +ADM +AYD L    +  +    A H  V   ++    ++   
Sbjct: 148 LGAVLHLREVPPYGGDTMWADMASAYDNLAPEVKERLEGARAVHDFVPGFARFTPEER-- 205 
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Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC 238 
              I +  D       P+V+ HP TGR  L +       I G D  ES+R L  L   A  
Sbjct: 206 --LIPF-QDRFPPVEHPVVRTHPVTGRRMLFVNTSFTTRIVGWDRDESDRMLRLLFQQAH 262 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                    W AGDV  WDNR   H A 
Sbjct: 263 VPEYQVRFTWRAGDVAFWDNRATQHYA 289 
 
 
>emb|CAY27459.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+A +A + Q    HSL++S+  LG  +      +         P+R 
Sbjct: 1   TEFGDMRAAYDALDDAMKAEIEQVVCEHSLMFSRGALGFSE------LNEQEQAMFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I      E+  FL  L++ A Q   V++HQW   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGGIVNWPVPEARAFLRDLIEHATQPQLVYSHQWQQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27444.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD LDE T+A +      HSL++S+  LG    + +    +       P+R 
Sbjct: 1   TEFGDMRAAYDTLDERTKAEIEDLVCEHSLMFSRGLLGFTAMSEAEREMF------RPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  L++ A Q   V++HQW   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGTIVGWPVPEARAFLRDLIEHATQPQSVYSHQWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_06656271.1| taurine dioxygenase [Escherichia coli B185] 
 gb|EFF06653.1| taurine dioxygenase [Escherichia coli B185] 
          Length = 283 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 75/288 (26%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
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             GA+ +A+ +P+ GG T +     AY+AL    R L+    A H    S  +  + +   
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIVAYEALSVPFRQLLSGLRAEHDFRKSFPEYKYRKTE 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                 +       P L P+V+ HP +G+ +L +       I  +   ESE  L G +   
Sbjct: 169 EEHQRWHEAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLFA 227 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               P   A  +W   D+ +WDNR   H A        R+M+ + + G 
Sbjct: 228 HITKPEFQARWRWQPNDIAIWDNRVTQHYANADYLPQRRIMYRATILG 275 
 
 
>gb|ACG80558.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 52/127 (40%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T F DMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFGDMRAAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQREFVHVHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>emb|CAY27353.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +      HSL+YS+  LG  + +      +      TP+R 
Sbjct: 1   TEFADMRAAYDALDDRTKAEIEDLVCEHSLIYSRGTLGFTELSEEEKRMF------TPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H   I G    E+  F+  L + A Q    ++H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLYLSSHIGMIVGWPMPEARAFIRDLTEHATQKQFTYSHKWRQYDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ACG80569.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 51/122 (41%), Positives = 63/122 (51%), Gaps = 5/122 (4%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           F DMRAAYDAL + T+A +      HSL+YS+  LG V      Y           L+ L 
Sbjct: 2   FGDMRAAYDALHDETKAEIEDLVCEHSLMYSRGSLGFVD-----YTDEEKQMFKPVLQRL 56 
 
Query: 198 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 257 
           V+ HP  GR SL +  HA AI GM   E    L  L + A Q   V+ HQW   D+V+WD 
Sbjct: 57  VRTHPVHGRKSLYLSSHAGAIRGMSVPEGRLLLRDLTEHATQPEFVYVHQWTVHDLVMWD 116 
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Query: 258 NR 259 
           NR 
Sbjct: 117 NR 118 
 
 
>ref|ZP_07447356.1| taurine dioxygenase [Escherichia coli NC101] 
 gb|EFM54365.1| taurine dioxygenase [Escherichia coli NC101] 
          Length = 283 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHHVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+ L    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEVLSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_03504692.1| Taurine dioxygenase [Rhizobium etli Brasil 5] 
          Length = 313 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 76/273 (27%), Positives = 114/273 (41%), Gaps = 32/273 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + + P    +GA + G+ L   L DA  AA++   L+H ++ F  Q HL +  Q  FA+R 
Sbjct: 17  IDVVPLTGRVGAEIKGIRLGGELSDATVAAVNQLLLKHKVIFFRDQGHLDDSAQEAFARR 76 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            G +          G   I+ + + +  G   Q                  WH D T++  
Sbjct: 77  LGDLVPHPTQGPVSGTASILNLDSSRGGGRADQ------------------WHTDVTFVD 118 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH-- 174 
              + +V    V+PA GG T +++  AAY++L    + L     A HS  Y  + +     
Sbjct: 119 AYPKFSVLRGVVIPAAGGDTIWSNTHAAYESLPAPLKLLADNLWAIHSNAYDYAAVRPRA 178 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER-FLEGL 233 
             +    +      T      P+V+VHPETGR  +   R   + PG    E  R  L GL 
Sbjct: 179 TAEEKKHFEEVFTSTIYETEHPVVRVHPETGR-KIAAARQFRSAPGRPLEERLRQTLRGL 237 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                 AP      +W AGDV +WDNR   H A 
Sbjct: 238 PILTFTAPENTVRWRWRAGDVAIWDNRATQHYA 270 
 
 
>gb|ACG80568.1| TfdA [uncultured bacterium] 
 gb|ACG80586.1| TfdA [uncultured bacterium] 
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          Length = 119 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 51/122 (41%), Positives = 63/122 (51%), Gaps = 5/122 (4%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           F DMRAAYDAL + T+A +      HSL+YS+  LG V      Y           L+ L 
Sbjct: 3   FGDMRAAYDALHDETKAEIEDLVCEHSLMYSRGSLGFVD-----YTDEEKQMFKPVLQRL 57 
 
Query: 198 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 257 
           V+ HP  GR SL +  HA AI GM   E    L  L + A Q   V+ HQW   D+V+WD 
Sbjct: 58  VRTHPVHGRKSLYLSSHAGAIRGMSVPEGRLLLRDLTEHATQPEFVYVHQWTVHDLVMWD 117 
 
Query: 258 NR 259 
           NR 
Sbjct: 118 NR 119 
 
 
>ref|YP_001240769.1| putative dioxygenase [Bradyrhizobium sp. BTAi1] 
 gb|ABQ36863.1| Putative dioxygenase [Bradyrhizobium sp. BTAi1] 
          Length = 316 
 
 Score = 89.7 bits (221), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 77/267 (28%), Positives = 116/267 (43%), Gaps = 29/267 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           ++   A +GA +  V L+  L DA    ++   LQH ++ F GQ HL + +Q  FAKR G 
Sbjct: 23  VSRLSARIGAEIRNVRLSGDLPDALVKEINDLLLQHRVIFFRGQDHLDDAEQERFAKRLG 82 
 
Query: 66  AIERIGGGDIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQGA 122 
                   D+V    V A  GT    S  E D       G  A  WH D T++    + A 
Sbjct: 83  --------DLVPHPTVGAIKGTA---SILELDSGRG---GGRADSWHTDVTFVDAYPKAA 128 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY------SQSKLGHVQ 176 
           V    V+P  GG T +++  AAY  L    + L  +  A HS  Y      S++     + 
Sbjct: 129 VLRGVVIPEFGGDTIWSNTAAAYQDLPAPLQRLADELWAVHSNAYDYAATRSRATEADRK 188 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
                + G   +T      P+V+VHPETG  +LL+G       G+  A+ ++  +    + 
Sbjct: 189 HFEEVFTGTIYETE----HPVVRVHPETGERTLLLGNFVQRFVGIRKADGQKLFDLFQSY 244 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
                     +W  GD+ +WDNR   H 
Sbjct: 245 ITAPENTVRWRWKQGDIAIWDNRATQH 271 
 
 
>ref|YP_605974.1| alkylsulfatase AtsK [Pseudomonas entomophila L48] 
 emb|CAK13157.1| Alkylsulfatase AtsK [Pseudomonas entomophila L48] 
          Length = 301 
 
 Score = 89.7 bits (221), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 81/286 (28%), Positives = 119/286 (41%), Gaps = 24/286 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + G+ L A L      A+ AA +Q+ ++ F  Q HL +  Q  FA+  
Sbjct: 15  LDIQPVAGRIGAEIRGIKLSADLAPETIDAIQAALVQYKVIFFRAQEHLDDQGQEAFAQL 74 
 
Query: 64  FGAIERIGGGDIVAISN----VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            G  E I    +  +      ++ DG   Q +               +WH D T++     
Sbjct: 75  LG--EPIAHPTVPVVDGTSYLLQLDGAEGQRA--------------NSWHTDVTFVDAYP 118 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQQA 178 
           + ++  + V PA GG T +A+  AAY  L E  R L     A HS  Y  + +   V  A 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 396



Sbjct: 119 KASILRSVVAPASGGDTVWANTAAAYQELPEPLRVLADTLWAVHSNEYDYASVKPDVDPA 178 
 
Query: 179 G-SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
               Y      T      P+V+VHP +G  +L +G     I G   A+S+     L     
Sbjct: 179 KLERYRKVFTSTVYETEHPVVRVHPISGERALQLGHFVKRIKGYSLADSQHLFALLQGHV 238 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +       +W AGDV +WDNR   H A       PR++    LAG 
Sbjct: 239 TRLENTVRWRWQAGDVAIWDNRATQHYAVDDYGTQPRIVRRVTLAG 284 
 
 
>ref|YP_001895727.1| Taurine dioxygenase [Burkholderia phytofirmans PsJN] 
 gb|ACD16503.1| Taurine dioxygenase [Burkholderia phytofirmans PsJN] 
          Length = 315 
 
 Score = 89.7 bits (221), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 77/286 (26%), Positives = 122/286 (42%), Gaps = 16/286 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++Q+TP  A +GA + GV L   LD    A + AA L+  ++ F  Q L+++Q + F+ + 
Sbjct: 11  SIQVTPLSAHIGAEIHGVDLTQKLDARQIAEIRAALLKWRVVFFREQFLTHEQHVAFSAQ 70 
 
Query: 64  FGAIERIG---GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           FG +  +G    G +     V +    R+ +  E   + +   G   WH D T        
Sbjct: 71  FGELT-LGHPVFGHVDGYPEVYSISKYRKATRFEGQTLQRPWTG---WHTDVTAALNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++ AAY  L    R  V      H         G        
Sbjct: 127 ASILRGVTIPPYGGDTQWTNLVAAYQKLSAPLRGFVDGLRGLHRFTPPAGASG-----TE 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A+       T     PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFNKAVEQRTLVTEHPLVRVHPETGERALYVSPSFLKSIVGVSPRESQVLLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W AG V  WDNR   H A  + +D +  R ++ + L G 
Sbjct: 242 PEFTVRFKWEAGSVAFWDNRATAHLAPTDIFDLEFDRQLYRTTLVG 287 
 
 
>emb|CAY27222.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 89.7 bits (221), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 69/124 (55%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDARTKALIEDLVCEHSRIFSKGALGF------SFTEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|YP_001629701.1| taurine dioxygenase [Bordetella petrii DSM 12804] 
 emb|CAP41431.1| taurine dioxygenase [Bordetella petrii] 
          Length = 214 
 
 Score = 89.7 bits (221), Expect = 5e-16,   Method: Compositional matrix adjust. 
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 Identities = 55/215 (25%), Positives = 104/215 (48%), Gaps = 35/215 (16%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +I    + +GA + GV L A +D+  FA +   WL++ +L+F GQ L+N+Q + F+ RF 
Sbjct: 3   FEIRRLSSGIGAEIIGVDLSADIDEKTFAQIEKCWLENVILLFRGQKLNNEQHVRFSARF 62 
 
Query: 65  GA------IERIGGGD---IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G       I+R+   D   I+ + ++  +  +R              VG   WH+D ++  
Sbjct: 63  GKLDEHDDIKRLRDPDHHEILPVLSIPGEKRLR--------------VG-AQWHSDMSHS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               + ++   E +P +GG T F +M  AY+ L E+ + L+      H +  ++  +G   
Sbjct: 108 LCPPKASLLRCEEIPPLGGDTMFGNMYLAYERLSESMKRLLDDLWCVHDMTIAKHNIGQY 167 
 
Query: 176 QQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSL 209 
            +         +     P+ +P++++HPETG+  L 
Sbjct: 168 NE---------VRKRQPPVAQPIIRIHPETGKKGL 193 
 
 
>emb|CAY27374.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 117 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 50/123 (40%), Positives = 70/123 (56%), Gaps = 7/123 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +     RHS +YS+ KLG V+        +       P+R 
Sbjct: 1   TEFADMRAAYDALDDRTKADIENLVCRHSNMYSRGKLGLVEFTDEERAVF------RPVR 54 
 
Query: 196 PL-VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            L V+ HP +GR SL +  HA  I GM   ++   L  L ++A + P V++H W   D+V 
Sbjct: 55  QLLVRRHPVSGRKSLFLSAHAGEIEGMPTPQARMLLLDLTEFATREPFVYSHVWRVNDLV 114 
 
Query: 255 VWD 257 
           +WD 
Sbjct: 115 MWD 117 
 
 
>emb|CAY27503.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD LDE T+A +      HSL++S+  LG    + +    +       P+R 
Sbjct: 1   TEFGDMRAAYDTLDERTKAEIEDLVCEHSLMFSRGLLGFTAMSEAEREMF------RPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL  L++ A Q   V++HQW   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGTIVGWPVPEARAFLRDLIEHATQPQLVYSHQWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|AAP21654.1| Shy7 [Streptomyces hygroscopicus subsp. yingchengensis] 
          Length = 251 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 78/255 (30%), Positives = 114/255 (44%), Gaps = 37/255 (14%) 
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Query: 19  VTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQI----TFAKRFGAIERIG-- 71 
           +TG+ LA  +DDA    L  A+ +H +L+F GQHL+ +Q +     FA+ F     +    
Sbjct: 1   MTGIDLAAGVDDATAEELRRAFREHKVLVFRGQHLTPEQHVEAVRIFAEPFDHPTAVKDP 60 
 
Query: 72  GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVP 130 
              +V   NV+  G                      WH    +  PV A  ++ + EVVP 
Sbjct: 61  AHPLVYPYNVQHTGKAS------------------TWHIGGLWRKPVFAIESL-TYEVVP 101 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 190 
           A+GG T +AD++AAYD L E  + L+    A    VY  +   + Q +    +        
Sbjct: 102 ALGGHTLWADLQAAYDDLSEPFKELLESVGA----VYDANAGNYAQGSKREAV------E 151 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 250 
            T   P+V  HPETGR  L I   A  + G+ + E +  L+ L+  A          W A 
Sbjct: 152 ETVEHPVVLTHPETGRKGLFISTSALGLTGVTSQEGKVLLDHLLRHASSPDYTIRFGWNA 211 
 
Query: 251 GDVVVWDNRCLLHRA 265 
           GD V+WDNR   H A 
Sbjct: 212 GDFVLWDNRATWHYA 226 
 
 
>emb|CAY27355.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 52/124 (41%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+  +A        HS ++S++ LG      S +        A   + 
Sbjct: 1   TEFADMRAAYDALDDEAKAECENLVCEHSQLFSRAILGF-----SDFTEEERRKFAPVRQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA  I G    E+  FL  LV+ A Q   V++HQW  GD+V+ 
Sbjct: 56  VLVRTHPVTGRKSLYLSSHAGGIEGWPVPEARAFLRDLVEHATQRQFVYSHQWRVGDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_295812.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ60968.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 281 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 83/295 (28%), Positives = 123/295 (41%), Gaps = 40/295 (13%) 
 
Query: 7   QITPTGATLGATVTGVHLAT--LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           QITP    +GA ++GV+L     D A FA + AA L+H +L F  Q ++    + FA  F 
Sbjct: 5   QITPA---IGAEISGVNLGEGARDPALFAEIKAALLKHRVLFFRKQEITRADHVAFASAF 61 
 
Query: 65  GAIERIGGGDIVAISNVKAD----GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           G +E     D   + +V          R  +P  +++         ++H D  + P  A  
Sbjct: 62  GKLE-----DHPVVGSVPDHPGLVKVYRSDNPHSYEN---------SYHCDGLWRPNPAM 107 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           GAV      P +GG T + +M  AYD L E  +  ++   AR S+ +S    G V    + 
Sbjct: 108 GAVLRCLECPEIGGDTIWVNMVKAYDELPEEIKRKINGLRARASIEHS---FGAVMTPEN 164 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH------AHAIP-----GMDAAESERF 229 
                  D  A    P+V+ HPETG   L +G         ++ P     G+D +      
Sbjct: 165 R-AKLAQDHPAVE-HPVVRTHPETGEKILFVGASFTTHFTNYSTPDNVRHGIDKSPGASL 222 
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Query: 230 LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L   +      P       W  GDV VWDNR   H A    +  PR M  + + G 
Sbjct: 223 LLNYLTSRATIPEYQVRWAWQEGDVAVWDNRSTQHYAVNDYYPAPRKMERAGIVG 277 
 
 
>ref|ZP_07500810.1| taurine dioxygenase [Escherichia coli M605] 
          Length = 283 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP  G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVIGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_06354055.1| taurine dioxygenase [Citrobacter youngae ATCC 29220] 
 gb|EFE07953.1| taurine dioxygenase [Citrobacter youngae ATCC 29220] 
          Length = 283 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 78/287 (27%), Positives = 118/287 (41%), Gaps = 25/287 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  LA  L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LNITPLGPYIGAQITGADLARPLSDNQFEQLYHAVLRHQVVFLREQVITPQQQRALALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + Q   
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSSPFRQLLSGLRAEHDFRKSFQEYKYRQTP 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                         P L P+V+ HP +G+ +L +       I  +   ESE  L  L    
Sbjct: 169 EEHQRWLDAVAKHPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVTEKESEALLSFLFAH 228 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             +       +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 229 ITKPEFQVRWRWQPNDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27334.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  R  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEWLRNQIEDLVCLHSNMYSRGKLGLADFTDEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D+V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATREPFVYSHAWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27463.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 68/125 (54%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDA DE T+A     +  HSL+YS+  LG  +      +      T TP+R 
Sbjct: 1   TEFGDMRAAYDAPDEKTKAEAEDLACEHSLIYSRGTLGFTE------LSEEERKTFTPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H   I G    E+  F+  L + A Q+   +AH+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLYLSSHIGTIVGWPMPEARAFIRDLTEHATQSRFTYAHKWRQFDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_714407.1| putative taurine dioxygenase [Frankia alni ACN14a] 
 emb|CAJ62855.1| Putative taurine dioxygenase [Frankia alni ACN14a] 
          Length = 262 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 82/274 (29%), Positives = 110/274 (40%), Gaps = 31/274 (11%) 
 
Query: 7   QITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
            I P    LGA V GV LA  +DDA   AL  A+ QH +L+F  QHLS D  +   + F  
Sbjct: 10  DIRPASPVLGAEVVGVDLAGGVDDATAEALREAFWQHKVLVFRDQHLSPDAHVQAVRIFD 69 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
                                + +H      +D  ++   G   WH   T+          
Sbjct: 70  -------------EPFDHPKWLYRHEDNRLVYDFQLEKAGGASTWHVGGTWRTPPFHLES 116 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
            + +VVP +GGRT +AD++AAYD L E  + L+   SA             V  A      
Sbjct: 117 LTYQVVPDIGGRTLWADLQAAYDGLSEPFQHLLESVSA-------------VYNADPGDG 163 
 
Query: 184 GYGMD-TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
            Y     T T   P+V+ H  TGR  L +   A  + G+  AE    L  L+  A      
Sbjct: 164 TYNRPPVTETVEHPVVRTHRHTGRKGLFLSSSALRLTGVGPAEGAALLPFLLAHASSPNY 223 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
             +  W  GD V WDN    H A   D+  PRV  
Sbjct: 224 TVSFGWKPGDFVTWDNLATWHFAVN-DYDGPRVY 256 
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>ref|YP_110680.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           pseudomallei K96243] 
 emb|CAH38124.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei K96243] 
          Length = 298 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 117/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 13  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 70 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 71  QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 114 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 115 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 174 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 175 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 233 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 234 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 264 
 
 
>gb|AAM87510.1|AE014000_14 taurine dioxygenase [Yersinia pestis KIM 10] 
 gb|AAS60461.1| putative taurine dioxygenase [Yersinia pestis biovar Microtus str. 
           91001] 
          Length = 288 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 79/292 (27%), Positives = 125/292 (42%), Gaps = 30/292 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TP G  +GA V  +++A  L D+ F  L+   L+H +L F  Q ++  QQ   A RF 
Sbjct: 11  LIVTPLGPHIGALVENINIAHPLGDSQFEQLYHVLLKHQVLFFRNQPITPLQQRDLAGRF 70 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +            + + + +   D      +P + D+          WH D T++    
Sbjct: 71  GDLHIHPVYPHTQECEEIIVLDTADD------NPPDNDN----------WHTDVTFIETP 114 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH--VQ 176 
             GA+ +A+ +P  GG T ++   AAYDAL    + L+    A H    S  +  H     
Sbjct: 115 PLGAILAAKQLPTTGGDTLWSSGIAAYDALSAPFKQLLAGLQAEHDFTKSFPEHKHRTTP 174 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    ++  G +     L P+++ HP +GR +L +       I G+   ESE  L G +  
Sbjct: 175 EEHQRWLQ-GKEKNPPLLHPVIRTHPVSGRQALFVNEGFTTRIIGLSDKESEALL-GFLF 232 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
                P      +W   DV +WDNR   H A        RVM  + + G RP 
Sbjct: 233 AHTTKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRVMHRATILGDRP 284 
 
 
>ref|ZP_04896195.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
           52237] 
 gb|EDO93033.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
           52237] 
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          Length = 294 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 117/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 9   LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 66 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 67  QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 110 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 111 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 170 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 171 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 229 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 230 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 260 
 
 
>ref|YP_001412108.1| taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
 gb|ABS62451.1| Taurine dioxygenase [Parvibaculum lavamentivorans DS-1] 
          Length = 276 
 
 Score = 89.4 bits (220), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 76/282 (26%), Positives = 118/282 (41%), Gaps = 13/282 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +++       GA V G  LA L ++   A+  A++ + ++ F  Q+L+ +  I FA+R+G 
Sbjct: 4   IEVRKMTGGCGAEVLGADLAKLSNSDMEAVRQAYVDYGVVFFRDQNLTPEDHIAFARRWG 63 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            I       +V          +      E +  + +  G   WH D +Y    A G+V   
Sbjct: 64  DI-------VVNRFFTPTQNPLIAEVRKEKEQTVNIGGG---WHTDHSYDAEPAMGSVLV 113 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
           A  +P  GG T FA M AA+DAL    +  +    A HS  +     G  + +        
Sbjct: 114 ARELPDEGGDTMFASMYAAWDALTPGLKKTLEGLRAVHSNAHVFGAAGFYKNSDQGKGFK 173 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
           G +  +  + P+V  HP +GR +L +  G   H   G    ES+  L+ L   A +     
Sbjct: 174 GENLVSEAVHPVVVTHPLSGRKALYVNPGFTTH-FEGWSWLESKPLLDYLFAHAARPEFT 232 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
              QW  G V  WDNR   H A        R+M    +AG P 
Sbjct: 233 CRFQWRDGSVAFWDNRATWHYAVNDYHGERRLMHRITIAGAP 274 
 
 
>ref|ZP_06066452.1| taurine dioxygenase [Acinetobacter junii SH205] 
 gb|EEY94283.1| taurine dioxygenase [Acinetobacter junii SH205] 
          Length = 281 
 
 Score = 89.4 bits (220), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 72/273 (26%), Positives = 111/273 (40%), Gaps = 32/273 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           TL I     T+GA +  V L T+D+     +  A L H  + F  Q L+   Q   A+ F 
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Sbjct: 2   TLNIEVIKPTIGAIIHDVDLNTVDENTTQQIQQALLDHHEIFFRNQQLAPQAQAELARGF 61 
 
Query: 65  GA---------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G+         +E +   +I+ + + K D                 +  N  WH D T+  
Sbjct: 62  GSLHIHPIFPTVENVP--EIIVLDSWKQD-----------------LRDNELWHTDVTFS 102 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+ ALD++ +  +   +A H +   Y   +   
Sbjct: 103 QNPPLGCVLQAIKIPPVGGDTLWSSGVAAFAALDQSLQQKLKGLTATHDIRQSYPIERFA 162 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           H        +          + P+V+ HP TG+  L +       I  +D +ES   L+  
Sbjct: 163 H-NDVERKKLEETFKRNPPVVHPVVRTHPVTGQSILFVSEGFTTRINELDESESAELLQY 221 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L   A         QW  GDV +WDNRC  H+A 
Sbjct: 222 LFAHATHEQFHLRWQWQEGDVAIWDNRCTQHKA 254 
 
 
>ref|YP_072200.1| taurine dioxygenase [Yersinia pseudotuberculosis IP 32953] 
 ref|YP_653194.1| taurine dioxygenase [Yersinia pestis Antiqua] 
 ref|YP_649809.1| taurine dioxygenase [Yersinia pestis Nepal516] 
 ref|YP_001161506.1| taurine dioxygenase [Yersinia pestis Pestoides F] 
 ref|ZP_01917492.1| putative taurine dioxygenase [Yersinia pestis CA88-4125] 
 ref|YP_001402883.1| taurine dioxygenase [Yersinia pseudotuberculosis IP 31758] 
 ref|NP_671259.2| taurine dioxygenase [Yersinia pestis KIM 10] 
 ref|NP_991584.2| taurine dioxygenase [Yersinia pestis biovar Microtus str. 91001] 
 ref|YP_001608011.1| taurine dioxygenase [Yersinia pestis Angola] 
 ref|ZP_02223665.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           biovar Orientalis str. F1991016] 
 ref|ZP_02228556.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           biovar Orientalis str. IP275] 
 ref|ZP_02231419.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           biovar Antiqua str. E1979001] 
 ref|ZP_02239180.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           biovar Antiqua str. B42003004] 
 ref|ZP_02304630.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           biovar Antiqua str. UG05-0454] 
 ref|ZP_02310582.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           biovar Orientalis str. MG05-1020] 
 ref|ZP_02317412.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           biovar Mediaevalis str. K1973002] 
 ref|ZP_02333537.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
pestis 
           FV-1] 
 ref|YP_001719027.1| taurine dioxygenase [Yersinia pseudotuberculosis YPIII] 
 ref|YP_001874317.1| taurine dioxygenase [Yersinia pseudotuberculosis PB1/+] 
 ref|YP_002345269.1| taurine dioxygenase [Yersinia pestis CO92] 
 ref|ZP_04456500.1| putative taurine dioxygenase [Yersinia pestis Pestoides A] 
 ref|ZP_04460202.1| putative taurine dioxygenase [Yersinia pestis biovar Orientalis 
           str. PEXU2] 
 ref|ZP_04462280.1| putative taurine dioxygenase [Yersinia pestis biovar Orientalis 
           str. India 195] 
 ref|ZP_04519686.1| putative taurine dioxygenase [Yersinia pestis Nepal516] 
 ref|ZP_06205285.1| taurine dioxygenase [Yersinia pestis KIM D27] 
 ref|YP_003566332.1| putative taurine dioxygenase [Yersinia pestis Z176003] 
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 emb|CAH22957.1| putative taurine dioxygenase [Yersinia pseudotuberculosis IP 32953] 
 gb|ABG20209.1| taurine dioxygenase [Yersinia pestis Nepal516] 
 gb|ABG15249.1| putative taurine dioxygenase [Yersinia pestis Antiqua] 
 emb|CAL18870.1| putative taurine dioxygenase [Yersinia pestis CO92] 
 gb|ABP38534.1| taurine dioxygenase [Yersinia pestis Pestoides F] 
 gb|EDM40249.1| putative taurine dioxygenase [Yersinia pestis CA88-4125] 
 gb|ABS46369.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           pseudotuberculosis IP 31758] 
 gb|ABX86880.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           Angola] 
 gb|EDR30701.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           biovar Orientalis str. IP275] 
 gb|EDR37410.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           biovar Orientalis str. F1991016] 
 gb|EDR42912.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           biovar Antiqua str. E1979001] 
 gb|EDR49923.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           biovar Antiqua str. B42003004] 
 gb|EDR58844.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           biovar Orientalis str. MG05-1020] 
 gb|EDR63018.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           biovar Antiqua str. UG05-0454] 
 gb|EDR65143.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia pestis 
           biovar Mediaevalis str. K1973002] 
 gb|ACA66574.1| Taurine dioxygenase [Yersinia pseudotuberculosis YPIII] 
 gb|ACC90860.1| Taurine catabolism dioxygenase TauD/TfdA [Yersinia 
           pseudotuberculosis PB1/+] 
 gb|EEO74798.1| putative taurine dioxygenase [Yersinia pestis Nepal516] 
 gb|EEO82489.1| putative taurine dioxygenase [Yersinia pestis biovar Orientalis 
           str. India 195] 
 gb|EEO86456.1| putative taurine dioxygenase [Yersinia pestis biovar Orientalis 
           str. PEXU2] 
 gb|EEO92408.1| putative taurine dioxygenase [Yersinia pestis Pestoides A] 
 gb|ACY57071.1| putative taurine dioxygenase [Yersinia pestis D106004] 
 gb|ACY60859.1| putative taurine dioxygenase [Yersinia pestis D182038] 
 gb|EFA47492.1| taurine dioxygenase [Yersinia pestis KIM D27] 
 gb|ADE63070.1| putative taurine dioxygenase [Yersinia pestis Z176003] 
 gb|ADV96891.1| putative taurine dioxygenase [Yersinia pestis biovar Medievalis 
           str. Harbin 35] 
          Length = 282 
 
 Score = 89.4 bits (220), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 79/292 (27%), Positives = 125/292 (42%), Gaps = 30/292 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TP G  +GA V  +++A  L D+ F  L+   L+H +L F  Q ++  QQ   A RF 
Sbjct: 5   LIVTPLGPHIGALVENINIAHPLGDSQFEQLYHVLLKHQVLFFRNQPITPLQQRDLAGRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +            + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHTQECEEIIVLDTADD------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH--VQ 176 
             GA+ +A+ +P  GG T ++   AAYDAL    + L+    A H    S  +  H     
Sbjct: 109 PLGAILAAKQLPTTGGDTLWSSGIAAYDALSAPFKQLLAGLQAEHDFTKSFPEHKHRTTP 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    ++  G +     L P+++ HP +GR +L +       I G+   ESE  L G +  
Sbjct: 169 EEHQRWLQ-GKEKNPPLLHPVIRTHPVSGRQALFVNEGFTTRIIGLSDKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
                P      +W   DV +WDNR   H A        RVM  + + G RP 
Sbjct: 227 AHTTKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRVMHRATILGDRP 278 
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>emb|CAY27414.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.4 bits (220), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 66/124 (53%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +      HSL+YS+  LG  +     Y           L+ 
Sbjct: 1   TEFADMRAAYDALDDDTKAEIEDLVCEHSLMYSRGSLGFTE-----YTDDEKQMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHRRKSLYLSSHAGAILGMSVPEARLLLRDLTEHATQPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|ACG80555.1| TfdA [uncultured bacterium] 
 gb|ACG80561.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 89.4 bits (220), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRA YDALD+ T+A +      HSL+YS+  LG +      Y           L+ 
Sbjct: 1   TEFGDMRAGYDALDDETKAEIEDMICEHSLMYSRGSLGFLD-----YTDEEKQLFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGAIKGMTMPEARLLLRDLNEHATQPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_04889621.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1655] 
 gb|EDU10605.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1655] 
          Length = 294 
 
 Score = 89.4 bits (220), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 117/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 9   LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 66 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 67  QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 110 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 111 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 170 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 171 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 229 
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Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 230 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 260 
 
 
>gb|EGC08562.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia fergusonii B253] 
          Length = 283 
 
 Score = 89.4 bits (220), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 76/288 (26%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G      L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPHIGALISGADFTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRVLAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAAGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQ 176 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L++   A H     + + K    + 
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSAPFRQLLNGLQAEHDFRKSFPEYKFRKTE 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    +    +      L P+V+ HP +GR +L +       I  + A ESE  L  L   
Sbjct: 169 EEHQRW-REAVAKNPPLLHPVVRTHPVSGRHALFVNEGFTTRIVDVTAKESEMLLAFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +        W   DV +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWCWQPNDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_01908082.1| taurine dioxygenase [Plesiocystis pacifica SIR-1] 
 gb|EDM78974.1| taurine dioxygenase [Plesiocystis pacifica SIR-1] 
          Length = 282 
 
 Score = 89.4 bits (220), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 75/268 (27%), Positives = 105/268 (39%), Gaps = 29/268 (10%) 
 
Query: 7   QITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
            I P    +GA V GV L A L       L AA L H +L F  Q +S    +  A+ FG 
Sbjct: 4   SIHPLTPPVGAEVRGVDLRAPLSAEQSEFLEAALLAHGVLFFRDQDISPADHLALARAFG 63 
 
Query: 66  ------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
                 +   + G D V I  V  D   +  +                WH D T++     
Sbjct: 64  EPVPHPSFPSVPGFDAVNILRVTPDEEPKIDT----------------WHTDMTFLEAPP 107 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G++  A V+   GG T F    AAYD+L    +  +    A HS  +      H      
Sbjct: 108 LGSILRARVLTECGGDTLFGSTIAAYDSLSPTMKRRLEGLRAAHSFTHG---FRHSLAEP 164 
 
Query: 180 SAYIGYGMDTTATPLR--PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
            A         A P R  P+V+VHP +G+P L + R     I  +   ES+  L  L +  
Sbjct: 165 DASPRLRAAAKAHPPRVHPVVRVHPRSGKPGLFVNRLFTTHILDLPERESDSLLAYLYEH 224 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
             Q       +W+   +  WDNRC +HR 
Sbjct: 225 LEQPEHTCRFRWSPNAIAFWDNRCTIHR 252 
 
 
>ref|ZP_04746502.1| putative dioxygenase [Mycobacterium kansasii ATCC 12478] 
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          Length = 296 
 
 Score = 89.0 bits (219), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 75/262 (28%), Positives = 108/262 (41%), Gaps = 13/262 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +   G+ +GA + GV L   LD A    +  A L H ++ F  QH L + QQ+ FA   
Sbjct: 5   IAVQKLGSRIGAQMDGVRLGGDLDPAEVDQIRKALLTHKVIFFRSQHHLDDQQQLAFAGL 64 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            GA           I +  A     +++P       +    N  WH D T+       +V 
Sbjct: 65  LGA----------PIGHPAAAMLAAENAPIITPINSEYGKANR-WHTDVTFAANYPSASV 113 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             A  +P  GG T +A+  AAY+ L E  + L     A H+  +       + +A  A+  
Sbjct: 114 LRAVTLPGYGGSTLWANTAAAYEGLPEPLKCLTENLWALHTNRHDYLHAEPLTEAQRAHR 173 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                       P+V+VHPETG  +LL G       G+D+ ES    E L           
Sbjct: 174 QAFQKPDFQTEHPVVRVHPETGERTLLAGSFVRNFVGLDSHESSVLFELLQRRITAPENT 233 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRA 265 
               W  GDV +WDNR   HRA 
Sbjct: 234 IRWNWERGDVAIWDNRATQHRA 255 
 
 
>emb|CAY27209.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27387.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 89.0 bits (219), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 69/124 (55%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDGKTKALIEGLVCEHSRIFSKGALGF------SFTEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>gb|EGB79347.1| taurine dioxygenase [Escherichia coli MS 57-2] 
          Length = 283 
 
 Score = 89.0 bits (219), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL      L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFHQLLSGLRAEHDFRKSFPEYKY-RKT 167 
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Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_001669049.1| taurine dioxygenase [Pseudomonas putida GB-1] 
 gb|ABY98713.1| Taurine dioxygenase [Pseudomonas putida GB-1] 
          Length = 282 
 
 Score = 89.0 bits (219), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 80/281 (28%), Positives = 113/281 (40%), Gaps = 42/281 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           + I      +GA V+GV+LA    DD  FA L    LQH +L    QH S  + + FA+R 
Sbjct: 1   MHIEQLTCAIGAEVSGVNLADAIHDDDLFAQLRQQLLQHRVLFLRDQHFSRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHS-PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G V+ +  P + +D  +      AWH D+T+      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVQIYKRPDQPNDRYE-----NAWHTDATWREAPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS-------QSKLGHV 175 
           V      P VGG T +A+M  AY+ L    +A +    ARHS+  S       + +L    
Sbjct: 112 VLRCVECPPVGGDTLWANMVLAYENLPSEVKANIEGLRARHSIEASFGAAMPLEKRLALK 171 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF------ 229 
            Q   A              P+V+ HPETG   L +             +  RF       
Sbjct: 172 AQFPDAE------------HPVVRTHPETGEQVLFVNAFTTHFSNYHTPQRVRFGQDANP 219 
 
Query: 230 -----LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                L  L+  A         +W    V +WDNR   H A 
Sbjct: 220 GAGDLLRYLISQAYLPEYQVRWRWKPNSVAIWDNRSTQHYA 260 
 
 
>ref|YP_337380.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1710b] 
 ref|ZP_04955608.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
 gb|ABA53737.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1710b] 
 gb|EET05130.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
          Length = 381 
 
 Score = 89.0 bits (219), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 117/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 96  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 153 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 154 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 197 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 198 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 257 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
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Sbjct: 258 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 316 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 317 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 347 
 
 
>emb|CAY27340.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27461.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27549.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 89.0 bits (219), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMR AYD LD  TRA +      HSL+YS+  +G  +      +         P+R 
Sbjct: 1   TEFADMRNAYDTLDAKTRAQIENLVCEHSLIYSRGSMGFTE------LTEDERAMMKPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    ES  FL  L + A Q   V+ H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLYLSSHAGTIVGWLVPESRDFLRDLNEHATQRENVYIHRWRQFDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_402198.1| taurine dioxygenase [Shigella dysenteriae Sd197] 
 ref|ZP_07680623.1| alpha-ketoglutarate-dependent taurine dioxygenase [Shigella 
           dysenteriae 1617] 
 gb|ABB60709.1| taurine dioxygenase [Shigella dysenteriae Sd197] 
 gb|EFP71583.1| alpha-ketoglutarate-dependent taurine dioxygenase [Shigella 
           dysenteriae 1617] 
          Length = 283 
 
 Score = 89.0 bits (219), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 122/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L  +L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRSLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L  L   
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALLSFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHQATILG 275 
 
 
>ref|ZP_04382578.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN89971.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
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           erythropolis SK121] 
          Length = 317 
 
 Score = 89.0 bits (219), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 82/288 (28%), Positives = 119/288 (41%), Gaps = 15/288 (5%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +  T   +TPT  T+GA ++G+ L+  L D   + L  A L+  +L F  Q +   +    
Sbjct: 38  LPYTRFTLTPTTPTIGAEISGISLSGQLSDETMSELRRALLEWKVLFFRDQTIERSEHRD 97 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           FA R+G++E+            +AD           D M   +  N  WH D ++    + 
Sbjct: 98  FASRWGSLEQHPFFKYTQPGQSEADIVTLAK-----DAMTGGVENN--WHNDVSWHEFPS 150 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
             AV  A  VP VGG T +AD  AAY+ L E  +  +    A H  + S  K  H+  +  
Sbjct: 151 FAAVLRAVEVPPVGGDTLWADTGAAYELLPEGIKERIDNLVAEHDWINSFGK--HMDPST 208 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC 238 
            A +            P+V+V PETGR  L +       I G+  AES   L  L      
Sbjct: 209 VAKLRPQFPAVR---HPVVRVIPETGRKVLFVNLSFTQRIVGVPEAESNELLTLLYRHVH 265 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           +       +W    +  WDNR   H A    F   RVM    + G RP 
Sbjct: 266 RPEFQVRLKWRTDTIAFWDNRTCQHYAASDYFPARRVMDRISIVGDRP 313 
 
 
>ref|YP_002869897.1| putative taurine dioxygenase [Pseudomonas fluorescens SBW25] 
 emb|CAY46487.1| putative taurine dioxygenase [Pseudomonas fluorescens SBW25] 
          Length = 301 
 
 Score = 89.0 bits (219), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 75/268 (27%), Positives = 111/268 (41%), Gaps = 24/268 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + G+ L+  LD A   A+  A +Q+ ++ F  Q HL +  Q  FA   
Sbjct: 15  LDIHPVAGRIGAEIRGIRLSGDLDAATVEAIQQALVQYKVVFFREQTHLDDQSQEAFAHL 74 
 
Query: 64  FGAIERIGGGDIVAISNVK----ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
            G  E I    +      +     DGT  Q + +              WH D T++     
Sbjct: 75  LG--EPIAHPTVPVRDGTRFLMELDGTRGQRANS--------------WHTDVTFVDAYP 118 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           + +V  + + P  GG T +A+  +AY+ L    RAL     A HS  Y  + L     A  
Sbjct: 119 KASVLRSVLAPKSGGDTVWANTSSAYNDLSVELRALADNLWAVHSNEYDYAALKPDVSAE 178 
 
Query: 180 --SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
              AY      T      P+V+VHP +G  +LL+G     + G   A+S +    L     
Sbjct: 179 RLEAYRKVFTSTVYETEHPVVRVHPVSGEKTLLLGHFVKRLKGYSQADSTQLFNLLQSHV 238 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +       +W  GDV +WDNR   H A 
Sbjct: 239 TRLENTVRWRWNTGDVAIWDNRATQHYA 266 
 
 
>gb|ACG80565.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 89.0 bits (219), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 66/125 (52%), Gaps = 11/125 (8%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PL 194 
           F DMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  D  A     L 
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Sbjct: 2   FGDMRAAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDDEKAMFKPVL 53 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           + L + HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+V 
Sbjct: 54  QRLXRTHPVHRRKSLYLSSHAGAIKGMSMPEARLLLRDLTEHATQREFVHIHKWTVHDLV 113 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 114 MWDNR 118 
 
 
>ref|YP_002401497.1| taurine dioxygenase [Escherichia coli 55989] 
 emb|CAU96250.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           55989] 
          Length = 283 
 
 Score = 89.0 bits (219), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQTITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L++   A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLNGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_001454351.1| taurine dioxygenase [Citrobacter koseri ATCC BAA-895] 
 gb|ABV13915.1| hypothetical protein CKO_02809 [Citrobacter koseri ATCC BAA-895] 
          Length = 283 
 
 Score = 89.0 bits (219), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 78/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA V+G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGALVSGADLTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQ 176 
             GA+ +A+ +P+ GG T +A   AAYDAL E  R L+    A H     + + K      
Sbjct: 109 PAGAILAAKELPSSGGDTLWASGIAAYDALSEPFRQLLSGLRAEHDFRKSFPEYKYRKTD 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    ++   +      L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 169 EEHQRWLE-AVAKHPPLLHPVVRTHPVSGKLALFVNEGFTTRIVDVTEKESEALL-GFLF 226 
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Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPDDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_003451475.1| taurine dioxygenase [Azospirillum sp. B510] 
 dbj|BAI74931.1| taurine dioxygenase [Azospirillum sp. B510] 
          Length = 283 
 
 Score = 88.6 bits (218), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 75/268 (27%), Positives = 111/268 (41%), Gaps = 13/268 (4%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           +A  TL +TP    +GA V G+ L   L D+  AAL  A + H +L F  Q L+   Q   
Sbjct: 4   IALPTLVLTPVSPAIGARVEGLDLTRPLSDSEAAALERALVAHQVLFFENQPLTPQAQRA 63 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           FA RFG +        V             H+P++          N  WH D T +     
Sbjct: 64  FAARFGQLHVHPIYPKVPEQPEIMVLDTGPHNPSD----------NDVWHTDVTCIENPP 113 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
                S +++P VGG T +A   AAY+ L E  R L+    A H    S  +  H      
Sbjct: 114 AIVALSGKLIPPVGGDTVWASNIAAYNGLSEPIRRLLEPLKALHDFTRSFPEWRHNGDPE 173 
 
Query: 180 S-AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWA 237 
           + A      +     + P+++ HP +G  +L +  +    I G+   ES   L+ L D   
Sbjct: 174 THARWKAAREKHPPVVHPVIRTHPVSGAKALFVNENFTSRIVGLSDRESAAILDFLYDHV 233 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +       +W   D+V+WDNR   H A 
Sbjct: 234 SRPEFTVRWRWKTDDLVLWDNRSTQHYA 261 
 
 
>emb|CAY27424.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.6 bits (218), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 51/127 (40%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T F DMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFGDMRAAYDALDDETKAEIEDMICEHSLMYSRGSLG--------FLDYSDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQREFVYVHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>ref|ZP_06907775.1| taurine dioxygenase [Streptomyces pristinaespiralis ATCC 25486] 
 gb|EDY64309.2| taurine dioxygenase [Streptomyces pristinaespiralis ATCC 25486] 
          Length = 305 
 
 Score = 88.6 bits (218), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 79/278 (28%), Positives = 113/278 (40%), Gaps = 34/278 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++++ P   TLGA ++GV LA    DD  F  +    L++ +L    Q +S  + + FA+ 
Sbjct: 23  SIEVEPLTCTLGAEISGVSLADAARDDDLFTEIKGLLLRYKVLFLRDQDISRAEHVAFAR 82 
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Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           RFG +E       VA S+    G VR +    SPAE  +         A H D T+     
Sbjct: 83  RFGELE----DHPVAGSDPDHPGLVRIYKDLDSPAEHYEN--------ALHTDGTWRENP 130 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           + GAV      P VGG T + DM  AY+ L E  R  +    ARHS+   ++  G V    
Sbjct: 131 SMGAVLRCVESPPVGGDTIWVDMAQAYNRLPEHIRTQIEDLRARHSI---EATFGAVLPE 187 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF--------- 229 
              +        A    P+V+ HPETG   L +              + RF          
Sbjct: 188 EKRHALKAQFPDAE--HPVVRTHPETGEKILFVNAFTTHFVNYHTPRNVRFGQDYAPGSG 245 
 
Query: 230 --LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             L  L+  A         +W    V +WDNR   H A 
Sbjct: 246 LLLNYLISQAAVPEYQVRFRWRKNSVAIWDNRSTQHYA 283 
 
 
>ref|YP_002411171.1| taurine dioxygenase [Escherichia coli UMN026] 
 ref|ZP_06647579.1| tauD [Escherichia coli FVEC1412] 
 ref|ZP_06988980.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia 
coli 
           FVEC1302] 
 ref|ZP_07118595.1| taurine dioxygenase [Escherichia coli MS 198-1] 
 emb|CAR11623.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           UMN026] 
 emb|CBG33235.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           042] 
 gb|EFF02361.1| tauD [Escherichia coli FVEC1412] 
 gb|EFI21716.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           FVEC1302] 
 gb|EFJ71941.1| taurine dioxygenase [Escherichia coli MS 198-1] 
          Length = 283 
 
 Score = 88.6 bits (218), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 75/288 (26%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L  L   
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALLSFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>gb|ACG80581.1| TfdA [uncultured bacterium] 
 gb|ACG80582.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 88.6 bits (218), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 51/123 (41%), Positives = 66/123 (53%), Gaps = 7/123 (5%) 
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Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP- 196 
           F DMRAAYDALD  T+A V      HSL+YS+  +G           +       P+R   
Sbjct: 2   FGDMRAAYDALDARTKAEVEDLICEHSLIYSREAIGFNALTEEEIAAF------KPVRQR 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V++H+W   D+V+W 
Sbjct: 56  LVRTHPVTGRKSLFLSSHAGAIVGWTIPEARMFLRDLTEHATQPAFVYSHEWRPHDLVMW 115 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 116 DNR 118 
 
 
>ref|YP_001610738.1| putative taurine dioxygenase [Sorangium cellulosum 'So ce 56'] 
 emb|CAN90258.1| putative Taurine dioxygenase [Sorangium cellulosum 'So ce 56'] 
          Length = 327 
 
 Score = 88.6 bits (218), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 76/291 (26%), Positives = 119/291 (40%), Gaps = 28/291 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +Q+ P    +GA + G  ++  L D    A+ AA L+  ++ F  Q L + +QI FA RF 
Sbjct: 10  IQVKPLAGHIGAEIHGADISKPLPDEAVTAIRAALLKWKVVFFRNQPLGHAEQIAFAARF 69 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQH-------SPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G          V  ++   D    +H       S        +       WH D T     
Sbjct: 70  GE---------VTYAHPHEDEPFDEHPEILAIDSRRYDRRYGRRFSYENRWHTDVTAAVN 120 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
               ++  A ++P  GG T + ++ AAY+ L    RALV    A H      +     Q  
Sbjct: 121 PPAASILRAHILPPYGGDTTWTNLVAAYEGLSAPVRALVDGLRAEHRFGLRFAP----QD 176 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVD 235 
             S Y+    +     + P+V+VHPETG  +L +  G  +H + G+   ES   L+ L + 
Sbjct: 177 QDSPYLRKVRENPLISIHPVVRVHPETGERALFVSPGFTSHIV-GLSPRESSAILDLLFE 235 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD---FKLPRVMWHSRLAG 283 
              +       +W  G +  WDNR   H   P D     + RV++   L G 
Sbjct: 236 QISRPAYTVRFRWEPGSIAFWDNRATAHLG-PQDLGHLDVERVLYRVTLTG 285 
 
 
>emb|CAY27514.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.6 bits (218), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+AT+A +      HSL++S+  LG  +      +      T  P+R 
Sbjct: 1   TEFADMRAAYDALDDATKAEIEDLVCEHSLIFSRGSLGFTE------LSEEERATFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR  L +  H   I G    E+  FL  L++ A Q    ++H+W   D+V 
Sbjct: 55  QRLVRAHPVTGRKPLFLSSHGGTILGWPVPEARAFLRDLMEHATQPQFAYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|XP_002151041.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Penicillium marneffei ATCC 18224] 
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 gb|EEA20041.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Penicillium marneffei ATCC 18224] 
          Length = 337 
 
 Score = 88.6 bits (218), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 75/272 (27%), Positives = 121/272 (44%), Gaps = 22/272 (8%) 
 
Query: 12  GATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI--- 67 
            +  GA V+GV     +     A L A   ++ +LIF    L N + I F+++ G      
Sbjct: 40  NSAFGAEVSGVDWENPVPAETVAQLVALQDKYGVLIFRETGLDNARHIAFSQQLGESLEV 99 
 
Query: 68  ---------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
                    +R+G   +  + N++ D T+ ++    W   +    GN  WH DS+Y     
Sbjct: 100 NPFYYGRENDRLGEPLLFDVGNIELDRTLVKNESRRWHHSL----GNALWHTDSSYHQQR 155 
 
Query: 119 AQGAVFSAEVVPAVGGR-TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
           ++ ++  +   P  GG  T FAD R AY  L E  +  +      H L +S+ KL      
Sbjct: 156 SKYSILLSHGNPVKGGSWTHFADTRRAYADLPETKKKEIEDLIVEHDLWHSR-KLASPIV 214 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
            G   + + +         LV+  P  GR +L +  HA  I G    ES++ +  L+D   
Sbjct: 215 YGDP-LPHELAAKPPAYHRLVQTAP-NGRRTLYLAAHAKLILGQSFEESQKLIWELIDHC 272 
 
Query: 238 CQAPRVHAHQWAAG-DVVVWDNRCLLHRAEPW 268 
            Q   V + +W +G D+V WDNR  +HRA P+ 
Sbjct: 273 TQPKYVFSMEWLSGGDMVWWDNRQSMHRANPY 304 
 
 
>gb|EGC96200.1| taurine dioxygenase [Escherichia fergusonii ECD227] 
          Length = 283 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 76/288 (26%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G      L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPHIGALISGADFTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAAGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQ 176 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L++   A H     + + K    + 
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSAPFRQLLNGLQAEHDFRKSFPEYKFRKTE 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    +    +      L P+V+ HP +GR +L +       I  + A ESE  L  L   
Sbjct: 169 EDHQRW-REAVAKNPPLLHPVVRTHPVSGRHALFVNEGFTTRIVDVTAKESEMLLAFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +        W   DV +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWCWQPNDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_07966578.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
 gb|EFV12195.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
          Length = 310 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 75/267 (28%), Positives = 113/267 (42%), Gaps = 29/267 (10%) 
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Query: 8   ITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           + P   T+GA ++GV L+  L     A L  A L+  +L F  Q ++  +   FA  +G  
Sbjct: 38  LVPASPTIGAEISGVRLSGGLAPEVLAELRRALLEWKVLFFRDQDIARQEHREFAALWGG 97 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA------WHADSTYMPVMAQ 120 
           +E+                 +R H   +  D++ +   +MA      WH D T+ P  +  
Sbjct: 98  LEQ--------------HPFMRYHGKQDDVDVVSLAKNDMAAGTENVWHNDVTWRPDPSF 143 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            AV  A  VP +GG T ++D   AYD L +  +  +    A H  + S  ++   Q+    
Sbjct: 144 AAVLRAVEVPDLGGDTMWSDTAVAYDLLPDGLKERIDHLEAEHDWIQSFGRMMPEQEIER 203 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
               +   T      P+V+V PETGR  L + R     I GMD A+S   LE L       
Sbjct: 204 LRPDFPPVT-----HPVVRVIPETGRRVLFVNRVFTTRIVGMDEAQSRELLEDLY-LRMN 257 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            P      +W    V +WDNR   H A 
Sbjct: 258 RPEFQVRLRWQPNTVAMWDNRTCQHYA 284 
 
 
>emb|CAY27257.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+A +A + Q    HSL++S+  LG  +      +         P+R 
Sbjct: 1   TEFADMRAAYDALDDAMKAEIEQVVCEHSLMFSRGALGFSE------LNEQEQAMFRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I      E+  FL  L++ A Q   V++H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGGIVNWPVPEARAFLRDLMEHATQPRFVYSHKWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27430.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG               T + P+R 
Sbjct: 1   TEFADMRAAYDALDERLKQQIEDLVCLHSNMYSRGKLGLADFTDEER------TASKPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E    L  L ++A +   V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFATREQFVYSHMWRVNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_06860409.1| alpha-ketoglutarate-dependent taurine dioxygenase [Citromicrobium 
           bathyomarinum JL354] 
          Length = 279 
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 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 82/296 (27%), Positives = 116/296 (39%), Gaps = 30/296 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +Q+T      G  + GV LA  T D A    +  A  +H + +F  Q     + I FA+  
Sbjct: 3   MQMTALAPHCGVEIRGVQLAEATGDAALLDEIRTAVWEHGVALFRDQDFGPQEHIAFARA 62 
 
Query: 64  FGAIERIGGGDI------VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           +G I+      +      +A+   +AD T                +G   WH D +Y  + 
Sbjct: 63  WGGIDINNYFPLTDAFPEIAVVGKRADQTTN--------------IGG-GWHTDHSYDQI 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A G++  A  +P  GG T FA M AAYDAL +  +  +    A HS  +  S  G+  Q 
Sbjct: 108 PAMGSILVARELPPTGGDTLFAHMGAAYDALSDDLKTEIEGLEAFHSADHVYSPDGYYAQ 167 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
              A    G   T     P+   HP+TGR  L +       I G    ES   L+ L    
Sbjct: 168 TDMAESLRGQQMTTGARHPVAIRHPQTGRKLLYVNAAFTTHIVGRTREESMPLLQRLFAT 227 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 292 
           A  A      +W  G V +WDNR        W   +     H+R   R    G AL 
Sbjct: 228 ALSADNTARVEWQPGSVAIWDNRTT------WHMAMNDYQGHARTMHRITLTGEAL 277 
 
 
>emb|CAY27220.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 69/124 (55%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDAKTKALIEDLVCEHSRIFSKGALGF------SFTEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  +A  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSYAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|YP_001262249.1| taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
 gb|ABQ68111.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
          Length = 317 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 77/280 (27%), Positives = 124/280 (44%), Gaps = 30/280 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGF-AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +TP+G  +   + G+  A L DA     L+  W++H L++F G   S++  I  ++ FG  
Sbjct: 9   LTPSGEAI--QIHGLERAHLTDAAVREELNRLWIRHGLVVFRGMDDSDELHIELSRVFGP 66 
 
Query: 67  IE----RIGGGDI--VAISNVKADGTVRQHSPAEWDDMMKVIVGN-----MAWHADSTYM 115 
            +    + G  D   + I+NV       Q+ P   +  +  + G      +  H D  Y  
Sbjct: 67  FQLHPIKQGNTDPSRLEITNV-------QYEPGGENGNVYTVNGVDLGGWLPLHFDLVYF 119 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL-DEATR-----ALVHQRSARHSLVYSQ 169 
             +  G +    V+P   G T F D  AAY+ L DE  R      +V+      S + +  
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Sbjct: 120 DKVNHGGLLRPRVIPPEMGGTVFLDKIAAYETLPDELKRRAEGLEVVYDFYMDISTMKNS 179 
 
Query: 170 SKLGHVQQAGSAY--IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAES 226 
                + + G  +  I    D+    + PLV    E+GR  L +    A  + G+D AE  
Sbjct: 180 VDDIRLVRMGKKFRDIQQREDSYPRSIHPLVYAQKESGRKMLNLSPWFADELLGLDKAEG 239 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
           +  L  LV      P++H H+W  GD+V+WDN  +LH AE 
Sbjct: 240 DALLGELVRHTLSHPQIHVHRWTPGDIVLWDNWRMLHGAE 279 
 
 
>emb|CAY27328.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27336.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27385.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEWLKNQIEDLVCLHSNMYSRGKLGLADFTDEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D+V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATREPFVYSHAWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_05434206.1| taurine dioxygenase [Shigella sp. D9] 
          Length = 283 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPQGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQTITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27323.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
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 Identities = 50/123 (40%), Positives = 68/123 (55%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP- 196 
           FADMRAAYDALDE T+A V      HSL++S++ +G  +        +       P+R   
Sbjct: 3   FADMRAAYDALDERTKAEVQDLVCEHSLLHSRAAVGFTEFTPEEVANF------RPVRQR 56 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           LV+ HP +GR SL +  HA  I G    E+  FL  L + A Q   V++H W   D+V+W 
Sbjct: 57  LVRTHPASGRKSLFLSSHAGTIVGWTVPEARSFLRDLTEHATQREFVYSHAWRQHDLVMW 116 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 117 DNR 119 
 
 
>emb|CAY27290.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27292.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27553.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 68/125 (54%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A V      HSL+YS+  +G           +       P+R 
Sbjct: 1   TEFADMRAAYDALDDRTKAEVAGLVCEHSLLYSRQAVGFTDFTPEEISNF------QPVR 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            PLV+V   TGR SL +  HA  I G    ES  FL  L++ A +   V++H W   D+V 
Sbjct: 55  HPLVRVQKATGRKSLFLSAHAGVIVGWSVPESRAFLRDLIEHATRPEFVYSHSWRQHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27363.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 54/124 (43%), Positives = 68/124 (54%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ TRA   Q    HS ++S++ LG      S +        A   + 
Sbjct: 1   TEFADMRAAYDALDDETRAECEQLICEHSQLFSRAILGF-----SDFTDEERRNFAPVQQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+V+ 
Sbjct: 56  RLVRRHPVTGRRSLFLASHAGAILGWPVPEARAFLRDLTEHATQRRFVYAHVWKQWDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27228.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27321.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 66/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
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           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKNQIEDLVCLHSNMYSRGKLGLADFTDEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATREPFVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_001846143.1| taurine catabolism dioxygenase [Acinetobacter baumannii ACICU] 
 gb|ACC56796.1| Probable taurine catabolism dioxygenase [Acinetobacter baumannii 
           ACICU] 
          Length = 293 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 67/273 (24%), Positives = 109/273 (39%), Gaps = 32/273 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHNIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQRKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           H ++     +          + P+V+ HP TG P L +       I  +   ESE+ L   
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTRINELPEQESEQLLNF 226 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 227 LFEHATQEQFHLRRKWQDGDVAIWDNRCTQHKA 259 
 
 
>gb|AAS64597.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDAL++ TR  +      HSL+YS+  LG +      Y           L+ 
Sbjct: 1   TEFADMRAAYDALNDETRTEIEDMICEHSLMYSRGSLGFLD-----YTEEEKQMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA  I GM   E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGGIIGMSVPEARVLLRDLNEHATQPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_02149378.1| alpha-ketoglutarate-dependent taurine dioxygenase [Phaeobacter 
           gallaeciensis 2.10] 
 gb|EDQ09090.1| alpha-ketoglutarate-dependent taurine dioxygenase [Phaeobacter 
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           gallaeciensis 2.10] 
          Length = 278 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 77/292 (26%), Positives = 121/292 (41%), Gaps = 33/292 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           + I P    LGA + G  +   +D  F+A+  A+ ++++++  GQ       + FA+RFG 
Sbjct: 1   MDILPMTGGLGAEILGADIRRSED--FSAIRDAFAEYSVIVLRGQTAGPGDHLAFARRFG 58 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM--------AWHADSTYMPV 117 
            +            NV      R   P E    +  ++            WH D +Y    
Sbjct: 59  PV------------NVN-----RFFKPVEGHPEIATVLKEKDQTEAVGEGWHTDHSYDQE 101 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHV 175 
            A  ++  A  +P  GG T F  M AAY+AL E  R  +   +A HS   V+  + +    
Sbjct: 102 PAMVSILHAIEMPPYGGDTLFVSMGAAYEALSEPMRRFLDGLTAVHSSRHVFGAAAMDS- 160 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           +   S  +G     T     P+V  HP +GR  L +       I G++  ES   L  ++ 
Sbjct: 161 EAVKSGRLGNAEAATQDVRHPVVITHPLSGRRGLFVNPVFTTRIEGLNTEESSALL-AML 219 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
              CQ P      +W AGD+ +WDNR   H+A        R+M    + G P 
Sbjct: 220 YAHCQQPEFQCRVRWRAGDITMWDNRATWHKAINDYHGFRRLMHRVTVEGGP 271 
 
 
>gb|AAS64589.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL++ TR  +      HSL+YS+  LG +      Y           L+ 
Sbjct: 1   TEFGDMRAAYDALNDETRTEIEDMICEHSLMYSRGSLGFLD-----YTEEEKQMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA  I GM   E+   L  L + A Q   V+ H+WA  D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGGIIGMSVPEARVLLRDLNEHATQPEFVYVHKWALHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|EFZ56791.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           LT-68] 
          Length = 283 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
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Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +    +  I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFNTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_587247.1| taurine catabolism dioxygenase TauD/TfdA (2-oxoglutarate-dependent) 
           [Cupriavidus metallidurans CH34] 
 gb|ABF11978.1| taurine catabolism dioxygenase TauD/TfdA (2-oxoglutarate-dependent) 
           [Cupriavidus metallidurans CH34] 
          Length = 299 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 83/284 (29%), Positives = 121/284 (42%), Gaps = 48/284 (16%) 
 
Query: 6   LQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P  A++GA + GV L  A  DD  F  + AA L+H +L    Q +S  + + FA+R 
Sbjct: 1   MRIEPMTASIGAELVGVRLSDAIHDDGLFDEIRAALLRHKVLFLRDQDISRAEHVAFAER 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHS-PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+    G V+ +  P +  D  +      AWH D+T+      G  
Sbjct: 61  FGKLE----DHPVAGSHPDHPGLVQIYKRPDQPMDRYE-----NAWHTDATWREAPPLGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P +GG T +A+M  AY+ L    +  +    ARHS+  S      +++  +   
Sbjct: 112 VLRCVESPEIGGDTMWANMVLAYENLPAHVKTQIAGLRARHSIEASFGAAMPIEKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMD----AAESER 228 
             Y       P  P+V+VHPETG   L +             AH   G D    A E  R 
Sbjct: 172 AQY-----PDPEHPVVRVHPETGEKVLFVNAFTTHFSNFHTPAHVRYGQDYNPGAGELLR 226 
 
Query: 229 FL-------EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +L       E  V W          +W A  + +WDNR   H A 
Sbjct: 227 YLISQAFIPEYQVRW----------RWKANSMAIWDNRSTQHYA 260 
 
 
>ref|ZP_07516225.1| taurine dioxygenase [Escherichia coli TA143] 
          Length = 283 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 76/289 (26%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFLEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
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Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>gb|AAS64590.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 51/127 (40%), Positives = 67/127 (52%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T F DMRAAYDALD+ T+  +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFGDMRAAYDALDDDTKTEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIQGMSIPEARLLLRDLTEHATQPEFVHVHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>ref|YP_294247.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ59403.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 299 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 77/273 (28%), Positives = 117/273 (42%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P  A++GA + G++LA    DD  FA + AA LQH +L    Q +S  + + FA+R 
Sbjct: 1   MRVEPLTASIGAELVGLNLADAIHDDDLFAEIRAALLQHKVLFLRDQDISRAEHVAFAER 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+ +  G V+ +   + D  M       AWH D+T+      G V 
Sbjct: 61  FGQLE----DHPVAGSHPQYPGLVQIYK--QPDQPMDRYEN--AWHTDATWREAPPMGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 PAVG  T +A+M  AY+ L    +  +    ARHS+  S      +++  +    
Sbjct: 113 LRCVEGPAVGADTMWANMVLAYENLPAHVKTEIAGLRARHSIEASFGAAMPIEKRLALKE 172 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LEG 232 
            Y       P  P+V++HPETG   L +            A   R+           L   
Sbjct: 173 QY-----PDPEHPVVRIHPETGEKVLFVNAFTTHFTNFHTAAHVRYGQDYNPGGADLLRY 227 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           LV  A         +W    + +WDNR   H A 
Sbjct: 228 LVSQAFIPEYQVRWRWKPNSMAIWDNRSTQHYA 260 
 
 
>emb|CAY27551.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 52/127 (40%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T FADMRAAYDALD  T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFADMRAAYDALDNDTKAEIDDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
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            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQPEFVYVHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>ref|ZP_02380861.1| Taurine dioxygenase [Burkholderia ubonensis Bu] 
          Length = 282 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 76/274 (27%), Positives = 117/274 (42%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P    +GA ++GV LA    DD  FA + A  L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEPLTCAIGAELSGVSLADAVHDDGLFAEIRALLLKHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+++      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDASWRVAPPFGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L    +  +    ARHS+  S      + +  +   
Sbjct: 112 VLRCVACPPVGGDTMWANMALAYENLPGHVKRQIDGLRARHSIEASFGAAMPIDKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LE 231 
             Y          P+V+ HPETG   L +             E  RF           L+ 
Sbjct: 172 TQY-----PDAEHPVVRTHPETGEKILYVNAFTTHFTNFHTPERVRFGQDANPGAGQLLQ 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +WA   V +WDNR   H A 
Sbjct: 227 YLISQAYIPEYQVRWRWAKHSVAIWDNRSTQHYA 260 
 
 
>ref|ZP_03049591.1| taurine dioxygenase [Escherichia coli E110019] 
 gb|EDV88435.1| taurine dioxygenase [Escherichia coli E110019] 
          Length = 283 
 
 Score = 88.2 bits (217), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 75/288 (26%), Positives = 120/288 (41%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQTITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + +   
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKYRKTE 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                 +       P L P+V+ HP +G+ +L +       I  +   ESE  L G +   
Sbjct: 169 EEHQRWHEAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLFA 227 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
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>ref|YP_001457202.1| taurine dioxygenase [Escherichia coli HS] 
 ref|ZP_03028556.1| taurine dioxygenase [Escherichia coli B7A] 
 ref|ZP_03046235.1| taurine dioxygenase [Escherichia coli E22] 
 ref|ZP_03061361.1| taurine dioxygenase [Escherichia coli B171] 
 ref|YP_002291665.1| taurine dioxygenase [Escherichia coli SE11] 
 ref|YP_002385844.1| taurine dioxygenase [Escherichia coli IAI1] 
 ref|YP_003220350.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O103:H2 str. 12009] 
 ref|ZP_07098522.1| taurine dioxygenase [Escherichia coli MS 107-1] 
 ref|ZP_07140078.1| taurine dioxygenase [Escherichia coli MS 182-1] 
 ref|ZP_07223377.1| taurine dioxygenase [Escherichia coli MS 78-1] 
 ref|ZP_07520973.1| taurine dioxygenase [Escherichia coli TA271] 
 ref|ZP_07591888.1| Taurine dioxygenase [Escherichia coli W] 
 ref|ZP_07689331.1| taurine dioxygenase [Escherichia coli MS 145-7] 
 gb|ABV04819.1| taurine dioxygenase [Escherichia coli HS] 
 gb|EDV62962.1| taurine dioxygenase [Escherichia coli B7A] 
 gb|EDV81757.1| taurine dioxygenase [Escherichia coli E22] 
 gb|EDX29416.1| taurine dioxygenase [Escherichia coli B171] 
 dbj|BAG75914.1| taurine dioxygenase [Escherichia coli SE11] 
 emb|CAQ97240.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           IAI1] 
 dbj|BAI29216.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O103:H2 str. 12009] 
 gb|EFK02991.1| taurine dioxygenase [Escherichia coli MS 182-1] 
 gb|EFK50264.1| taurine dioxygenase [Escherichia coli MS 107-1] 
 gb|EFK71052.1| taurine dioxygenase [Escherichia coli MS 78-1] 
 gb|EFN38256.1| Taurine dioxygenase [Escherichia coli W] 
 gb|EFO58825.1| taurine dioxygenase [Escherichia coli MS 145-7] 
 gb|ADT73978.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli W] 
 gb|EFW76187.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           EC4100B] 
 gb|EFZ70177.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           1357] 
 gb|ADX52053.1| Taurine dioxygenase [Escherichia coli KO11] 
 gb|EGB41602.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli H120] 
 gb|EGB85854.1| taurine dioxygenase [Escherichia coli MS 117-3] 
 gb|EGC10767.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli E1167] 
          Length = 283 
 
 Score = 87.8 bits (216), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQTITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
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>ref|ZP_06877015.1| taurine dioxygenase [Pseudomonas aeruginosa PAb1] 
          Length = 216 
 
 Score = 87.8 bits (216), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 68/211 (32%), Positives = 96/211 (45%), Gaps = 14/211 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L I P    LGA V+G+ L A LDDAG  A+  A L+H +L F  Q L    Q  FA R 
Sbjct: 2   SLTIQPISPALGAIVSGIDLGAPLDDAGQRAIEQALLEHQVLFFRDQSLEPRSQARFAAR 61 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +          I  +       Q      D  +  +  N  WH D T++   A GAV 
Sbjct: 62  FGDLH---------IHPIYP-SVPEQPEVIVLDTAVTDVRDNAIWHTDVTFLETPALGAV 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSA 181 
            +A+ +P  GG T +A   AAY+AL    R L+   +A H +   + + + G V +A  A 
Sbjct: 112 LAAKQLPPYGGDTLWASSTAAYEALSAPLRRLLDGLTATHDIGKSFPRERFG-VTEADLA 170 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIG 212 
            +            P+V+ HP TGR  L +  
Sbjct: 171 RLEEARLKNPPRSHPVVRTHPLTGRKGLFVS 201 
 
 
>ref|YP_586764.1| taurine dioxygenase 2-oxoglutarate-dependent [Cupriavidus 
           metallidurans CH34] 
 gb|ABF11495.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           metallidurans CH34] 
          Length = 280 
 
 Score = 87.8 bits (216), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 78/296 (26%), Positives = 121/296 (40%), Gaps = 33/296 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +Q+ P   ++GA + GV +A +  DD  FA + A  L+H +L F  Q +S    + FAKR 
Sbjct: 1   MQVNPLTCSIGAELAGVSIADVARDDTLFAEIKALLLKHRVLFFRDQDISRADHVAFAKR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S  +  G +  +   + D           +H D+++     +GAV 
Sbjct: 61  FGDLE----DHPVANSVPEHPGLIEIYKSEKRDHFEN------TYHTDASWRACPPKGAV 110 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T + +M  AY  L E  +  +    A+H + +S   +   ++       
Sbjct: 111 LRCISCPDVGGDTIWVNMVEAYKHLPEDIKVKIAGLRAKHGIEHSFGAIMTTEEREEL-- 168 
 
Query: 184 GYGMDTTATPL--RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------L 230 
                    PL   P+V+ HPETG   L +G  +         E+ RF           L 
Sbjct: 169 -----VRKNPLVDHPVVRTHPETGEKILYVGPFSTHFINYHTPENVRFGQDKTPGASLLL 223 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
             L+  A         +W    V +WDN    H A    +  PR M  + + G RP 
Sbjct: 224 NYLISQAAIPEYQVRFRWKPNSVALWDNVSTQHYAVSDYWPAPRRMERATIKGDRP 279 
 
 
>gb|EFX23899.1| taurine dioxygenase [Escherichia coli O55:H7 str. 3256-97 TW 07815] 
          Length = 283 
 
 Score = 87.8 bits (216), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
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Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 VHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_06840794.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
 gb|EFG71514.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
          Length = 282 
 
 Score = 87.8 bits (216), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 74/273 (27%), Positives = 116/273 (42%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++  P    +GA + GV+LA    DD  FA + AA L+H +L    Q++S  + + FA+R 
Sbjct: 1   MRAEPLTCAIGAELIGVNLADAVDDDGLFAEIRAALLKHRVLFLRDQNISRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+ +  G VR +   +  +         AWHAD+T+      GAV 
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKNQDQPNDRY----ENAWHADATWREAPQFGAV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T +A+M  AY  L +  +  +    ARHS+  S      +++  +    
Sbjct: 113 LRCVECPPVGGDTMWANMVLAYGNLPDHIKTQIADLRARHSIEASFGAAMPIEKRLALKA 172 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE-------GLVDW 236 
            +          P+V+ HPETG   L +             E  RF +        L+ + 
Sbjct: 173 QF-----PDAEHPVVRTHPETGEKVLFVNAFTTHFTNYHTPERVRFGQDANPGAGDLLRY 227 
 
Query: 237 ACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
                 +  +Q    W    + +WDNR   H A 
Sbjct: 228 LISQAYIPEYQVRWRWKPNSIAIWDNRSTQHYA 260 
 
 
>ref|ZP_01765614.1| taurine dioxygenase [Burkholderia pseudomallei 305] 
 gb|EBA49401.1| taurine dioxygenase [Burkholderia pseudomallei 305] 
          Length = 451 
 
 Score = 87.8 bits (216), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 83/271 (30%), Positives = 117/271 (43%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 166 LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 223 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 224 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 267 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
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            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 268 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 327 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 328 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 386 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 387 ARITRLENTVRWHWAAGDVAIWDNRSTQHYA 417 
 
 
>ref|ZP_06473474.1| Taurine dioxygenase [Frankia symbiont of Datisca glomerata] 
 gb|EFD29839.1| Taurine dioxygenase [Frankia symbiont of Datisca glomerata] 
          Length = 314 
 
 Score = 87.8 bits (216), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 128/289 (44%), Gaps = 23/289 (7%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L + P   T+GA ++GV L   L D     + A  L++ ++ F  Q L+ ++   FA+RF 
Sbjct: 15  LAVRPLQPTIGAEISGVDLRYPLTDEVRDQIRATILKYKVVFFRDQELTREEHEAFARRF 74 
 
Query: 65  GAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIV---GNMAW---HADSTYMPV 117 
           G +     G    +++     T + + + A++ D  +       + +W   H D+++  V 
Sbjct: 75  GPLYPHPSGPKAPLNDSAGRATSIHRIAAADFKDYERARATADADESWDAYHTDTSWRLV 134 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              GAV  A  +P +GG T + D   AY+AL +  +  +  R   H            +  
Sbjct: 135 PTWGAVLRAVTLPDIGGDTIWVDAGLAYNALSDDVKERLAGRHVTHDF----------RD 184 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFLEGLVDW 236 
           A +A +GY     +    P+V+VH ETG   L +    H +I G+D +ES   L  ++D  
Sbjct: 185 ALNA-VGYDYPIVS---HPVVRVHRETGEKILWVNFTQHPSILGLDRSESRELLTLVLDQ 240 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
             +        W  G V  WDNR  +H A       PRV+    +A  P 
Sbjct: 241 YRKPEHQVRFSWRPGSVAFWDNRATVHYAVRNYGDFPRVLERILIAEEP 289 
 
 
>ref|YP_003682823.1| Taurine dioxygenase [Nocardiopsis dassonvillei subsp. 
dassonvillei 
           DSM 43111] 
 gb|ADH70317.1| Taurine dioxygenase [Nocardiopsis dassonvillei subsp. dassonvillei 
           DSM 43111] 
          Length = 308 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 75/280 (26%), Positives = 115/280 (41%), Gaps = 42/280 (15%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFA 61 
           T L + P    +GA ++GV L   LD A  A++ AA L H ++ F  Q HL+++ Q  FA 
Sbjct: 10  TDLSLRPVAGRIGAEISGVRLGPDLDGATVASIRAALLAHKVVFFRDQRHLTDETQAGFA 69 
 
Query: 62  KRFGAIER-------IGGGD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
              G +           GGD  ++ I + +                        +WH D  
Sbjct: 70  ALLGPLTTPHPTTGAAFGGDHHVLPIDSERGKAN--------------------SWHTDV 109 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----- 167 
           T++    Q +V  A  +P  GG T +A+   AY  L +  + L     A H+  Y      
Sbjct: 110 TFVDRPPQASVLRAVHLPPRGGDTVWANTATAYQDLPQPLKDLADGLRAVHTNDYDYAAV 169 
 
Query: 168 --SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 225 
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              +   G +++   A++     T      P+V+VHPETG   L +G  A    G+ + + 
Sbjct: 170 APEREPTGDLRKYREAFVSTLFKTE----HPVVRVHPETGERVLFLGHFAQHFTGLSSKD 225 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                + L     +A       W  GDV VWDNR   H A 
Sbjct: 226 FHHLFDLLQQRVTRAENTVRWSWREGDVAVWDNRATQHYA 265 
 
 
>ref|NP_752410.1| taurine dioxygenase [Escherichia coli CFT073] 
 gb|AAN78954.1|AE016756_137 Alpha-ketoglutarate-dependent taurine dioxygenase 
[Escherichia coli 
           CFT073] 
          Length = 283 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L IT  G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITSLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHHVVFLRDQTITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_003592890.1| taurine dioxygenase [Caulobacter segnis ATCC 21756] 
 gb|ADG10272.1| Taurine dioxygenase [Caulobacter segnis ATCC 21756] 
          Length = 285 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 73/268 (27%), Positives = 110/268 (41%), Gaps = 30/268 (11%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER----- 69 
            GA ++G+ LA+  DA    +   + +H  +   GQ ++ D  + F  RFG  E       
Sbjct: 16  FGAEISGIDLASAPDAALDQVVDTFHRHGAIALRGQKMTPDDLMRFIGRFGDPEDHTQTR 75 
 
Query: 70  ---IGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
               G   I  +SN   DG  +  H+              + WH D +Y P      +   
Sbjct: 76  FTLPGYPKIFILSNRVVDGKPIGAHN------------DGVGWHTDYSYKPEPVMLTMLY 123 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY--SQSKLGHVQQAGSAYI 183 
           A  VP  G  T  AD  AA++AL    +AL+      HS  +  +  + G  Q        
Sbjct: 124 AVEVPDEGSDTLLADGCAAWNALPADKQALLEGLRLHHSYKHFMATRQFGQQQTLSPELE 183 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLL--IGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
               D       PL++ HP  GR +L    G     I GM        L+ LV++  +   
Sbjct: 184 AANPDVE----HPLIRTHPADGRKALWPSTGTVTEVI-GMPGPAGLALLDELVEFMTEER 238 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
            V+ H+W  GD+++WDNRC LH    +D 
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Sbjct: 239 FVYRHKWRVGDLLMWDNRCTLHTGTLYD 266 
 
 
>gb|ADC34024.1| TfdA-like protein [uncultured bacterium] 
          Length = 202 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 61/209 (29%), Positives = 94/209 (44%), Gaps = 10/209 (4%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA+ FG I+      ++ +      GTVR+       +  +   GN  WH D ++  
Sbjct: 1   QQIAFAQGFGEIDVDPTAGMLPVPGYPEIGTVRKEP-----EQTRNTGGN--WHTDHSFD 53 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P+   G++  A  +P  GG T FA M AAYDAL +  +  +   +A H+   + + L    
Sbjct: 54  PIPPLGSILVARDLPDTGGDTLFASMYAAYDALSDGLKKTLEGMNAVHAKTRAFAALPKE 113 
 
Query: 176 QQAGSAYIGYGMDTTAT--PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
           +Q  +A         A    + P+V  HPE+GR  L +   +     G    ES   L+  
Sbjct: 114 RQVSAAEHAEIQARFAARDAIHPVVPRHPESGRRLLFVNPNYTTRFEGWTEQESAPLLDY 173 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           L   A +    +  QW  G +  WDNRC+ 
Sbjct: 174 LYRHAARPEFTYRFQWREGSIAFWDNRCV 202 
 
 
>ref|NP_821782.1| taurine catabolism dioxygenase [Streptomyces avermitilis MA-4680] 
 dbj|BAB69377.1| putative oxidoreductase [Streptomyces avermitilis] 
 dbj|BAC68317.1| putative taurine catabolism dioxygenase [Streptomyces avermitilis 
           MA-4680] 
          Length = 296 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 76/271 (28%), Positives = 107/271 (39%), Gaps = 28/271 (10%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 71 
           G  +GATV G   AT  DA  AAL +      + +  GQ LS  + +   KR G  E    
Sbjct: 8   GTAIGATVEGFDHATASDADIAALKSTVYTKKIAVLKGQDLSPQEFLELGKRLGRPETYY 67 
 
Query: 72  G--------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
                     +I   SNV  +G             + V      WHAD  +MP      + 
Sbjct: 68  EPMYHHPEVTEIFVSSNVPENGK-----------QIGVPKTGKFWHADYQFMPDPFGITL 116 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHVQQAGSAY 182 
              +V+P     T F DM  AYD L E  +  +     RHS+  Y + +   V +  S   
Sbjct: 117 IYPQVIPRQNRGTYFIDMGRAYDRLPEDLKKEIGGTYCRHSVRKYFKIRPHDVYRPISEI 176 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLL------IGRHAHAIPGMDAAESERFLE--GLV 234 
           I      T   ++P    HP TG   L       IG        +D    +R  +  G + 
Sbjct: 177 IEEVERKTPAVVQPTTFTHPMTGETVLYISEGFTIGVEDQDGEPLDDELLKRLFQATGQL 236 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           D   +   +H   +  GD++VWDNR L+HRA 
Sbjct: 237 DETFEHDNIHLQSFEQGDLLVWDNRSLIHRA 267 
 
 
>ref|NP_286110.1| taurine dioxygenase [Escherichia coli O157:H7 EDL933] 
 ref|NP_308449.1| taurine dioxygenase [Escherichia coli O157:H7 str. Sakai] 
 ref|ZP_02774840.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4113] 
 ref|ZP_02781904.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4401] 
 ref|ZP_02786567.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4501] 
 ref|ZP_02793313.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4486] 
 ref|ZP_02801346.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4196] 
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 ref|ZP_02808228.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4076] 
 ref|ZP_02811208.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC869] 
 ref|ZP_02825245.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC508] 
 ref|YP_001726209.1| taurine dioxygenase [Escherichia coli ATCC 8739] 
 ref|ZP_03070945.1| taurine dioxygenase [Escherichia coli 101-1] 
 ref|ZP_03083951.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4024] 
 ref|ZP_03248934.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4206] 
 ref|ZP_03257088.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4045] 
 ref|ZP_03263279.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4042] 
 ref|YP_002269009.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4115] 
 ref|ZP_03441846.1| taurine dioxygenase [Escherichia coli O157:H7 str. TW14588] 
 ref|YP_003037478.1| taurine dioxygenase [Escherichia coli BL21-Gold(DE3)pLysS AG] 
 ref|YP_003043545.1| taurine dioxygenase [Escherichia coli B str. REL606] 
 ref|YP_003076385.1| taurine dioxygenase [Escherichia coli O157:H7 str. TW14359] 
 ref|ZP_05938128.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O157:H7 str. FRIK2000] 
 ref|ZP_05948588.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O157:H7 str. FRIK966] 
 ref|YP_003498093.1| Taurine dioxygenase [Escherichia coli O55:H7 str. CB9615] 
 ref|ZP_06935240.1| taurine dioxygenase [Escherichia coli OP50] 
 ref|ZP_07121300.1| taurine dioxygenase [Escherichia coli MS 84-1] 
 ref|ZP_07145752.1| taurine dioxygenase [Escherichia coli MS 187-1] 
 ref|ZP_07207646.1| taurine dioxygenase [Escherichia coli MS 124-1] 
 ref|ZP_07784639.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia 
coli 
           1827-70] 
 gb|AAG54718.1|AE005216_6 taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia 
coli 
           O157:H7 str. EDL933] 
 dbj|BAB33845.1| taurine dioxygenase [Escherichia coli O157:H7 str. Sakai] 
 gb|ACA78882.1| Taurine dioxygenase [Escherichia coli ATCC 8739] 
 gb|EDU32111.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4196] 
 gb|EDU54047.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4113] 
 gb|EDU68373.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4076] 
 gb|EDU74379.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4401] 
 gb|EDU80839.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4486] 
 gb|EDU86468.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4501] 
 gb|EDU92177.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC869] 
 gb|EDU95796.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC508] 
 gb|EDX38156.1| taurine dioxygenase [Escherichia coli 101-1] 
 gb|EDZ75999.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4206] 
 gb|EDZ81245.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4045] 
 gb|EDZ84838.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4042] 
 gb|ACI38041.1| taurine dioxygenase [Escherichia coli O157:H7 str. EC4115] 
 gb|ACI70550.1| taurine dioxygenase [Escherichia coli] 
 gb|ACI70551.1| taurine dioxygenase [Escherichia coli] 
 gb|ACI70552.1| taurine dioxygenase [Escherichia coli] 
 gb|ACI70553.1| taurine dioxygenase [Escherichia coli] 
 gb|EEC30407.1| taurine dioxygenase [Escherichia coli O157:H7 str. TW14588] 
 emb|CAQ30839.1| taurine dioxygenase monomer, subunit of taurine dioxygenase 
           [Escherichia coli BL21(DE3)] 
 gb|ACT30293.1| Taurine dioxygenase [Escherichia coli 'BL21-Gold(DE3)pLysS AG'] 
 gb|ACT38009.1| taurine dioxygenase [Escherichia coli B str. REL606] 
 gb|ACT42217.1| taurine dioxygenase [Escherichia coli BL21(DE3)] 
 gb|ACT70309.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O157:H7 str. TW14359] 
 gb|ADD55109.1| Taurine dioxygenase [Escherichia coli O55:H7 str. CB9615] 
 gb|EFJ88205.1| taurine dioxygenase [Escherichia coli MS 84-1] 
 gb|EFK25293.1| taurine dioxygenase [Escherichia coli MS 187-1] 
 gb|EFK70768.1| taurine dioxygenase [Escherichia coli MS 124-1] 
 emb|CBI99927.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           ETEC H10407] 
 gb|EFQ02245.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
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           1827-70] 
 gb|EFU36154.1| taurine dioxygenase [Escherichia coli MS 85-1] 
 gb|EFW67418.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           O157:H7 str. EC1212] 
 gb|EFX08073.1| taurine dioxygenase [Escherichia coli O157:H7 str. G5101] 
 gb|EFX29929.1| taurine dioxygenase [Escherichia coli O55:H7 str. USDA 5905] 
 gb|EFX32203.1| taurine dioxygenase [Escherichia coli O157:H7 str. LSU-61] 
 gb|EGB34804.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli E1520] 
 gb|EGB58918.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli H489] 
 gb|EGB67429.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli TA007] 
 gb|EGD64918.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           O157:H7 str. 1044] 
 gb|EGD69838.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           O157:H7 str. 1125] 
          Length = 283 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_004017356.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
 gb|ADP81486.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
          Length = 304 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 82/270 (30%), Positives = 114/270 (42%), Gaps = 18/270 (6%) 
 
Query: 10  PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 69 
           P     G  V G++LA + D   ++L    L+H ++  P Q L  DQ I  A RFG   R 
Sbjct: 32  PLSDRFGVEVRGLNLANVTDEDSSSLRGLLLRHGVVAVPDQILDPDQHIALAARFG---R 88 
 
Query: 70  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +     V     +A   ++      WD       G  AWH+   YMP  A   V    V  
Sbjct: 89  VTPSSAVIPGLNRAYPQIKVIDSRRWDG------GLDAWHSVMQYMPEPAAVLVLYLRVA 142 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRA-LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
           P  G    +    +AYDALD   +A L   R   H+    +    +++  G          
Sbjct: 143 PPGGTTLRWLSRESAYDALDPDLKARLRGVRGVHHAPALDE----YLRAFGPGRWNGRTI 198 
 
Query: 189 TTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
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           T   P+  P+V+VHPETGR  L I      A+ G+ AA+  R LE LVD         ++ 
Sbjct: 199 TRVDPVEHPVVRVHPETGRLGLFIDPWSTQALVGVPAAQGRRLLERLVDHLTSPEHEASY 258 
 
Query: 247 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               G VV+ D R  L RA   D   PR++ 
Sbjct: 259 PAEPGTVVLVDMRSTLMRAT--DAPGPRIL 286 
 
 
>ref|NP_414902.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           str. K-12 substr. MG1655] 
 ref|AP_001019.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           str. K-12 substr. W3110] 
 ref|YP_001729277.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           str. K-12 substr. DH10B] 
 ref|YP_001742500.1| taurine dioxygenase [Escherichia coli SMS-3-5] 
 ref|ZP_03003383.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia 
coli 
           53638] 
 ref|YP_002925457.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           BW2952] 
 ref|ZP_05437876.1| taurine dioxygenase [Escherichia sp. 4_1_40B] 
 ref|ZP_06652354.1| tauD [Escherichia coli B354] 
 ref|ZP_07100549.1| taurine dioxygenase [Escherichia coli MS 119-7] 
 ref|ZP_07132906.1| taurine dioxygenase [Escherichia coli MS 115-1] 
 ref|ZP_07162132.1| taurine dioxygenase [Escherichia coli MS 116-1] 
 ref|ZP_07170093.1| taurine dioxygenase [Escherichia coli MS 175-1] 
 ref|ZP_07189032.1| taurine dioxygenase [Escherichia coli MS 69-1] 
 ref|ZP_07189322.1| taurine dioxygenase [Escherichia coli MS 196-1] 
 ref|ZP_07247099.1| taurine dioxygenase [Escherichia coli MS 146-1] 
 ref|ZP_07496368.1| taurine dioxygenase [Escherichia coli H736] 
 ref|ZP_07612080.1| taurine dioxygenase [Escherichia coli H591] 
 sp|P37610.3|TAUD_ECOLI RecName: Full=Alpha-ketoglutarate-dependent taurine 
dioxygenase; 
           AltName: Full=2-aminoethanesulfonate dioxygenase; 
           AltName: Full=Sulfate starvation-induced protein 3; 
           Short=SSI3 
 pdb|1GQW|A Chain A, TaurineALPHA-Ketoglutarate Dioxygenase From Escherichia 
           Coli 
 pdb|1GQW|B Chain B, TaurineALPHA-Ketoglutarate Dioxygenase From Escherichia 
           Coli 
 pdb|1GY9|A Chain A, TaurineALPHA-Ketoglutarate Dioxygenase From Escherichia 
           Coli 
 pdb|1GY9|B Chain B, TaurineALPHA-Ketoglutarate Dioxygenase From Escherichia 
           Coli 
 pdb|1OS7|A Chain A, Crystal Structure Of Taud With Iron, Alpha-Ketoglutarate 
           And Taurine Bound At Ph 7.5 
 pdb|1OS7|B Chain B, Crystal Structure Of Taud With Iron, Alpha-Ketoglutarate 
           And Taurine Bound At Ph 7.5 
 pdb|1OS7|C Chain C, Crystal Structure Of Taud With Iron, Alpha-Ketoglutarate 
           And Taurine Bound At Ph 7.5 
 pdb|1OS7|D Chain D, Crystal Structure Of Taud With Iron, Alpha-Ketoglutarate 
           And Taurine Bound At Ph 7.5 
 pdb|1OTJ|A Chain A, Crystal Structure Of Apo (Iron-Free) Taud 
 pdb|1OTJ|B Chain B, Crystal Structure Of Apo (Iron-Free) Taud 
 pdb|1OTJ|C Chain C, Crystal Structure Of Apo (Iron-Free) Taud 
 pdb|1OTJ|D Chain D, Crystal Structure Of Apo (Iron-Free) Taud 
 dbj|BAA12841.1| dioxygenase [Escherichia coli] 
 gb|AAB18091.1| dioxygenase [Escherichia coli str. K-12 substr. MG1655] 
 gb|AAC73471.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           str. K-12 substr. MG1655] 
 dbj|BAE76149.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           str. K12 substr. W3110] 
 gb|ACB01499.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
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           str. K-12 substr. DH10B] 
 gb|ACB19431.1| taurine dioxygenase [Escherichia coli SMS-3-5] 
 gb|EDU66415.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           53638] 
 gb|ACR65621.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           BW2952] 
 gb|ACX40864.1| Taurine dioxygenase [Escherichia coli DH1] 
 gb|EFF14176.1| tauD [Escherichia coli B354] 
 gb|EFI88168.1| taurine dioxygenase [Escherichia coli MS 196-1] 
 gb|EFJ65171.1| taurine dioxygenase [Escherichia coli MS 175-1] 
 gb|EFJ79538.1| taurine dioxygenase [Escherichia coli MS 69-1] 
 gb|EFJ99868.1| taurine dioxygenase [Escherichia coli MS 115-1] 
 gb|EFK16072.1| taurine dioxygenase [Escherichia coli MS 116-1] 
 gb|EFK48251.1| taurine dioxygenase [Escherichia coli MS 119-7] 
 gb|EFK89376.1| taurine dioxygenase [Escherichia coli MS 146-1] 
 dbj|BAJ42211.1| taurine dioxygenase [Escherichia coli DH1] 
 gb|EFU97320.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           3431] 
 gb|EGB39333.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli E482] 
          Length = 283 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L  L   
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALLSFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_04627176.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           bercovieri ATCC 43970] 
 gb|EEQ07932.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           bercovieri ATCC 43970] 
          Length = 278 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 78/287 (27%), Positives = 123/287 (42%), Gaps = 29/287 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +TP G  +GA V  +++A  L D  F  L+ A L+H +L F  Q ++  QQ   A RFG  
Sbjct: 3   VTPLGPHIGALVENINIARPLGDGQFEQLYHALLKHQVLFFRNQPITPLQQRELAGRFGD 62 
 
Query: 67  IE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ +           ++P + D+          WH D T++     
Sbjct: 63  LHIHPVYPHTKECEEIIVLD-------THDNNPPDNDN----------WHTDVTFIDHPP 105 
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Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS--QSKLGHVQQ 177 
            GA+ +A+ +PA GG T ++   AAYDAL    + L+    A H   +S  + K     + 
Sbjct: 106 LGAILAAKQLPATGGDTLWSSGVAAYDALSAPFKQLLAGLRAEHDFAHSFPEHKNRGTPE 165 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
               ++    +     L P+V+ HP TGR +L +       I  + A ES+  L  L    
Sbjct: 166 EHQRWL-LAKERNPPLLHPVVRTHPVTGRQALFVNEGFTTRIVDLSAKESDAILRLLFAH 224 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           A +       +W   DV +WDNR   H A        RVM  + + G 
Sbjct: 225 ATKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRVMHRATILG 271 
 
 
>ref|ZP_02493042.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei NCTC 13177] 
          Length = 381 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 82/271 (30%), Positives = 116/271 (42%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 96  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 153 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   +GG    AI  + +    R +S                WH D T+     
Sbjct: 154 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 197 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 198 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 257 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 258 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 316 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WA GDV +WDNR   H A 
Sbjct: 317 AHITRLENTVRWHWATGDVAIWDNRSTQHYA 347 
 
 
>ref|YP_555387.1| taurine dioxygenase [Burkholderia xenovorans LB400] 
 gb|ABE36037.1| Taurine dioxygenase [Burkholderia xenovorans LB400] 
          Length = 315 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 76/285 (26%), Positives = 121/285 (42%), Gaps = 14/285 (4%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++Q+ P  A +GA + GV L   LD +  A + AA L+  ++ F  Q L+++Q + F+ + 
Sbjct: 11  SIQVKPLSAHIGAELHGVDLTRKLDPSEVAQIRAALLRWRVVFFREQFLTHEQHVAFSAQ 70 
 
Query: 64  FG--AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           FG   +     G +     V +    R+ +  E   +++   G   WH D T         
Sbjct: 71  FGEPTLGHPVFGHVDGHPEVYSISKYRKATRFEGQALLRPWTG---WHTDVTAALNPPWA 127 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           ++     +P  GG T + ++  AY+ L    RA V      H         G       A 
Sbjct: 128 SILRGVTIPPYGGDTQWTNLALAYEKLSAPLRAFVDGLRGVHRFTPPAGASG-----TEA 182 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQA 240 
           ++            PLV+VHPETG   L +      +I G+   ESE  LE L + A +  
Sbjct: 183 FVKAVEQRVLVTEHPLVRVHPETGERVLYVSPSFLKSIVGVTPRESEALLELLWEHATRP 242 
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Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                 +W AG V  WDNR   H A  + +D    R ++ + L G 
Sbjct: 243 EFTVRFKWEAGSVAFWDNRATAHLAPTDIFDLDFDRQLYRTTLVG 287 
 
 
>ref|YP_587420.1| taurine dioxygenase [Cupriavidus metallidurans CH34] 
 gb|ABF12151.1| taurine dioxygenase [Cupriavidus metallidurans CH34] 
          Length = 281 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 80/296 (27%), Positives = 126/296 (42%), Gaps = 42/296 (14%) 
 
Query: 7   QITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           QITP    +GA ++GV++  A  D A FA + AA L+H +L F  Q ++    + FA  F 
Sbjct: 5   QITPA---IGAEISGVNIGEAARDPAVFAEIRAALLKHRVLFFRKQEITRADHVAFASGF 61 
 
Query: 65  GAIERIGGGDIVAISNV-KADGTV---RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           G +E     D   + +V    G V   R  +P  +++         ++H D  + P  A  
Sbjct: 62  GKLE-----DHPVVGSVPDYPGLVKVYRSDNPHSFEN---------SYHCDGLWRPNPAM 107 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           GAV      P +GG T + +M  AY+ L +  ++ +    AR S+ +S   +   +     
Sbjct: 108 GAVLRCLECPEIGGDTIWVNMVKAYEELPDEIKSKIDGLRARASIEHSFGAVMTPENRAK 167 
 
Query: 181 AYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRH-----------AHAIPGMDAAESER 228 
                 +     P+  P+V++HPETG   L +G             A+   G+D +     
Sbjct: 168 ------LAQDHPPVEHPVVRIHPETGEKILFVGASFTTHFTNYSTPANVRHGIDKSPGAS 221 
 
Query: 229 FLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L   +      P       W  GDV VWDNR   H A    +  PR M  + + G 
Sbjct: 222 LLLNYLTSRATIPEYQVRWAWQEGDVAVWDNRSTQHYAVNDYYPAPRKMERAGIVG 277 
 
 
>ref|ZP_07506274.1| taurine dioxygenase [Escherichia coli M718] 
          Length = 283 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L  L   
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALLSFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_003227485.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O26:H11 str. 11368] 
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 ref|YP_003232936.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O111:H- str. 11128] 
 dbj|BAI23745.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O26:H11 str. 11368] 
 dbj|BAI34385.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           O111:H- str. 11128] 
 gb|EFZ63951.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           1180] 
          Length = 283 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQTIAPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_07965013.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
 gb|EFV13761.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
          Length = 317 
 
 Score = 87.8 bits (216), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 72/266 (27%), Positives = 113/266 (42%), Gaps = 22/266 (8%) 
 
Query: 7   QITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRF 64 
           Q+    + +GA +TGV L A L      A+  A L H +++F GQ HL +  Q  FA++  
Sbjct: 19  QLRKLTSDIGAEITGVRLGADLGAQTALAIRQAVLDHKVVVFRGQDHLDDAGQRAFAEQL 78 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +                  T+R  +     ++      + +WH D T++      +V  
Sbjct: 79  GPL-------------TLGHPTLRSRTEGAILEVNSEHGRSDSWHTDVTFVDSPPAFSVL 125 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL-------GHVQQ 177 
               +P  GG T +A+  +AY+ L E  R L     A H+  Y  ++        G  ++ 
Sbjct: 126 RPVALPEYGGTTAWANTTSAYNRLPEPLRLLAESLRAVHTNRYDYARTHERDAHEGQDEE 185 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
            G A              P+V+VHPETG  +LL+G+    I  +  +ES+     L D   
Sbjct: 186 KGRAQYEEFRSVQYETEHPVVRVHPETGERTLLLGQFVSHILDLKPSESDAVYRILQDRI 245 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            +        W+ GDV VWDNR   H 
Sbjct: 246 TKLENTVRWHWSLGDVAVWDNRATQH 271 
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>emb|CAY27347.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 52/128 (40%), Positives = 72/128 (56%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+AT+A        HSL++S+ +LG        +  +  D     +R 
Sbjct: 1   TEFADMRAAYDALDDATKAETEGLVCEHSLMFSREQLG--------FTEFSPDEREA-MR 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV+ HP TGR SL +  H  +I G    E+  F+  L++ A Q   V+AH+W    
Sbjct: 52  PVRQRLVRTHPVTGRKSLFLAAHIGSIVGWPVPEARAFIRDLMEHATQPRFVYAHRWQQW 111 
 
Query: 252 DVVVWDNR 259 
           D+V+WDNR 
Sbjct: 112 DLVMWDNR 119 
 
 
>ref|ZP_04002432.1| taurine dioxygenase [Escherichia coli 83972] 
 ref|ZP_07178571.1| taurine dioxygenase [Escherichia coli MS 45-1] 
 ref|ZP_07196515.1| taurine dioxygenase [Escherichia coli MS 185-1] 
 ref|ZP_07511126.1| taurine dioxygenase [Escherichia coli TA206] 
 gb|EEJ49179.1| taurine dioxygenase [Escherichia coli 83972] 
 gb|EFJ55037.1| taurine dioxygenase [Escherichia coli MS 185-1] 
 gb|EFJ91086.1| taurine dioxygenase [Escherichia coli MS 45-1] 
 gb|ADN45051.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           ABU 83972] 
 gb|EFU53513.1| taurine dioxygenase [Escherichia coli MS 153-1] 
          Length = 283 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L IT  G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITSLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHHVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIQTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 EAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27376.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 117 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 49/123 (39%), Positives = 68/123 (55%), Gaps = 6/123 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
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           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDGKTKALIEDLICEHSRIFSKGALGF------SFTEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWRVGDLVM 114 
 
Query: 256 WDN 258 
           WDN 
Sbjct: 115 WDN 117 
 
 
>gb|EFW49871.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Shigella 
           dysenteriae CDC 74-1112] 
          Length = 283 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 72/271 (26%), Positives = 116/271 (42%), Gaps = 29/271 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                P      +W   D+ +WDNR   H A 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYA 257 
 
 
>emb|CAY27457.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 51/128 (39%), Positives = 65/128 (50%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG         +    D   T  + 
Sbjct: 1   TEFADMRAAYDALDERLKHKIEDLVCLHSNMYSRGKLG---------LADFTDEERTAFK 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV+ HP TGR SL +  HA  I GM   E    L  L ++A +   V++H W    
Sbjct: 52  PVRQRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFATREQFVYSHMWRVN 111 
 
Query: 252 DVVVWDNR 259 
           D V+WDNR 
Sbjct: 112 DFVMWDNR 119 
 
 
>gb|ACG80563.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
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 Identities = 49/124 (39%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+A +      HSL+YS+  LG  +     Y     +     L+ 
Sbjct: 1   TEFCDMRAAYDALDDETKAEIDDLVCEHSLMYSRGSLGFTE-----YTDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP   R SL +  HA  I GM   E    L  L + A Q+  V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHRRKSLYLSSHAGKIVGMSVPEGRLLLRDLNEHATQSEFVYVHKWKLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_03541010.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
 gb|EED65296.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
          Length = 282 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 78/276 (28%), Positives = 118/276 (42%), Gaps = 32/276 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +QI P    +GA +  V LA    DD  FA + AA L+H +L    Q +S  + + FA+R 
Sbjct: 1   MQINPLTCAIGAELVDVQLADALRDDGLFAEIKAALLKHKVLFLRHQRISRAEHVGFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       V  S+    G V+ + +P +  D  +      +WH D+T+  V   G  
Sbjct: 61  FGELE----DHPVVGSDPDHPGLVQIYKTPDKPLDRYE-----NSWHCDATWREVPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGS 180 
           V      P VGG T +A+M  AY+ L    + ++    ARHS+   +  +   H + A   
Sbjct: 112 VLRCVECPPVGGDTMWANMALAYEMLPSHIKDVIAPLRARHSIECTFGAAMPAHKRLALK 171 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG----------RHAHAIPGMDAAE-SERF 229 
           A              P+V+ HPETG   L +             A+   G D  + S    
Sbjct: 172 AQFPDAE-------HPVVRTHPETGEKVLFVSGFTTHFTNFHTPANVRVGQDFTQGSSSL 224 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L+ L+  A         +W  G + +WDNR   H A 
Sbjct: 225 LQFLISQAAIPEYQVRWRWEPGSIAIWDNRATQHYA 260 
 
 
>emb|CAY27469.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 68/124 (54%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDGETKALIEDLVCEHSRIFSKGALGF------SFTEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V +H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLLSHAGRIVGWPVPEAMLLLRELTEHATQREFVFSHKWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|ZP_07300800.1| TauD/TfdA family taurine dioxygenase [Streptomyces hygroscopicus 
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           ATCC 53653] 
 gb|EFL29169.1| TauD/TfdA family taurine dioxygenase [Streptomyces hygroscopicus 
           ATCC 53653] 
          Length = 320 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 73/263 (27%), Positives = 118/263 (44%), Gaps = 23/263 (8%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +   G  +GA ++GV L   LD+A  AA+ AA L+H ++ F  QH  +      A+   A 
Sbjct: 15  VEKIGGRIGAVISGVRLGGDLDEATVAAIRAAALEHKVVFFRDQHHLD------AESHEA 68 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
             R+ G  +   +   ADG  R   P + +   +       WH D T++P     ++  A 
Sbjct: 69  FGRLLGEPVAHPTVPSADG--RYAFPIDNEHGGRA----NQWHTDVTFVPAYPAFSILRA 122 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRAL------VHQRSARHSLVYSQSKLGHVQQAGS 180 
           EV+P  GG T +++  AAY  L E  R L      VH     ++     +    +++  + 
Sbjct: 123 EVIPPYGGNTLWSNTAAAYAHLPEPLRVLADSLRGVHTNDYDYAATRPDASAAALERHLT 182 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            +      T      P+V+VHPETG  +L++G     + G +  +S   ++ L     +  
Sbjct: 183 VFTAIKFQTE----HPVVRVHPETGERTLILGNFVQKLSGFNGRDSRALIDVLQSHIERP 238 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLH 263 
                 QW AGDV +WDNR   H 
Sbjct: 239 ENTIRWQWRAGDVAIWDNRATQH 261 
 
 
>ref|NP_706204.1| taurine dioxygenase [Shigella flexneri 2a str. 301] 
 ref|NP_835990.1| taurine dioxygenase [Shigella flexneri 2a str. 2457T] 
 ref|YP_687911.1| taurine dioxygenase [Shigella flexneri 5 str. 8401] 
 gb|AAN41911.1| taurine dioxygenase [Shigella flexneri 2a str. 301] 
 gb|AAP15795.1| taurine dioxygenase [Shigella flexneri 2a str. 2457T] 
 gb|ABF02606.1| taurine dioxygenase, 2-oxoglutarate-dependent [Shigella flexneri 5 
           str. 8401] 
 gb|ADA72596.1| Taurine dioxygenase [Shigella flexneri 2002017] 
 gb|EFS11128.1| alpha-ketoglutarate-dependent taurine dioxygenase [Shigella 
           flexneri 2a str. 2457T] 
          Length = 283 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSWLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
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>emb|CAY27528.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 52/127 (40%), Positives = 69/127 (54%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T FADMRAAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFADMRAAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E    L  L + A +   V+AH+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIQGMSVPEGRLLLRDLNEHATRPEFVYAHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>emb|CAY27367.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 67/124 (54%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG     G       +   A   + 
Sbjct: 1   TEFADMRAAYDALDAKTKALIEDLVCEHSRIFSKGALGFSFTEGE------LKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ H +TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 55  RLVRTHRKTGRKSLYLTSHAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWQVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>gb|AAS64588.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 64/124 (51%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL++ TR  +      HSL+YS+  LG +      Y           L+ 
Sbjct: 1   TEFGDMRAAYDALNDETRTEIEDMICEHSLMYSRGSLGFLD-----YTEEEKQMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA  I GM   E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGGIIGMSVPEARVLLRDLNEHATQPESVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_06787243.1| taurine dioxygenase [Acinetobacter sp. 6014059] 
 gb|ADX03573.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           baumannii 1656-2] 
 gb|ADX92074.1| taurine dioxygenase [Acinetobacter baumannii TCDC-AB0715] 
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          Length = 293 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 67/273 (24%), Positives = 109/273 (39%), Gaps = 32/273 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHNIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQRKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           H ++     +          + P+V+ HP TG P L +       I  +   ESE+ L   
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTRINELPEQESEQLLNF 226 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 227 LFEHATQEQFHLRWKWQDGDVAIWDNRCTQHKA 259 
 
 
>gb|ACI70549.1| taurine dioxygenase [Escherichia coli] 
 gb|EFX12863.1| taurine dioxygenase [Escherichia coli O157:H- str. 493-89] 
 gb|EFX17668.1| taurine dioxygenase [Escherichia coli O157:H- str. H 2687] 
          Length = 283 
 
 Score = 87.4 bits (215), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHYFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27525.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 87.0 bits (214), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYD LDE T+A +      HSL++S+  LG    + +    +       P+R 
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Sbjct: 1   TEFADMRAAYDTLDERTKAEIEDLVCEHSLMFSRGLLGFTAMSEAEREMF------RPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+   L  L++ A Q   V++HQW   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLFLSAHAGTIVGWPVPEARASLRDLIEHATQPQLVYSHQWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_02486273.1| taurine dioxygenase [Burkholderia pseudomallei 7894] 
          Length = 272 
 
 Score = 87.0 bits (214), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 81/290 (27%), Positives = 116/290 (40%), Gaps = 32/290 (11%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++TP    LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA  FG  
Sbjct: 3   RLTPA---LGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAGFGD 59 
 
Query: 67  I-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ + N   D                 +  N  WH D T+      
Sbjct: 60  LHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTETPP 102 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQ 177 
           + ++ +A  +P  GG T +    AAYDAL E  +A +   +A+H     +   + G V   
Sbjct: 103 RASILAAHTLPETGGDTLWGSGFAAYDALSERVKAQLDGLTAQHDFTKSFPLKRFG-VTA 161 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
              A       T  +   P+V+ HPETGR +L +       I G+   E    L  L    
Sbjct: 162 EDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDGLPEEEGAALLRFLFAH 221 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
             +       +W  GDV  WDNR  +H A     K  RVM  + + G RP 
Sbjct: 222 QSRPEFTLRWRWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 271 
 
 
>emb|CAY27478.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 87.0 bits (214), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 68/124 (54%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFGDMRAAYDALDGKTKALIEDIVCEHSRIFSKGALGF------SFSEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|YP_001412268.1| taurine catabolism dioxygenase TauD/TfdA [Parvibaculum 
           lavamentivorans DS-1] 
 gb|ABS62611.1| Taurine catabolism dioxygenase TauD/TfdA [Parvibaculum 
           lavamentivorans DS-1] 
          Length = 284 
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 Score = 87.0 bits (214), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 73/276 (26%), Positives = 110/276 (39%), Gaps = 29/276 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L+  P     G  +  V L T        +   +  +  ++   Q +  D  ++F   FG 
Sbjct: 7   LRTRPLMPGFGVEIFDVDLKTAGSDARQKVVDLFHANGAILLRRQDMDPDDLMSFIGLFG 66 
 
Query: 66  AIER--------IGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
             E          G   I  +SN   DG  +  H+              + WH D +Y   
Sbjct: 67  EAEDHTQTQFTLPGYSKIFLLSNKIVDGKPIGAHNDG------------VGWHTDYSYKE 114 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                 +  A  VP  G  T  AD+ AAYD+L    +A +      HS  +  S     + 
Sbjct: 115 EPVMCTMLYAVEVPDEGSDTLLADLCAAYDSLPRERQAQLDGLVLHHSYQHLMS----TR 170 
 
Query: 177 QAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
           Q G   +   M   A P    PLV+ HP  GR +L +       I GM   E++  ++ L 
Sbjct: 171 QFGRMELSEEM-KAANPDVFHPLVRTHPADGRKALWVSTGTVKGIVGMPDDEAQALIDEL 229 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           V++    P VH H+W  GD+++WDNRC LH    +D 
Sbjct: 230 VEFVTSEPFVHRHKWHVGDILMWDNRCTLHTGTVFD 265 
 
 
>ref|ZP_04900578.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei S13] 
 gb|EDS83590.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei S13] 
          Length = 277 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 84/303 (27%), Positives = 119/303 (39%), Gaps = 49/303 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L +T     LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA   
Sbjct: 2   TRLTLTRLTPALGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAG 61 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 62  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL E  +A +   +A+H     +   + G  
Sbjct: 105 TPPRASILAAHTLPETGGDTLWGSGFAAYDALSERVKAQLDGLTAQHDFTKSFPLKRFG- 163 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFL 230 
           V     A       T  +   P+V+ HPETGR +L +          +P  + A   RFL 
Sbjct: 164 VTAEDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDELPEEEGAALLRFL 223 
 
Query: 231 -------EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                  E  + W          +W  GDV  WDNR  +H A     K  RVM  + + G 
Sbjct: 224 FAHQSRPEFTLRW----------RWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVG 273 
 
Query: 284 -RP 285 
            RP 
Sbjct: 274 DRP 276 
 
 
>ref|YP_001008090.1| taurine dioxygenase [Yersinia enterocolitica subsp. 
enterocolitica 
           8081] 
 emb|CAL13964.1| putative taurine dioxygenase [Yersinia enterocolitica subsp. 
           enterocolitica 8081] 
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          Length = 282 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 76/289 (26%), Positives = 124/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TP G  +GA +  V++A  L D+ F  L+ A L+H +L F  Q ++  QQ   A RF 
Sbjct: 5   LVVTPLGPHIGALIENVNIARPLGDSQFEQLYHALLKHQVLFFRNQPITPLQQRDLAGRF 64 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +             +I+ +           ++P + D+          WH D T++   
Sbjct: 65  GDLHIHPVYPHAKECEEIIVLD-------THDNNPPDNDN----------WHTDVTFIET 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              GA+ +A+ +P  GG T ++   AAY+AL    + L+    A H   +S  +  H +  
Sbjct: 108 PPLGAILAAKQLPTTGGDTLWSSGIAAYEALSVPFKQLLAGLQAEHDFTHSFPEHKH-RA 166 
 
Query: 178 AGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
               +  + +     P  L P+V+ HP +GR +L +       I  +   ES+  L  L  
Sbjct: 167 TPEDHQRWLLAKEKNPPLLHPVVRTHPVSGRQALFVNEGFTTRIVDLSEKESDALLRFLF 226 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             A +       +W   DV +WDNR   H A        RVM  + + G 
Sbjct: 227 AHATKPEFQVRWRWQPDDVAIWDNRVTQHYANADYLPQRRVMHRATILG 275 
 
 
>gb|AAT41922.1| putative dioxygenase [Fremyella diplosiphon Fd33] 
          Length = 320 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 80/303 (26%), Positives = 128/303 (42%), Gaps = 42/303 (13%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M+   +++ P    +GA + GV L+  L D   A +  A L+  ++ F  Q++ +  QI  
Sbjct: 20  MSNKHIEVKPVAGHIGAEIGGVDLSRPLSDKAVAEIRQALLKWKVIFFRNQNIDHAAQIA 79 
 
Query: 60  FAKRFGAI--------ERIGG-GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 110 
           F  RFG +        E I G  +I+ I            S  E  + ++       WH  
Sbjct: 80  FTSRFGEVTYAHPHEDEPIEGFAEILPID----------RSRYERKNGLRRSSYENRWHT 129 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL----- 165 
           D T +     G++  A  VP+ GG T + ++ AAY+ L    +AL     A+H        
Sbjct: 130 DVTAVVNPPAGSILRAVNVPSFGGDTQWTNLVAAYEGLSAPVKALADTLKAQHHFNARLR 189 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDA 223 
           + S SKL     A               + P+V+VHPETG  +L +  G  +H I  +   
Sbjct: 190 LSSSSKLAKRIAANP----------QVSIHPVVRVHPETGERALFVNPGFTSH-ILDVSP 238 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF---KLPRVMWHSR 280 
            ES+  LE   +   +           GD+  WDNR   H A P D    ++ RV++ +  
Sbjct: 239 QESDLLLELFFNQITKPAYTTRFHGNNGDIAFWDNRATAHLA-PQDLDHIEVERVLYRTT 297 
 
Query: 281 LAG 283 
           + G 
Sbjct: 298 ITG 300 
 
 
>gb|EGB60776.1| TfdA family protein Taurine catabolism dioxygenase TauD 
           [Escherichia coli M863] 
          Length = 283 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
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Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++GV L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGVDLTRPLSDNQFEQLYHAVLRHQVVFVREQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_003270569.1| taurine dioxygenase [Haliangium ochraceum DSM 14365] 
 gb|ACY18676.1| Taurine dioxygenase [Haliangium ochraceum DSM 14365] 
          Length = 272 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 74/257 (28%), Positives = 110/257 (42%), Gaps = 20/257 (7%) 
 
Query: 13  ATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 71 
           A LGA V+GV L   LDD   A +    L+H +L F  Q L+  Q + FA+RFG  E +G 
Sbjct: 8   AALGAEVSGVDLTQPLDDDALAIVRGGLLEHQVLFFREQALTPAQHLAFARRFG--EPVG 65 
 
Query: 72  GGDIVAISNVKADGTVRQ--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
                 +    A   +      P + D           WH D T++     G++    V+ 
Sbjct: 66  HPAYPHVDGYPAINILENTPERPPKID----------TWHTDMTFLERPPLGSILRGVVI 115 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
           P  GG T +A +  A+DAL    +  +    A HS  +   +    +  G   +   +   
Sbjct: 116 PR-GGDTQWASLALAWDALSARMQRYLEGLEALHSFAHG-FRHSLAEPGGFERLERAVRD 173 
 
Query: 190 TATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-Q 247 
                 P+++VHPE+GR +L + R     I G+  AES   L G +    + P      + 
Sbjct: 174 NPPVRHPVMRVHPESGRKALFVNRLFTTHIDGLSEAESRAVL-GFLFGHLETPEFSCRFR 232 
 
Query: 248 WAAGDVVVWDNRCLLHR 264 
           W    V  WDNR  LHR 
Sbjct: 233 WRPDSVAFWDNRITLHR 249 
 
 
>ref|ZP_02902232.1| taurine dioxygenase [Escherichia albertii TW07627] 
 gb|EDS92198.1| taurine dioxygenase [Escherichia albertii TW07627] 
          Length = 283 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 75/289 (25%), Positives = 121/289 (41%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++GV L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPQGPYIGAQISGVDLTRPLSDNQFEQLYHAVLRHQVVFVREQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
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Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+ L    R L+    A H    S  +    ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYETLSVPFRQLLSGHRAEHDFRKSFPEYK-SRKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAAAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 THITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CBY29263.1| alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           enterocolitica subsp. palearctica Y11] 
          Length = 282 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 76/289 (26%), Positives = 124/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +TP G  +GA +  V++A  L D+ F  L+ A L+H +L F  Q ++  QQ   A RF 
Sbjct: 5   LVVTPLGPHIGALIENVNIARPLGDSQFEQLYHALLKHQVLFFRNQPITPLQQRDLAGRF 64 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +             +I+ +           ++P + D+          WH D T++   
Sbjct: 65  GDLHIHPVYPHAKECEEIIVLD-------THDNNPPDNDN----------WHTDVTFIET 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              GA+ +A+ +P  GG T ++   AAY+AL    + L+    A H   +S  +  H +  
Sbjct: 108 PPLGAILAAKQLPTTGGDTLWSSGIAAYEALSAPFKQLLAGLRAEHDFTHSFPEHKH-RA 166 
 
Query: 178 AGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
               +  + +     P  L P+V+ HP +GR +L +       I  +   ES+  L  L  
Sbjct: 167 TPEDHQRWLLAKEKNPPLLHPVVRTHPVSGRQALFVNEGFTTRIVDLSEKESDALLRFLF 226 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             A +       +W   DV +WDNR   H A        RVM  + + G 
Sbjct: 227 AHATKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRVMHRATILG 275 
 
 
>ref|ZP_05827549.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           baumannii ATCC 19606] 
 gb|EEX05167.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           baumannii ATCC 19606] 
          Length = 293 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 68/276 (24%), Positives = 111/276 (40%), Gaps = 38/276 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQRKLRGLTATHDIRKSFPLERFA 167 
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Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERF 229 
           H ++     +          + P+V+ HP TG P L +      H + +P     ESE+  
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELP---EQESEQL 223 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 224 LNFLFEHATQEQFHLRWKWQDGDVAIWDNRCTQHKA 259 
 
 
>ref|ZP_05824825.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           sp. RUH2624] 
 gb|EEW99810.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           sp. RUH2624] 
          Length = 293 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 68/276 (24%), Positives = 111/276 (40%), Gaps = 38/276 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQVQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERF 229 
           H ++     +          + P+V+ HP TG P L +      H + +P     ESE+  
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELP---EQESEQL 223 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 224 LNFLFEHATQEQFHLRWKWQDGDVAIWDNRCTQHKA 259 
 
 
>ref|YP_003606990.1| Taurine dioxygenase [Burkholderia sp. CCGE1002] 
 gb|ADG17479.1| Taurine dioxygenase [Burkholderia sp. CCGE1002] 
          Length = 282 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 73/274 (26%), Positives = 121/274 (44%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++     ++GA +TGV++A    DD  FA + +A L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEQLTYSIGAELTGVNVAHAIHDDGLFAEIRSALLKHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + +P + +D  +      AWHAD+T+      GA 
Sbjct: 61  FGELE----DHPVAGSDPENPGLVRIYKTPDQPNDRYE-----NAWHADATWREKPQFGA 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L    +A +    ARHS+  S      +++  +   
Sbjct: 112 VLRCVECPPVGGDTMWANMVLAYENLPAYVKAQIADLRARHSIEASFGAAMPIEKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE-------GLVD 235 
             +          P+V+ HPET    L +             E  RF +        L+  
Sbjct: 172 AQF-----PDAEHPVVRTHPETEEKVLFVSAFTSHFTNFHTPERVRFGQDANPGAGDLLR 226 
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Query: 236 WACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
           +      +  +Q    W    + +WDNR   H A 
Sbjct: 227 YLISQAYIPEYQVRWRWQKNSIAIWDNRSTQHYA 260 
 
 
>emb|CAY27436.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 50/127 (39%), Positives = 70/127 (55%), Gaps = 12/127 (9%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH--VQQAGSAYIGYGMDTTATP 193 
           T F DMRAAYDALD  T+AL+      HS ++S+  LG    ++   A++         P 
Sbjct: 1   TEFGDMRAAYDALDAKTKALIEDLVCEHSRIFSKGTLGFSFTEEELKAFV---------P 51 
 
Query: 194 LRP-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
           +R  LV+ H +TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD 
Sbjct: 52  VRQILVRTHRKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYSHKWQVGD 111 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 112 LVMWDNR 118 
 
 
>gb|ABO11873.2| taurine dioxygenase [Acinetobacter baumannii ATCC 17978] 
          Length = 289 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 68/276 (24%), Positives = 111/276 (40%), Gaps = 38/276 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERF 229 
           H ++     +          + P+V+ HP TG P L +      H + +P     ESE+  
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELP---EQESEQL 223 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 224 LNFLFEHATQEQFHLRWKWQDGDVAIWDNRCTQHKA 259 
 
 
>ref|ZP_08155918.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
 gb|EGD22704.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
          Length = 319 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 81/285 (28%), Positives = 119/285 (41%), Gaps = 34/285 (11%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T+  ++P   T+GA ++G+ L+  L +   A L  A L+  +L F  Q +       FA+ 
Sbjct: 40  TSFSVSPVTPTIGAEISGIRLSGNLSERTLAELRRALLEWKVLFFRDQDIERSDHRGFAQ 99 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
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            +G +E+      +      AD            D+M     N  WH D T+    +  A 
Sbjct: 100 LWGDLEQHPFFKYIQPGQTDADVVTLAK------DVMTSGFEN-NWHNDVTWSEHPSFAA 152 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  +P VGG T +AD  AAYD L +  R  +   +A H  V++               
Sbjct: 153 VLRAVEIPPVGGDTLWADTGAAYDLLPQDIRDRIDHLAAEHDWVHA-------------- 198 
 
Query: 183 IGYGM-DTTATPLR--------PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
            G GM + +   LR        P+V+V PETGR  L +       I G+D AES+  L   
Sbjct: 199 FGAGMPEDSVAALRPEFPPVQHPVVRVIPETGRRVLFVNVSFTRRILGVDTAESDELLRM 258 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
           L     Q P      +W    + +WDNR   H A    +   RVM 
Sbjct: 259 LYR-HIQRPEFQVRLRWQPNTIALWDNRTCQHYAASDYYPARRVM 302 
 
 
>ref|ZP_02501235.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 112] 
          Length = 393 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 84/273 (30%), Positives = 119/273 (43%), Gaps = 35/273 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D+ Q  FA 
Sbjct: 109 LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDRAQELFA 166 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM--P 116 
           + FG I +   +GG    AI  + +    R +S                WH D T +  P 
Sbjct: 167 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTCLRPP 210 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKL 172 
            ++   V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L 
Sbjct: 211 KLS---VLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVEL 267 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
            H   A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E  
Sbjct: 268 LHDPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEI 326 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L     +        WAAGDV +WDNR   H A 
Sbjct: 327 LQAHITRLENTVRWHWAAGDVAIWDNRSTQHYA 359 
 
 
>ref|ZP_02510493.1| taurine dioxygenase [Burkholderia pseudomallei BCC215] 
          Length = 272 
 
 Score = 87.0 bits (214), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 79/287 (27%), Positives = 114/287 (39%), Gaps = 31/287 (10%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++TP    LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA  FG  
Sbjct: 3   RLTPA---LGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAGFGD 59 
 
Query: 67  I-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ + N   D                 +  N  WH D T+      
Sbjct: 60  LHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTETPP 102 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQ 177 
           + ++ +A  +P  GG T +    AAYDAL E  +A +   +A+H     +   + G V   
Sbjct: 103 RASILAAHTLPETGGDTLWGSGFAAYDALSERVKAQLDGLTAQHDFTKSFPLKRFG-VTA 161 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
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              A       T  +   P+V+ HPETGR +L +       I G+   E    L  L    
Sbjct: 162 EDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDGLPEEEGAALLRFLFAH 221 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             +       +W  GDV  WDNR  +H A     K  RVM  + + G 
Sbjct: 222 QSRPEFTLRWRWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVG 268 
 
 
>ref|ZP_04560819.1| taurine dioxygenase [Citrobacter sp. 30_2] 
 gb|EEH91795.1| taurine dioxygenase [Citrobacter sp. 30_2] 
          Length = 283 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 78/290 (26%), Positives = 120/290 (41%), Gaps = 26/290 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA +TG  L   L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LSITPLGPYIGAQITGADLTRPLSDNQFEQLYHAVLRHQVVFLRQQVITPQQQRALALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL E  R L+    A H    S  +  + +   
Sbjct: 109 PAGAILAAKELPSAGGDTLWTSGIAAYEALSEPFRQLLSGLRAEHDFRKSFQEYKYRKTP 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                         P L P+V+ HP +G+ +L +       I  +   ESE  L  L    
Sbjct: 169 EEHQRWLDAVAKHPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVTEKESEALLSFLFAH 228 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
             +       +W   DV +WDNR   H A        R+M  + + G RP 
Sbjct: 229 ITKPEFQVRWRWQPNDVAIWDNRVTQHYANADYLPQRRIMHRATILGDRP 278 
 
 
>emb|CAY27287.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 66/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADFTEEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPYVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|AAS64596.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 64/124 (51%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL++ TR  +      HSL+YS+  LG +      Y           L+ 
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Sbjct: 1   TEFGDMRAAYDALNDETRTEIEDMICEHSLMYSRGSLGFLD-----YTEEEKQMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA  I GM   E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGGIIGMSVPEARVLLRDLNEHATQPEFVYVHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_001461543.1| taurine dioxygenase [Escherichia coli E24377A] 
 gb|ABV18165.1| taurine dioxygenase [Escherichia coli E24377A] 
          Length = 283 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 120/288 (41%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+  L +       I  +   ESE  L  L   
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQVLFVNEGFTTRIVDVSEKESEALLSFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|ZP_04698014.1| putative taurine catabolism dioxygenase [Streptomyces roseosporus 
           NRRL 15998] 
 ref|ZP_04713212.1| putative taurine catabolism dioxygenase [Streptomyces roseosporus 
           NRRL 11379] 
 ref|ZP_06588916.1| taurine dioxygenase [Streptomyces roseosporus NRRL 15998] 
 gb|EFE79377.1| taurine dioxygenase [Streptomyces roseosporus NRRL 15998] 
          Length = 311 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 87/290 (30%), Positives = 120/290 (41%), Gaps = 33/290 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           LQI P     GA + GV L        A  L  A L+  ++ F GQ+  + D Q+  +   
Sbjct: 43  LQIEPLTPHFGAVIGGVDLTRPVTGTLADELRQALLEWKVIFFRGQNGFTPDHQLALSGL 102 
 
Query: 64  FGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +G  E            IS +  D               K       WH+D ++M   +  
Sbjct: 103 WGPPEPNPFFATTGTAGISRLAKDA--------------KAAGNKNIWHSDHSFMANPSL 148 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           GAV  A  VPAVGG T +ADM AAYD L E  +  +   +A H    S   L + +Q  + 
Sbjct: 149 GAVLRAVEVPAVGGDTMWADMAAAYDNLPEDLKERIEDLTAVHDWEASWGALMNEEQKAA 208 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
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               +          P+V  HP +GR +L +       I G+  AES   L+ LV    Q 
Sbjct: 209 FRANWPQVE-----HPVVVRHPRSGRRTLYVNEPFTRYIKGLSDAESRELLDILV---LQ 260 
 
Query: 240 APRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           A R+  +Q    W  G + VWDN  + H A    F   RVM    +AG P 
Sbjct: 261 A-RIPEYQIRFHWEPGSIAVWDNIAVQHYAINDYFPQRRVMERIAIAGVP 309 
 
 
>emb|CAY27330.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEWLKNQIEDLVCLHSNMYSRGKLGLADFTDEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   ++   L  L ++A + P V++H W   D+V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPKARMLLLDLTEFATREPFVYSHAWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_02450703.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 91] 
          Length = 381 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 82/271 (30%), Positives = 116/271 (42%), Gaps = 30/271 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 96  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 153 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           + FG I +   + G    AI  + +    R +S                WH D T+     
Sbjct: 154 QAFGEIVKHPTMDGKTGSAILELHSHEGGRANS----------------WHTDVTFGLRP 197 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGH 174 
            + +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H 
Sbjct: 198 PKLSVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLH 257 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L  
Sbjct: 258 DPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQ 316 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +        WAAGDV +WDNR   H A 
Sbjct: 317 AHITRLENTVRWHWAAGDVAIWDNRSTQHYA 347 
 
 
>ref|YP_001603688.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           [Gluconacetobacter diazotrophicus PAl 5] 
 ref|YP_002277264.1| Taurine dioxygenase [Gluconacetobacter diazotrophicus PAl 5] 
 emb|CAP57402.1| Alpha-ketoglutarate-dependent taurine dioxygenase 
           [Gluconacetobacter diazotrophicus PAl 5] 
 gb|ACI52649.1| Taurine dioxygenase [Gluconacetobacter diazotrophicus PAl 5] 
          Length = 318 
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 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 71/266 (26%), Positives = 116/266 (43%), Gaps = 24/266 (9%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +T  G  +GA + G+ L+  L +   A ++ A L++ ++ F  Q L +  Q     RFG  
Sbjct: 14  LTRLGGNIGAEIHGITLSPDLSEQDVAFVYKAMLEYKVIFFRQQSLDSAGQEQLGARFGT 73 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQGAVF 124 
           +       +   +   A GT            +K   G  A  WHAD T+M    + ++  
Sbjct: 74  L-------VAHPTVASAKGTNHIFE-------LKAQKGRAANTWHADMTFMATYPKASIL 119 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYI 183 
            +      GG T +A+   AY AL +  + L  +  A H+   Y  + L  V +    +I 
Sbjct: 120 RSVHTAPYGGATLWANTATAYQALPQPLQELADKLWAIHTNDDYDHTDL--VVERDWDFI 177 
 
Query: 184 GYGMDTTATPL----RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
            +  +  A  +     PLV+VHPETG  SL++G     +   +  +S   L+  + +  + 
Sbjct: 178 RWSANVFAARIFETRHPLVRVHPETGEKSLILGNFVKRLVDFNLPDSRALLDLFLSYVTR 237 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                   W  GDV +WDNR  LHRA 
Sbjct: 238 PENTITWHWQPGDVAMWDNRAALHRA 263 
 
 
>ref|YP_842033.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
 emb|CAJ97303.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
          Length = 282 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 72/273 (26%), Positives = 116/273 (42%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLD-DAG-FAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +   P   T+GA ++GV LA    DAG F  + A  LQH +L    Q ++  + + FA+R 
Sbjct: 1   MHAEPLTCTIGAELSGVSLADASRDAGLFTEIKALLLQHKVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       V  S+ +  G V+ +   +     KV     ++H D+T+      G V 
Sbjct: 61  FGELE----DHPVVGSDPEHPGLVQIYKSPD----SKVEHYENSFHCDATWRQAPPMGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 PAVGG T + +M  AY  L +  +A +    A+HS+ ++       ++  +    
Sbjct: 113 LRCVETPAVGGDTIWVNMGEAYRRLPQDIKARIEGLRAKHSIEHTFGANMPPEKRAALAA 172 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE-------GLVDW 236 
            + M        P+V+ HPETG   L +             +  RF +        L+ + 
Sbjct: 173 QFPMVE-----HPVVRTHPETGEKVLFVNAFTSHFANYHRDDVVRFGKDFMPGAGDLLHY 227 
 
Query: 237 ACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
            C    +  +Q    W    V +WDNRC  H A 
Sbjct: 228 LCAQAEIPEYQVRWRWKKNSVAIWDNRCTQHYA 260 
 
 
>emb|CAY27499.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+A V      HSL+YS+  +G           +       P+R 
Sbjct: 1   TEFGDMRAAYDALDDRTKAEVAGLVCEHSLLYSRQAVGFTDFTPEEISNF------QPVR 54 
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Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            PLV+V   TGR SL +  HA  I G    ES  FL  L++ A +   V++H W   D+V 
Sbjct: 55  HPLVRVQKATGRKSLFLSAHAGVIVGWSVPESRAFLRDLIEHATRPEFVYSHSWRQHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_004005855.1| taurine dioxygenase [Rhodococcus equi 103S] 
 emb|CBH47170.1| taurine dioxygenase [Rhodococcus equi 103S] 
          Length = 299 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 79/277 (28%), Positives = 115/277 (41%), Gaps = 32/277 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
            L   P   ++GA V GV L  +  DDA FA L +  L+H +L F  Q +S  + +  A+ 
Sbjct: 17  NLDARPLTCSIGAEVDGVDLGEVSRDDALFAELKSRLLEHKVLFFRDQDMSRAEHVALAQ 76 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           RFGA+E       V  S+ +  G VR +   + D   +      A+H D+T+      G  
Sbjct: 77  RFGALE----DHPVVGSDPEHPGLVRIYK--DLDSAPEAF--ENAYHCDATWRVNPPMGC 128 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      PAVGG T + +M  AY  L E  +  +    ARHS+  S      ++Q      
Sbjct: 129 VLRCVEGPAVGGDTIWVNMALAYARLPERVKERIEGLRARHSIEASFGARLPIEQRLEL- 187 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA-- 240 
                +       P+V+VHPETG   L +      +     AE+ R     +D+A  A   
Sbjct: 188 ----KERFPDAEHPVVRVHPETGEKILFVNSFTTHLTNFHTAENVR---SGIDYAPGAGD 240 
 
Query: 241 -----------PRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                      P      +W    V +WDNR   H A 
Sbjct: 241 LLRYLQTQATIPEYQVRWRWTKNSVAIWDNRSTQHYA 277 
 
 
>ref|ZP_06414550.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
 gb|EFC82603.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EUN1f] 
          Length = 277 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 78/282 (27%), Positives = 116/282 (41%), Gaps = 20/282 (7%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ-HALLIFPGQHLSNDQQITFAKRFGA 66 
           ++P    +G  V G+    L D   AA   A L+ H ++++   ++ +   + F++  G  
Sbjct: 5   VSPISPEVGVEVAGLRGHQLVDPAAAAECQALLEKHGVVVYRELNIDDADLVAFSRMLGT 64 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
           +     G I  +  V          PAE   +     G   WH D     +  +  + +A 
Sbjct: 65  VVVAPTGGIEGLPEVSKITL----DPAE-SVLAAYRKGTFFWHIDGANDELPQKATLLTA 119 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
             V   GG T FA+  AAYDAL +  +A        HS   SQ           A      
Sbjct: 120 RQVSDEGGDTEFANTYAAYDALTDDEKAQFATLRVVHSFAASQRL---------AEPDAS 170 
 
Query: 187 MDTTATPLRPLVKVHP-----ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
             T A   R   + HP      +GR SLL+G     + G    ES   L+ L+ W+ Q   
Sbjct: 171 EKTRALWARVPSREHPLVWTRRSGRKSLLVGATTSHVVGWPEEESRALLDRLLAWSTQPR 230 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            V  H W  GD+V+WDN  +LHRA P+     R+M  + L G 
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Sbjct: 231 FVLRHHWRPGDLVIWDNTGMLHRAIPYTATSRRLMHRTTLVG 272 
 
 
>gb|ACG80570.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 50/128 (39%), Positives = 64/128 (50%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE  +  +      HS +YS+ KLG         +    D   T  + 
Sbjct: 1   TEFGDMRAAYDALDERLKQQIEDLVCLHSNMYSRGKLG---------LADFTDEERTAFK 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV+ HP TGR SL +  HA  I GM   E    L  L ++A +   V++H W    
Sbjct: 52  PVRQRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFATREQFVYSHMWRVN 111 
 
Query: 252 DVVVWDNR 259 
           D V+WDNR 
Sbjct: 112 DFVMWDNR 119 
 
 
>ref|ZP_06056572.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           calcoaceticus RUH2202] 
 gb|EEY77871.1| alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           calcoaceticus RUH2202] 
          Length = 293 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 69/275 (25%), Positives = 108/275 (39%), Gaps = 36/275 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  GA---------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G+         IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GSLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYD----ALDEATRALVHQRSARHSLVYSQSK 171 
                G V  A  +P VGG T ++   AA+      L +  R L      R S  +   + 
Sbjct: 108 KNPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQDKLRGLTATHDIRKS--FPLER 165 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
             H ++     +          + P+V+ HP TG P L +       I  +   ESE+ L 
Sbjct: 166 FAHNEEECEKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTRINELSEQESEQLL 224 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 225 NFLFEHATQEKFHLRWKWQDGDVAIWDNRCTQHKA 259 
 
 
>emb|CAY27249.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27262.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27293.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 66/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADFTEEERRVF------KPVR 54 
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Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPFVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_04640756.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           mollaretii ATCC 43969] 
 gb|EEQ10707.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           mollaretii ATCC 43969] 
          Length = 276 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 78/290 (26%), Positives = 124/290 (42%), Gaps = 30/290 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +TP G  +GA V  +++A  L D  F  L+ A L+H +L F  Q ++  QQ   A RFG  
Sbjct: 1   MTPLGPYIGAVVENINIARPLGDGQFEQLYHALLKHQVLFFRNQPITPLQQRELAGRFGD 60 
 
Query: 67  IE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ +           ++P + D+          WH D T++     
Sbjct: 61  LHIHPVYPHTKECEEIIVLD-------THDNNPPDNDN----------WHTDVTFIENPP 103 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS--QSKLGHVQQ 177 
            GA+ +A+ +PA GG T ++   AAY+ L    + L+    A H   +S  + K     + 
Sbjct: 104 LGAILAAKQLPATGGDTLWSSGIAAYETLSAPFKQLLAGLRAEHDFAHSFPEHKNRGTPE 163 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
               ++    +     L P+V+ HP TGR +L +       I  + A ES+  L  L    
Sbjct: 164 EHQRWL-LAKENNPPLLHPVVRTHPVTGRQALFVNEGFTTRIVDLSAKESDAILRFLFAH 222 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           A +       +W   DV +WDNR   H A        RVM  + + G RP 
Sbjct: 223 ATKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRVMHRATILGDRP 272 
 
 
>gb|ACG80580.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 50/128 (39%), Positives = 64/128 (50%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE  +  +      HS +YS+ KLG         +    D   T  + 
Sbjct: 1   TEFCDMRAAYDALDERLKQQIEDLVCLHSNMYSRGKLG---------LADFTDEERTAFK 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV+ HP TGR SL +  HA  I GM   E    L  L ++A +   V++H W    
Sbjct: 52  PVRQRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFATREQFVYSHMWRVN 111 
 
Query: 252 DVVVWDNR 259 
           D V+WDNR 
Sbjct: 112 DFVMWDNR 119 
 
 
>ref|YP_003611636.1| taurine dioxygenase [Enterobacter cloacae subsp. cloacae ATCC 
           13047] 
 gb|ADF60687.1| taurine dioxygenase [Enterobacter cloacae subsp. cloacae ATCC 
           13047] 
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          Length = 282 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 75/288 (26%), Positives = 123/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA V+G+ +   L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LTITPLGPYIGAQVSGLDVTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRALALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ SA+++P  GG T +A   AA++AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILSAKLLPETGGDTLWASGIAAFEALSAPFRTLLSGLRAEHDFKKSFQEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
            + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L  L   
Sbjct: 168 EAEHQRWQEAVAKHPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVTEKESEALLRFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQENDLAIWDNRVTQHYANADYLPQRRIMQRATILG 275 
 
 
>gb|ADY81414.1| taurine dioxygenase [Acinetobacter calcoaceticus PHEA-2] 
          Length = 293 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 66/273 (24%), Positives = 109/273 (39%), Gaps = 32/273 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           H ++     +          + P+V+ HP TG P L +       I  +   ESE+ L   
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTRINELPEQESEQLLNF 226 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L + A Q       +W  GD+ +WDNRC  H+A 
Sbjct: 227 LFEHATQEQFHLRWKWQDGDIAIWDNRCTQHKA 259 
 
 
>ref|YP_111581.1| taurine dioxygenase [Burkholderia pseudomallei K96243] 
 ref|YP_001076170.1| taurine dioxygenase [Burkholderia pseudomallei 1106a] 
 ref|ZP_01768758.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 305] 
 ref|ZP_03456606.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 576] 
 ref|ZP_03791681.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei Pakistan 9] 
 ref|ZP_04813042.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1106b] 
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 ref|ZP_04893420.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei Pasteur 52237] 
 ref|ZP_04968854.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 406e] 
 emb|CAH39048.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           pseudomallei K96243] 
 gb|ABN93706.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1106a] 
 gb|EBA46669.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 305] 
 gb|EDO88031.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 406e] 
 gb|EDO90258.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei Pasteur 52237] 
 gb|EEC31743.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 576] 
 gb|EEH27989.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei Pakistan 9] 
 gb|EES23667.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1106b] 
          Length = 277 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 81/293 (27%), Positives = 115/293 (39%), Gaps = 29/293 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L +T     LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA   
Sbjct: 2   TRLTLTRLTPALGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAG 61 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 62  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL    +A +   +A+H     +   + G  
Sbjct: 105 TPPRASILAAHTLPETGGDTLWGSGFAAYDALSGRVKAQLDGLTAQHDFTKSFPLKRFG- 163 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
           V     A       T  +   P+V+ HPETGR +L +       I G+   E    L  L 
Sbjct: 164 VTAEDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDGLPEEEGAALLRFL 223 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
                +       +W  GDV  WDNR  +H A     K  RVM  + + G RP 
Sbjct: 224 FAHQSRPEFTLRWRWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 276 
 
 
>emb|CAY27279.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27295.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 66/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADFTEEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPFVYSHIWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
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Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_05968819.1| taurine dioxygenase [Enterobacter cancerogenus ATCC 35316] 
 gb|EFC55760.1| taurine dioxygenase [Enterobacter cancerogenus ATCC 35316] 
          Length = 282 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 123/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA V G+ +   L D  F  L+ A L+H ++    Q +S  QQ   A+RF 
Sbjct: 5   LIITPLGPNIGAQVAGLDVTRPLSDNQFEQLYHAVLRHQVVFLREQAISPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P  GG T +A   AA++AL    RAL+    A H    S  +  + + + 
Sbjct: 109 PAGAILAAKQLPETGGDTLWASGIAAFEALSAPFRALLSGLRAEHDFKKSFQEYKY-RNS 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP TG+ +L +       I  +   ESE  L G +  
Sbjct: 168 DEEHQRWQEAVAKHPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITRPEFQVRWRWQENDLAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27540.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 47/124 (37%), Positives = 66/124 (53%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADM  AYDALD  T+  +      HS +YS+ +LG         + +        ++ 
Sbjct: 1   TEFADMPGAYDALDSETKDEIEDLVCEHSQIYSRQQLGFTDFTEEERVRF-----KPVIQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA  I G    E+  FL+ L + A Q   V++H+W  GD+V+ 
Sbjct: 56  RLVRTHPTTGRKSLYLSSHAGGIVGWPVPEARAFLKDLNEHATQRQFVYSHKWRVGDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27507.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.7 bits (213), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 48/125 (38%), Positives = 66/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD LD  T+A +      HSL+YS+  LG  + +      +      TP+R 
Sbjct: 1   TEFGDMRAAYDGLDTKTKAEIEDLVCEHSLIYSRGTLGFTELSDEERRMF------TPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  H   I G    E+  F+  L + A Q    ++H+W   D+V 
Sbjct: 55  QRLVRAHPVTGRKSLYLSSHIGTIVGWPMPEARAFIRDLTEHATQKQFTYSHKWRQYDLV 114 
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Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_001683427.1| taurine catabolism dioxygenase TauD/TfdA [Caulobacter sp. K31] 
 gb|ABZ70929.1| Taurine catabolism dioxygenase TauD/TfdA [Caulobacter sp. K31] 
          Length = 287 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 76/277 (27%), Positives = 113/277 (40%), Gaps = 30/277 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L I+      GA +  + L +  DA    + AA+ +H  ++  GQ ++ D  + F  RFG 
Sbjct: 9   LTISELKPGFGAQIHDIDLPSSSDAEIDKVVAAFHRHGAVVLRGQDMTPDDLMRFIGRFG 68 
 
Query: 66  AIER--------IGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
             E          G   I  +SN   DG  +  H+              + WH D +Y P 
Sbjct: 69  DAEDHTQTRFTLPGYPKIFILSNRVVDGKPLGAHN------------DGVGWHTDYSYKP 116 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY--SQSKLGH 174 
                 +  A  VP  G  T  AD  AA++AL    +A +   S  HS  +  +  + G  
Sbjct: 117 EPVMLTMLYAVEVPDEGSDTLLADGCAAWNALSPEKQAELLPLSLHHSYKHFMATRQFGQ 176 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL--IGRHAHAIPGMDAAESERFLEG 232 
            Q           D       PL++ HP  GR +L    G     I G    E    L+  
Sbjct: 177 QQTLSPELEAANPDVE----HPLIRTHPADGRKALWPSTGTVTEVI-GKPGPEGLALLDE 231 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           LV++      V+ H+WA GD+++WDNRC LH    +D 
Sbjct: 232 LVEFMTGDDFVYRHKWAKGDLLMWDNRCTLHTGTLYD 268 
 
 
>ref|YP_003280390.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
 gb|ACY35094.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
          Length = 282 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 77/274 (28%), Positives = 116/274 (42%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +QI P    +GA +  V LA    DD  FA +  A L+H +L    Q +S  + + FA+R 
Sbjct: 1   MQINPLTCAIGAELVDVQLADALRDDGLFAEIKTALLKHKVLFLRRQSISRAEHVGFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       V  S+ +  G V+ + +P +  D  +      +WH D+T+  V   G  
Sbjct: 61  FGELE----DHPVVGSDPEHPGLVQIYKTPDKPLDRYE-----NSWHCDATWREVPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L    + ++    ARHS+   +   G    A     
Sbjct: 112 VLRCVECPPVGGDTMWANMALAYEMLPSHIKDVIAPLRARHSI---ECTFGAAMPAQKRL 168 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIG----------RHAHAIPGMDAAE-SERFLE 231 
                   A    P+V+ HPETG   L +             A+   G D  + S   L+ 
Sbjct: 169 ALKAQFPDAE--HPVVRTHPETGEKVLFVSGFTTHFTNFHTPANVRVGQDFTQGSSSLLQ 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W  G + +WDNR   H A 
Sbjct: 227 FLISQAAIPEYQVRWRWEPGSIAIWDNRATQHYA 260 
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>emb|CAY27543.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 51/127 (40%), Positives = 69/127 (54%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA--TP 193 
           T FADMRAAYD LD+ T+A +      HSL+YS+  LG        ++ +  D      P 
Sbjct: 1   TEFADMRAAYDDLDDETKAEIEPMICEHSLMYSRGSLG--------FLDFTEDEKRMFKP 52 
 
Query: 194 LR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
           +R  LV+ HP TGR SL +  HA AI G    E+   L  L + A     V+ H+W+  D 
Sbjct: 53  VRQKLVRAHPVTGRKSLYLSSHAGAILGYTMPEARIILRDLTEHATSPKYVYTHKWSQWD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>emb|CAY27472.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRA YDALDE T+ALV      HS +YS+  LG  +     +        A   + 
Sbjct: 1   TEFGDMRAGYDALDEETKALVRDLVCEHSQIYSRGVLGFTE-----FTEEERRKNAPVPQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA  I G    E+   L  L + A Q   V+AH+W   D+V+ 
Sbjct: 56  RLVRRHPVTGRRSLFLSSHAGTIVGWPVPEARALLRDLTEHATQREFVYAHRWRQYDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_295875.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ61031.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 303 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 73/280 (26%), Positives = 118/280 (42%), Gaps = 35/280 (12%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           +++++ P   T+GA ++ V+L  A  DD   A + A  L+H +L F  Q ++  Q + FA 
Sbjct: 19  SSIRVEPLTCTIGAELSNVNLGAAAEDDGQMAEIRALLLKHRVLFFRDQDITRAQHVAFA 78 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            RFG +E       V  S+    G V+ +    SP E ++         +WH D+T+    
Sbjct: 79  SRFGKLE----DHPVVGSHPDYPGLVQIYKTPDSPPERNEN--------SWHTDATWREK 126 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              G V      P VGG T + +M  AY+ L E  +  +    ARHS+  S      +++ 
Sbjct: 127 PPLGCVLRCIECPPVGGDTMWVNMVEAYNQLPEEIKTKIGSLRARHSIEASFGAAMPIEK 186 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERF------- 229 
             +    Y          P+V++HPETG   L + G         +   + RF        
Sbjct: 187 RLALKAQY-----PDAEHPVVRIHPETGEKVLFVNGSFTTHFTNYNVPANVRFGLDKSPG 241 
 
Query: 230 LEGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
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              L+++      +  +Q    W    V  WDNR   H A 
Sbjct: 242 ASNLLNYLTSQAMIPEYQVRFRWKKNSVAFWDNRSTQHYA 281 
 
 
>ref|XP_381837.1| hypothetical protein FG01661.1 [Gibberella zeae PH-1] 
          Length = 380 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 75/263 (28%), Positives = 112/263 (42%), Gaps = 25/263 (9%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           T+G  V GV L++L DAG   L     +  ++ F  Q  + D  I+ A +FG      G  
Sbjct: 103 TIGTEVEGVQLSSLSDAGKDELARYVAERKVVAFRNQDFA-DLPISEALKFGGY---FGR 158 
 
Query: 74  DIVAISNVKADGTVRQH------SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
             +  ++   +G    H          ++D  K  V ++AWH+D TY              
Sbjct: 159 HHIHPTSGSPEGHPEIHLVHRSAGDKSYEDFFKTRVSSVAWHSDITYEQQPPGTTFLYVL 218 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
             P  GG T FA+   AY+ L    + L+H   A HS +          +  +A +  G  
Sbjct: 219 DNPDTGGDTLFANTVEAYNRLSPTFQKLLHGLKATHSGI----------EQVNASVKKGS 268 
 
Query: 188 DTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                P+    P+V+ HP TG  SL +  +   +I G+   ES+  L  L +         
Sbjct: 269 IKRREPVVNEHPIVRTHPVTGEKSLYVNPQFTRSIVGLKKEESDAILNFLFEHIAWGADF 328 
 
Query: 244 HAH-QWAAGDVVVWDNRCLLHRA 265 
           HA  +WA G VVVWDNR + H A 
Sbjct: 329 HARVKWAKGTVVVWDNRSVQHTA 351 
 
 
>emb|CAY27483.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 53/125 (42%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A V      HSL+YS+S +G           +       P+R 
Sbjct: 1   TEFADMRAAYDALDDRTKAEVAGLVCEHSLLYSRSAVGFTDFTPEEVSNF------QPVR 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+V   TGR SL +  HA  I G    ES  FL  L + A Q   V++H W   D+V 
Sbjct: 55  HRLVRVQKATGRKSLFLSAHAGVIVGWSVPESRAFLRDLTEHATQREFVYSHAWRQHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_07617352.1| taurine dioxygenase [Escherichia coli TA280] 
          Length = 283 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 74/288 (25%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPLQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
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Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L  L   
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALLSFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27448.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+  +A +      HSL+YS+  LG        Y     +     L+ 
Sbjct: 1   TEFGDMRAAYDALDDEMKAEIEDLICEHSLMYSRGSLGFTD-----YSDEEKEMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA A+ GM   E    L  L + A +   V+AH+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGAVRGMSVPEGRLLLRDLNEHATRPEFVYAHKWTLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_001704936.1| putative dioxygenase [Mycobacterium abscessus ATCC 19977] 
 emb|CAM64282.1| Putative dioxygenase [Mycobacterium abscessus] 
          Length = 316 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 70/264 (26%), Positives = 115/264 (43%), Gaps = 23/264 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +   G  +GA V G+ L   L      A+  A   + +L+F  QH L +  Q  FA   
Sbjct: 15  ITVEKLGEHIGARVNGIELRGDLSADRVEAIRLALAINKVLVFTEQHHLDDAGQYAFA-- 72 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
                R+ G   +    V++ GT          +++ +      WH D T++  + + +V 
Sbjct: 73  -----RLLGEPTLPHPTVRSHGT----------ELLNLEGAANGWHTDVTFVDRIPKASV 117 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGHVQQAG 179 
                +P+ GG T +A   AAY+ L +  R+LV    A H+ +Y    S +  G   +   
Sbjct: 118 LRPVTLPSYGGATTWASTVAAYEQLPKPLRSLVDDLWATHTNLYDYASSGASGGVSAERR 177 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           +AY      +    + P+V+VHPETG  SLL+G+   +   + +AE     + L     + 
Sbjct: 178 AAYYTEFTSSRYETVHPVVRVHPETGERSLLLGQFVKSFQDLPSAEFASLFQLLQARITK 237 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLH 263 
                   W  GDV +WDNR   H 
Sbjct: 238 LENTFRWNWRLGDVAIWDNRATQH 261 
 
 
>ref|NP_106571.1| hypothetical protein mll5998 [Mesorhizobium loti MAFF303099] 
 dbj|BAB52357.1| mll5998 [Mesorhizobium loti MAFF303099] 
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          Length = 295 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 71/257 (27%), Positives = 110/257 (42%), Gaps = 31/257 (12%) 
 
Query: 13  ATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIERI 70 
           A +GA +  V L A L D   AA++   L+H ++ F  Q HL +  Q  FA RFG +    
Sbjct: 21  ARIGAEIRNVKLSADLPDRTIAAINGLVLEHKVVFFRDQGHLDDAGQERFALRFGKLSPY 80 
 
Query: 71  --GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
             G   I  I   + D                   G   WH D + M    + AV      
Sbjct: 81  PEGTTPIYDIDTARGD------------------TGAYVWHIDWSCMDAYPKIAVLRGVT 122 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
           +P VGG T +++  AAY  L    + L ++  A HS   S     +++ +     G  ++ 
Sbjct: 123 IPLVGGDTVWSNTAAAYLDLPLPLQRLANELWAVHSFPGS-----YLRSSTEPNTGPMIE 177 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 248 
           T      P+V+VHPETG  +L++G +     G+   + +R L+               +W 
Sbjct: 178 TE----HPVVRVHPETGERTLVLGVYVTRFVGISKYDGQRLLDLFESHVTAQENTVRWKW 233 
 
Query: 249 AAGDVVVWDNRCLLHRA 265 
             GD+ +WDNR  +H A 
Sbjct: 234 KEGDIAIWDNRATMHCA 250 
 
 
>ref|ZP_07303772.1| taurine catabolism dioxygenase [Streptomyces viridochromogenes 
DSM 
           40736] 
 gb|EFL32141.1| taurine catabolism dioxygenase [Streptomyces viridochromogenes DSM 
           40736] 
          Length = 297 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 79/283 (27%), Positives = 120/283 (42%), Gaps = 19/283 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I    A +GA V GV +   LD+  + AL  A   H  L+F  + L +  Q  F + F 
Sbjct: 3   IEIHKVTANIGARVEGVDITRPLDEETYTALREALNAHKALVFDAEGLDDAGQQAFVRHF 62 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQGA 122 
           G I         A   V A        P + +       G  A  WH D T++    Q + 
Sbjct: 63  GDI-------TTAHPTVPAVDGAPNVLPVDSEG------GRAANHWHTDVTFVLNPPQAS 109 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSA 181 
              +  VP  GG T  A   AAY  L ++ R+L     A H+  Y  +     V    +A 
Sbjct: 110 SLRSITVPPYGGETLIASSAAAYRNLPDSLRSLADTLWAEHTNDYDYAVPEESVDDEQAA 169 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
                       + P+V+VHP TG   L IG  A  I G+   ES + L+ L  +  +   
Sbjct: 170 RRAQFTSIKYRTVHPVVRVHPLTGERGLFIGGFAQRIVGLSPGESRKILDLLQAYVTRPE 229 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
            +  H+W+   +V++DNR   H A + +D + PR +    +AG 
Sbjct: 230 NILRHRWSPNQLVLFDNRITQHYAVDNYDGR-PRRLHRVTVAG 271 
 
 
>ref|YP_001345668.1| hypothetical protein PSPA7_0272 [Pseudomonas aeruginosa PA7] 
 gb|ABR84054.1| hypothetical protein PSPA7_0272 [Pseudomonas aeruginosa PA7] 
          Length = 300 
 
 Score = 86.3 bits (212), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 78/283 (27%), Positives = 121/283 (42%), Gaps = 18/283 (6%) 
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Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKR 63 
           L I P    +GA + GV L+  LD A   A+ AA ++H ++ F GQ   +DQ Q  FA   
Sbjct: 14  LDIQPVAGRIGAEIRGVTLSGELDAATVEAIQAALVRHKVIFFRGQSQLDDQTQEAFAHL 73 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G        + VA   V +    R     +  +  +      +WH D T++    + ++ 
Sbjct: 74  LG--------EPVAHPTVPSREGTRFLLELDGAEGRRA----NSWHTDVTFVEAYPKASI 121 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL---GHVQQAGS 180 
             + V P  GG T +A+  +AY  L    R L  +  A HS  Y  + +     V+Q  + 
Sbjct: 122 LRSVVAPESGGDTVWANTASAYADLPAELRELADRLWAVHSNEYDYAGVKPSASVEQLEN 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            Y      T      P+V+VHP++G  +LL+G     + G+   +S      L     +  
Sbjct: 182 -YRKVFTSTVYETEHPVVRVHPQSGERTLLLGHFVKRLKGLSQHDSAHLFAVLQGHVTRL 240 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                 +W AGDV +WDNR   H A       PR++    L G 
Sbjct: 241 ENTVRWRWQAGDVAIWDNRATQHYAIDDYGNQPRMVRRVTLGG 283 
 
 
>ref|XP_001383599.2| hypothetical protein PICST_43041 [Scheffersomyces stipitis CBS 
           6054] 
 gb|ABN65570.2| predicted protein [Scheffersomyces stipitis CBS 6054] 
          Length = 383 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 76/270 (28%), Positives = 108/270 (40%), Gaps = 15/270 (5%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQI 58 
           A  T ++      LG+ V G+ L+ LDD G   L     Q  + IF  Q  S+   +  + 
Sbjct: 78  ANGTHKVKKVTPKLGSEVHGIQLSQLDDKGKNDLALFLAQRGVAIFRDQDFSSYGPEFAV 137 
 
Query: 59  TFAKRFGAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            + K FG +      G       +    T R  S  E D   +    N+ WH+D +Y    
Sbjct: 138 EYGKYFGPLHVHPTSGSPEGFPQLHI--TFRGASQNELDSAFETRTNNIGWHSDVSYELN 195 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
             Q   FS    P  GG T FAD + AY  L    + ++      H L  S+ +  H+ Q 
Sbjct: 196 PPQITFFSVLEGPESGGDTIFADTQEAYKRLSPTMQKML---EGLHVLHTSEDQ-AHINQ 251 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDW 236 
           A     G       + + PLV+ HP T    L + R     I  +   ESE  LE L +  
Sbjct: 252 AAG---GICRRAPVSNIHPLVRQHPVTKEKFLFLNREFGRRIVELKEEESENLLEFLFNH 308 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
              A  +     W    VV+WDNR  +H A 
Sbjct: 309 VESAHDLQLRANWEPNTVVLWDNRRTVHSA 338 
 
 
>emb|CAY27338.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 49/125 (39%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FAD+RAAYDAL+E  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADIRAAYDALEEGLKNQIEDLVCLHSNMYSRGKLGLADFTDEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D+V 
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Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATREPFVYSHAWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_001063217.1| taurine dioxygenase [Burkholderia pseudomallei 668] 
 gb|ABN86658.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 668] 
          Length = 335 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 81/293 (27%), Positives = 115/293 (39%), Gaps = 29/293 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L +T     LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA   
Sbjct: 60  TRLTLTRLTPALGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAG 119 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 120 FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTE 162 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL    +A +   +A+H     +   + G  
Sbjct: 163 TPPRASILAAHTLPETGGDTLWGSGFAAYDALSGRVKAQLDGLTAQHDFTKSFPLKRFG- 221 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
           V     A       T  +   P+V+ HPETGR +L +       I G+   E    L  L 
Sbjct: 222 VTAEDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDGLPEEEGAALLRFL 281 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
                +       +W  GDV  WDNR  +H A     K  RVM  + + G RP 
Sbjct: 282 FAHQSRPEFTLRWRWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 334 
 
 
>emb|CAY27534.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 51/128 (39%), Positives = 69/128 (53%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+AT+A +      HS+V+S+ ++G      +          A  LR 
Sbjct: 1   TEFADMRAAYDALDDATKAEIEDLVTEHSIVFSREQIGFSDYEAAH---------ADKLR 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV  HP TGR SL +  H   I G    E+  F+  L++ A Q   V+ H+W    
Sbjct: 52  PVRHRLVVTHPVTGRKSLFLAAHIGTILGWPQPEAMAFIRDLMEHATQPQFVYVHRWTRH 111 
 
Query: 252 DVVVWDNR 259 
           D+V+WDNR 
Sbjct: 112 DLVMWDNR 119 
 
 
>gb|ADZ44154.1| taurine dioxygenase [Yersinia enterocolitica subsp. palearctica 
           105.5R(r)] 
          Length = 282 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 76/288 (26%), Positives = 120/288 (41%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
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           L +TP G  +GA +  V++A  L D+ F  L+ A L+H +L F  Q ++  QQ   A RF 
Sbjct: 5   LVVTPLGPHIGALIENVNIARPLGDSQFEQLYHALLKHQVLFFRNQPITPLQQRDLAGRF 64 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +             +I+ +           ++P + D+          WH D T++   
Sbjct: 65  GDLHIHPVYPHAKECEEIIVLD-------THDNNPPDNDN----------WHTDVTFIET 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              GA+ +A+ +P  GG T ++   AAY+AL    + L+    A H   +S  +  H    
Sbjct: 108 PPLGAILAAKQLPTTGGDTLWSSGIAAYEALSAPFKQLLAGLRAEHDFTHSFPEHKHRAT 167 
 
Query: 178 AGSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                          P L P+V+ HP +GR +L +       I  +   ES+  L  L   
Sbjct: 168 PEDHQRWLLAKEKNRPLLHPVVRTHPVSGRQALFVNEGFTTRIVDLSEKESDALLRFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            A +       +W   DV +WDNR   H A        RVM  + + G 
Sbjct: 228 HATKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRVMHRATILG 275 
 
 
>ref|ZP_06690679.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
 gb|EFF87311.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
          Length = 293 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 66/273 (24%), Positives = 109/273 (39%), Gaps = 32/273 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  GA---------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G+         IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GSLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           H ++     +          + P+V+ HP TG P L +       I  +   ESE+ L+  
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTRINELPEQESEQLLDF 226 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L   A Q       +W  GD+ +WDNRC  H+A 
Sbjct: 227 LFKHATQEQFHLRWKWQDGDIAIWDNRCTQHKA 259 
 
 
>ref|ZP_07046346.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
 gb|EFI60153.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
          Length = 282 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 77/274 (28%), Positives = 116/274 (42%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +QI P    +GA +  V LA    DD  FA +  A L+H +L    Q +S  + + FA+R 
Sbjct: 1   MQINPLTCAIGAELVDVQLADALRDDGLFAEIKTALLKHKVLFLRRQSISRAEHVGFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       V  S+ +  G V+ + +P +  D  +      +WH D+T+  V   G  
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Sbjct: 61  FGELE----DHPVIGSDPEHPGLVQIYKTPDKPLDRYE-----NSWHCDATWREVPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L    + ++    ARHS+   +   G    A     
Sbjct: 112 VLRCVECPPVGGDTMWANMALAYEMLPSHIKDVIAPLRARHSI---ECTFGAAMPAQKRL 168 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIG----------RHAHAIPGMDAAE-SERFLE 231 
                   A    P+V+ HPETG   L +             A+   G D  + S   L+ 
Sbjct: 169 ALKAQFPDAE--HPVVRTHPETGEKVLFVSGFTTHFTNFHTPANVRVGQDFTQGSSSLLQ 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W  G + +WDNR   H A 
Sbjct: 227 FLISQAAIPEYQVRWRWEPGSIAIWDNRATQHYA 260 
 
 
>ref|ZP_04624706.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           kristensenii ATCC 33638] 
 gb|EEP90807.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           kristensenii ATCC 33638] 
          Length = 276 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 75/287 (26%), Positives = 123/287 (42%), Gaps = 29/287 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +TP G  +GA V  +++A  L D+ F  L+ A L+H +L F  Q ++  QQ   A RFG  
Sbjct: 1   MTPLGPYIGALVENINIARPLGDSQFEQLYHALLKHQVLFFRNQPITPLQQRDLAGRFGD 60 
 
Query: 67  IE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ +           ++P + D+          WH D T++     
Sbjct: 61  LHIHPVYPHAKECEEIIVLD-------THDNNPPDNDN----------WHTDVTFIENPP 103 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            GA+ +A+ +P  GG T ++   AAY+AL    + L+    A H  V+S  +  H +    
Sbjct: 104 LGAILAAKQLPTTGGDTLWSSGIAAYEALSAPFKQLLAGLRAEHDFVHSFPEHKH-RATP 162 
 
Query: 180 SAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
             +  + +     P  L P+V+ HP +GR SL +       I  +   ES+  L  L    
Sbjct: 163 EDHQRWLLAKEKNPPLLHPVVRTHPVSGRQSLFVNEGFTTRIVDLSDKESDALLRFLFAH 222 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             +       +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 223 TTKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRIMHRATILG 269 
 
 
>ref|YP_001504880.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
 gb|ABW09974.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EAN1pec] 
          Length = 279 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 74/284 (26%), Positives = 123/284 (43%), Gaps = 18/284 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWL-QHALLIFPGQHLSNDQQITFAKRF 64 
           +++T     +GA ++G     L +   AA   A L ++ +L++   H+ +   + F++   
Sbjct: 3   IEVTRLAPEIGAEISGYTGRDLVNEAAAAACKAALDRYGVLVYREVHIEDGDLVRFSRLL 62 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG----NMAWHADSTYMPVMAQ 120 
           G          V +  V   G   + +    D    V+ G    N  WH D     +  + 
Sbjct: 63  GE---------VVVPKVNDPGEHPEIARITLDPEKSVLAGYRQGNFLWHIDGATDELPQK 113 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             + +A  V   GG T FA+  AAY+AL +  +A +      HS   +Q ++ +   A   
Sbjct: 114 ATLLTAREVDPAGGDTEFANTYAAYEALSDEEKAEIADLQVVHSFAIAQ-RIAYPDAADK 172 
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Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
               +  +   T + PLV      GR SLLIG  A  + G         L+ L+ W+    
Sbjct: 173 QRASW--EKVPTRVHPLVWTRA-NGRKSLLIGATAGMVVGRSEDRGRTLLDRLLQWSTSP 229 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
                HQW  GD+V+WDN  +LHRA P++    R+M  + L G+ 
Sbjct: 230 RFTLRHQWRRGDLVIWDNTGVLHRALPFEPTSRRLMHRTTLVGQ 273 
 
 
>gb|EFW59470.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Shigella 
           flexneri CDC 796-83] 
          Length = 283 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 71/271 (26%), Positives = 115/271 (42%), Gaps = 29/271 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +     AY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGITAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                P      +W   D+ +WDNR   H A 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYA 257 
 
 
>emb|CAY27434.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 49/125 (39%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE  +  + +    HS +YS+ KLG  + +      +       P+R 
Sbjct: 1   TEFGDMRAAYDALDERLKQQIEELVCLHSNMYSRGKLGLTEFSDEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E    L  L ++  Q   V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFGTQHQFVYSHTWRVNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27283.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
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Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +      +  + 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADSTEEERRVF-----KSVRQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V+ 
Sbjct: 56  RLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPFVYSHVWRLNDFVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|AAT51233.1| PA0193 [synthetic construct] 
          Length = 301 
 
 Score = 86.3 bits (212), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 78/283 (27%), Positives = 120/283 (42%), Gaps = 18/283 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L+  LD A   A+ AA ++H ++ F  Q HL +  Q  FA   
Sbjct: 14  LDIRPVAGRIGAEIRGVTLSGELDAATVEAIQAALVRHKVIFFRDQSHLDDQTQEAFAHL 73 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G        + VA   V +    R     +  +  +      +WH D T++    + ++ 
Sbjct: 74  LG--------EPVAHPTVPSREGTRFLLELDGAEGRRA----NSWHTDVTFVEAYPKASI 121 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL---GHVQQAGS 180 
             + V P  GG T +A+  +AY  L    R L  +  A HS  Y  + +     V+Q  + 
Sbjct: 122 LRSVVAPESGGDTVWANTASAYADLPAELRELADRLWAVHSNEYDYAGVKPSASVEQLEN 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            Y      T      P+V+VHP++G  +LL+G     + G+   +S      L     +  
Sbjct: 182 -YRKVFTSTVYETEHPVVRVHPQSGERTLLLGHFVKRLKGLSQHDSAHLFAVLQGHVTRL 240 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                 +W AGDV +WDNR   H A       PRV+    L G 
Sbjct: 241 ENTVRWRWQAGDVAIWDNRATQHYAIDDYGDQPRVVRRVTLGG 283 
 
 
>ref|ZP_06842052.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
 gb|EFG70277.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
          Length = 315 
 
 Score = 85.9 bits (211), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 75/286 (26%), Positives = 121/286 (42%), Gaps = 16/286 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++++TP  A +GA + GV L   LD    A + AA L+  ++ F  Q L++ Q + F+ + 
Sbjct: 11  SIEVTPLSAHIGAEIHGVDLTQKLDARQIAEIRAALLKWRVVFFREQFLTHGQHVAFSAQ 70 
 
Query: 64  FGAIERIG---GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           FG +  +G    G +     V +    R+ +  E   + +   G   WH D T        
Sbjct: 71  FGELT-LGHPVFGHVEGHPEVYSISKYRKATRFEGQTLQRPWTG---WHTDVTAAVNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++ AAY  L    R+ V      H         G        
Sbjct: 127 ASILRGVTIPPYGGDTQWTNLVAAYQKLSAPLRSFVDSLRGIHRFTPPAGASG-----TQ 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A++            PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFLEAVEQRVLVTEHPLVRVHPETGERALYVSPSFLKSIVGVSPRESQVLLELLWEHVTR 241 
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Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W AG V  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTVRFKWQAGSVAFWDNRATAHLAPTDIFDLDFDRQLYRTTLVG 287 
 
 
>ref|ZP_01617748.1| Taurine dioxygenase [marine gamma proteobacterium HTCC2143] 
 gb|EAW30341.1| Taurine dioxygenase [marine gamma proteobacterium HTCC2143] 
          Length = 288 
 
 Score = 85.9 bits (211), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 72/279 (25%), Positives = 111/279 (39%), Gaps = 41/279 (14%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAA-LHAAWLQHALLIFPGQHLSNDQQIT 59 
           MA     +      +GA +TG+ L         A L    L   +L F  Q++S +Q ++ 
Sbjct: 12  MASYDFSVKKLTPNIGALITGIDLTKGASQEICAQLKEVLLDAKVLFFRDQNISLEQHMS 71 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--------MAWHAD 111 
           FA+ FG +E                  V   +P   D    +++ +          WH+D 
Sbjct: 72  FARHFGDLE------------------VHPFAPTHKDHPEVLVLSHGKDSKGTENFWHSD 113 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQ 169 
            T+    + G++  A+ VP  GG T FADM  AY+ L +  +  V  R A H    V+ + 
Sbjct: 114 VTWRKEPSLGSILRAKRVPETGGDTLFADMYVAYENLSDEVKEKVEGRIAIHDFGRVFGR 173 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAES 226 
           +     +Q               PL   P+++ HPETGR ++ +      +I  MD AES 
Sbjct: 174 NLTEEKRQEMK---------RKYPLSEHPVIRTHPETGRKAIYVNTAFTDSIKDMDKAES 224 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              L  L   A         +W    +  WDNR   H A 
Sbjct: 225 AALLAHLYAQANTPEYQCRFKWQPNSIAFWDNRSCQHYA 263 
 
 
>emb|CAY27438.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.9 bits (211), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 63/125 (50%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR AYD LD  TRA +      HSL+YS+   G  +      +         P+R 
Sbjct: 1   TEFGDMRNAYDTLDAKTRAQIENLVCEHSLIYSRGSTGFTE------LTEDERAMMKPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    ES  FL  L + A Q   V+ H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLYLSSHAGTIVGWLVPESRDFLRDLNEHATQRENVYIHRWRQFDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|NP_248883.1| hypothetical protein PA0193 [Pseudomonas aeruginosa PAO1] 
 ref|YP_002437802.1| putative alkylsulfatase [Pseudomonas aeruginosa LESB58] 
 ref|ZP_04930892.1| hypothetical protein PACG_03650 [Pseudomonas aeruginosa C3719] 
 gb|AAG03583.1|AE004457_4 hypothetical protein PA0193 [Pseudomonas aeruginosa PAO1] 
 gb|EAZ55011.1| hypothetical protein PACG_03650 [Pseudomonas aeruginosa C3719] 
 emb|CAW24921.1| putative alkylsulfatase [Pseudomonas aeruginosa LESB58] 
          Length = 300 
 
 Score = 85.9 bits (211), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 78/283 (27%), Positives = 120/283 (42%), Gaps = 18/283 (6%) 
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Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L I P    +GA + GV L+  LD A   A+ AA ++H ++ F  Q HL +  Q  FA   
Sbjct: 14  LDIRPVAGRIGAEIRGVTLSGELDAATVEAIQAALVRHKVIFFRDQSHLDDQTQEAFAHL 73 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G        + VA   V +    R     +  +  +      +WH D T++    + ++ 
Sbjct: 74  LG--------EPVAHPTVPSREGTRFLLELDGAEGRRA----NSWHTDVTFVEAYPKASI 121 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL---GHVQQAGS 180 
             + V P  GG T +A+  +AY  L    R L  +  A HS  Y  + +     V+Q  + 
Sbjct: 122 LRSVVAPESGGDTVWANTASAYADLPAELRELADRLWAVHSNEYDYAGVKPSASVEQLEN 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            Y      T      P+V+VHP++G  +LL+G     + G+   +S      L     +  
Sbjct: 182 -YRKVFTSTVYETEHPVVRVHPQSGERTLLLGHFVKRLKGLSQHDSAHLFAVLQGHVTRL 240 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                 +W AGDV +WDNR   H A       PRV+    L G 
Sbjct: 241 ENTVRWRWQAGDVAIWDNRATQHYAIDDYGDQPRVVRRVTLGG 283 
 
 
>ref|YP_001909093.1| taurine dioxygenase [Erwinia tasmaniensis Et1/99] 
 emb|CAO98227.1| Taurine dioxygenase, 2-oxoglutarate-dependent (Taurine dioxygenase) 
           [Erwinia tasmaniensis Et1/99] 
          Length = 279 
 
 Score = 85.9 bits (211), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 76/291 (26%), Positives = 124/291 (42%), Gaps = 33/291 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I   G  +GA V+ ++L+  L DA F  L+ A ++H +L    Q L+  QQ   A RF 
Sbjct: 5   IRIQALGPHIGALVSDINLSRPLSDAQFEQLYHALIRHQVLFLRDQPLTPHQQRQLASRF 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV---------GNMAWHADSTYM 115 
           G +                   V  H+P    D+ ++IV          N  WH D T++ 
Sbjct: 65  GDLHI---------------HPVYPHAP----DVEEIIVLDTHDDNPPDNDNWHTDVTFI 105 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                GA+ +A+ +PA GG T +A   AA+DAL    +AL+      H    S  +  +  
Sbjct: 106 ETPPAGAILAAKQLPASGGDTLWASGIAAWDALSAPLQALLDGLQGEHDFRKSFQEYKY- 164 
 
Query: 176 QQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           + +   +  +       P  L P+V+ HP +G+ +L +       + G+   ES+  L   
Sbjct: 165 RSSAEEHQRWQQAVAKNPPVLHPVVRTHPVSGKKALFVNEGFTTRLIGLKEKESDALLNF 224 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L     +       +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 225 LFAHITKPDFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_002319044.1| taurine dioxygenase [Acinetobacter baumannii AB0057] 
 ref|YP_002325944.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           baumannii AB307-0294] 
 ref|ZP_06781894.1| taurine dioxygenase [Acinetobacter sp. 6013113] 
 ref|ZP_06796981.1| taurine dioxygenase [Acinetobacter sp. 6013150] 
 ref|ZP_07226239.1| taurine dioxygenase [Acinetobacter baumannii AB056] 
 ref|ZP_07239996.1| taurine dioxygenase [Acinetobacter baumannii AB059] 
 gb|ACJ41061.1| taurine dioxygenase [Acinetobacter baumannii AB0057] 
 gb|ACJ56370.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Acinetobacter 
           baumannii AB307-0294] 
          Length = 293 
 
 Score = 85.9 bits (211), Expect = 6e-15,   Method: Compositional matrix adjust. 
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 Identities = 67/276 (24%), Positives = 111/276 (40%), Gaps = 38/276 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L + ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHNIDLNALNEQTTQQIQQALLDYQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERF 229 
           H ++     +          + P+V+ HP TG P L +      H + +P     ESE+  
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELP---EQESEQL 223 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 224 LNFLFEHATQEQFHLRWKWQDGDVAIWDNRCTQHKA 259 
 
 
>emb|CAY27317.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.9 bits (211), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 49/125 (39%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+AT+A V      HS+V+S+ ++G    A       G +    P++ 
Sbjct: 1   TEFADMRAAYDALDDATKAEVEDLVTEHSIVFSREQIGFSDYAS------GNEERLRPVQ 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV  HP +GR SL +  H   I G    E+   +  L++ A Q   V+ H+W   D+V 
Sbjct: 55  HRLVITHPVSGRKSLYLSSHIGGIVGWPVPEARALIRDLMEHATQRQFVYTHEWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ADC34007.1| TfdA-like protein [uncultured bacterium] 
          Length = 193 
 
 Score = 85.9 bits (211), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 69/219 (31%), Positives = 99/219 (45%), Gaps = 39/219 (17%) 
 
Query: 56  QQITFAKRFGAI----------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 105 
           QQI FAKR+G I          +  G  +IV     K D TV                GN 
Sbjct: 1   QQIAFAKRWGEIHLHPHMPCLPDNPGIIEIVK----KEDDTV-------------AFGGN 43 
 
Query: 106 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
             WH D  +    A+  +  A+ VPA GG T +A++  AYD+L +  +A++          
Sbjct: 44  --WHTDQMFTDTPARVTMLYAKQVPAAGGDTLYANLYQAYDSLSDGMKAMIGD------- 94 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRH--AHAIPGMD 222 
           + + S+    ++  +      MD  A  +  PLV+VHPETGR +L I        I GM  
Sbjct: 95  LRTISQYDKKKKRPAFMTPTEMDVPAPEVEHPLVRVHPETGRKALYISYEGITRRIAGMT 154 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            AES   L  L++ A +       +W  G +VVWDNRC+ 
Sbjct: 155 EAESRPILSYLLNHAIRPEFTCRFRWQVGSLVVWDNRCV 193 
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>emb|CAY27442.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.9 bits (211), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 48/124 (38%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRA +D+LD  T+AL       HS +YS+  LG         + +        L+ 
Sbjct: 1   TEFADMRAGWDSLDPETQALCEDLICEHSQIYSRQILGFTDFTEEERVRF-----KPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA  I G    E+   L  L + A Q   V++H+W  GD+V+ 
Sbjct: 56  RLVRTHPTTGRKSLYLSSHAGGIVGWPVPEAMLLLRELTEHATQREFVYSHKWQVGDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|ADC34045.1| TfdA-like protein [uncultured bacterium] 
          Length = 198 
 
 Score = 85.9 bits (211), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 68/217 (31%), Positives = 92/217 (42%), Gaps = 30/217 (13%) 
 
Query: 56  QQITFAKRFG-----AIERIGGGDIVAISNV----KADGTVRQHSPAE--WDDMMKVIVG 104 
           QQI FA+RFG        R        IS V    K DG     SPA+  W        G 
Sbjct: 1   QQIAFARRFGEPDDNKTRRTRNPHFPEISTVINKPKLDG-----SPADAHW--------G 47 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
              WH+D+++        +     VP VGG T FA+M  AY+ L +  + L+      H  
Sbjct: 48  GSDWHSDASFKLAPTGITLLHGVAVPPVGGDTQFANMYLAYETLSDGMKKLISGLEGVH- 106 
 
Query: 165 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 224 
            V  +  L H            M    T   PLV+VHPETGR SL +G     I GM    
Sbjct: 107 -VQKEKLLDHSTPERLEESRRSM----TIAHPLVRVHPETGRKSLYVGEKVQLIAGMTPE 161 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           ES   ++ L   A +   ++ HQ    D+++W+N C  
Sbjct: 162 ESRPLIDFLCTHARRPQFIYRHQMKQEDLLMWNNPCF 198 
 
 
>ref|YP_309357.1| taurine dioxygenase [Shigella sonnei Ss046] 
 gb|AAZ87122.1| taurine dioxygenase, 2-oxoglutarate-dependent [Shigella sonnei 
           Ss046] 
 gb|EFZ49963.1| alpha-ketoglutarate-dependent taurine dioxygenase [Shigella sonnei 
           53G] 
          Length = 283 
 
 Score = 85.9 bits (211), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 74/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L++ ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRYQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
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             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAN89617.1| putative taurine dioxygenase [Streptomyces collinus] 
          Length = 307 
 
 Score = 85.9 bits (211), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 80/275 (29%), Positives = 116/275 (42%), Gaps = 26/275 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           T++++      +GA + GV++A    DD  FA + +  L+H +L    Q LS  + + FA 
Sbjct: 24  TSIEVERLTCAIGAELRGVNIADAVRDDDLFAEIKSLLLEHRVLFLRDQDLSRAEHVAFA 83 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            RFGA+E       VA S+    G VR +   E D   +      A H D T+    + G 
Sbjct: 84  SRFGALE----DHPVAGSDPDHPGLVRIYK--ELDSAPEHY--ENALHTDGTWRVNPSMG 135 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
           AV      P VGG T + DM AAYD L    +A +    ARHS+   ++  G V       
Sbjct: 136 AVLHCVESPPVGGDTIWVDMVAAYDRLPAHVKAQIAGLRARHSI---EASFGAVMPEEKR 192 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-------LV 234 
              +     A    P+V+ HPETG   L +              + RF +        L+ 
Sbjct: 193 IALHEQYPDAE--HPVVRTHPETGEKILFVNAFTTHFTNFHTPANVRFGQDYAPGASHLL 250 
 
Query: 235 DWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
            +      V  +Q    W  G V +WDNR   H A 
Sbjct: 251 SYLISQAAVPEYQVRWRWTPGSVAIWDNRSTQHYA 285 
 
 
>ref|ZP_07952776.1| TfdA family Taurine catabolism dioxygenase TauD 
[Enterobacteriaceae 
           bacterium 9_2_54FAA] 
 gb|EFV38957.1| TfdA family Taurine catabolism dioxygenase TauD [Enterobacteriaceae 
           bacterium 9_2_54FAA] 
          Length = 282 
 
 Score = 85.9 bits (211), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 76/281 (27%), Positives = 116/281 (41%), Gaps = 13/281 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P    +GA V+ ++L+  L DA F  L+ A L+H +L    Q ++  QQ   A RF 
Sbjct: 5   LTIQPLSPAIGAVVSNLNLSRPLSDAQFEQLYHALLKHQVLFAREQVITPLQQRELASRF 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +        +      A G        E D        N  WH D T++     GA+  
Sbjct: 65  GDLH-------IHPVYPHAAGV---EEIIELDTHHDNPPDNDNWHTDVTFIENPPLGAIL 114 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
           +A+ VP VGG T ++   AAY+AL    + L+    A H    S  +  H++         
Sbjct: 115 AAKRVPEVGGDTLWSSGIAAYEALSPQLKVLLSGLQAEHDFEKSFPEHKHLRSEEEHQRW 174 
 
Query: 185 YGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
                   P L P+V+ HP +GR +L +       + G+   E E  L+ L     +    
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Sbjct: 175 LQAKRQHPPLLHPVVRTHPVSGRQALFVNEGFTTRLVGIPQQEGEALLQFLFRHTTKPEF 234 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 235 QVRWRWQQDDIAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27492.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.9 bits (211), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHRIEDLVCLHSNMYSRGKLGLTDFTDDERSAF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E    L  L ++A +   V++H W   D+V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFATRDEFVYSHAWRVDDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27309.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.5 bits (210), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 48/125 (38%), Positives = 70/125 (56%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDAL   T+A +      HS ++S+ ++G    A      +       P+R 
Sbjct: 1   TEFADMRAAYDALPAETKAEIEDLVCEHSQIFSRQQIGFFDLAEEERARF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             +V+ HP TGR S  +  HA AI G    E+  FL  L++ A +   V++H+W+ GD+V 
Sbjct: 55  QCMVRTHPVTGRKSAYLASHAGAIVGWPVPEARIFLRDLIEHATRREFVYSHKWSVGDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|EFW79602.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. glycinea 
           str. B076] 
 gb|EFW85432.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. glycinea 
           str. race 4] 
          Length = 289 
 
 Score = 85.5 bits (210), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 86/298 (28%), Positives = 128/298 (42%), Gaps = 48/298 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V GV L+  L       +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 24  TVNRLTPI---IGAEVGGVDLSQPLSAKQLTEIRRAFLENHVLVFRDQHLTVEQHKAFGR 80 
 
Query: 63  RFG-----AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            FG      +E I G D   +  V+A+   R                   WH D T     
Sbjct: 81  LFGPLRALPVESIDGDDPELVV-VRANAQSR-------------FAAGELWHTDGTADLE 126 
 
Query: 118 MAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
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            + G++   +  PA+  GG T FA+M  A + L  A +A + + +A H         G + 
Sbjct: 127 PSMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQAFLGELTAIHD--------GEI 178 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEG 232 
                 + GY           P+V  HPETGR SL +  G  +H +  + A ES   L   
Sbjct: 179 -----PWKGYQPPANLPKSEHPVVVRHPETGRRSLFVNSGFTSHIV-QLSAGESRTLLNM 232 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
           L D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 233 LFDLIAREPSLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPK 288 
 
 
>emb|CAY27416.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.5 bits (210), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 68/125 (54%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD LDE T+A +      HSL++S+  LG    + +    +       P+R 
Sbjct: 1   TEFWDMRAAYDTLDERTKAEIEDLICEHSLMFSRGLLGFTAMSEAEREMF------RPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP T R SL +  HA  I G    E+  FL  L++ A Q   V++HQW   D+V 
Sbjct: 55  QRLVRTHPVTRRKSLFLSAHAGTIVGWPVPEARAFLRDLIEHATQPQLVYSHQWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_273987.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. phaseolicola 
           1448A] 
 gb|AAZ36278.1| dioxygenase, TauD/TfdA family [Pseudomonas syringae pv. 
           phaseolicola 1448A] 
          Length = 286 
 
 Score = 85.5 bits (210), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 86/298 (28%), Positives = 128/298 (42%), Gaps = 48/298 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V GV L+  L       +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 21  TVNRLTPI---IGAEVGGVDLSQPLSAKQLTEIRRAFLENHVLVFRDQHLTVEQHKAFGR 77 
 
Query: 63  RFG-----AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            FG      +E I G D   +  V+A+   R                   WH D T     
Sbjct: 78  LFGPLRALPVESIDGDDPELVV-VRANAQSR-------------FAAGELWHTDGTADLE 123 
 
Query: 118 MAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            + G++   +  PA+  GG T FA+M  A + L  A +A + + +A H         G + 
Sbjct: 124 PSMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQAFLGELTAIHD--------GEI 175 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEG 232 
                 + GY           P+V  HPETGR SL +  G  +H +  + A ES   L   
Sbjct: 176 -----PWKGYQPPANLPKSEHPVVVRHPETGRRSLFVNSGFTSHIV-QLSAGESRTLLNM 229 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
           L D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 230 LFDLIAREPSLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPK 285 
 
 
>gb|ADC34020.1| TfdA-like protein [uncultured bacterium] 
          Length = 196 
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 Score = 85.5 bits (210), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 59/214 (27%), Positives = 98/214 (45%), Gaps = 26/214 (12%) 
 
Query: 56  QQITFAKRFGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA +FGA+E       + G  +++AI++        +  P + +           W 
Sbjct: 1   QQIAFAAKFGALEVHPFAPHKPGHPEVLAITH-------DRERPGKEN----------TW 43 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D T+    + G++  +  +P VGG T FADM AAY+ L +  +A +  R+A H   +  
Sbjct: 44  HSDVTWRLEPSLGSILRSIEIPPVGGDTLFADMYAAYEGLSDTVKAKIEGRTAIHDFAFF 103 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESE 227 
           +  L    ++ +    Y          P+V+ HPETGR  + +       I G++A ES  
Sbjct: 104 RKGLRKAGKSEAEIEAYNKKFPPAE-HPVVRTHPETGRKGIYVNAAFTQNIVGLEADESA 162 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             L+ L   A         +W+   +  WDNRC+ 
Sbjct: 163 SLLKHLYAQAAIPEYQCRFRWSVNALAFWDNRCV 196 
 
 
>ref|ZP_05639075.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. tabaci 
ATCC 
           11528] 
          Length = 289 
 
 Score = 85.5 bits (210), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 86/298 (28%), Positives = 128/298 (42%), Gaps = 48/298 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V GV L+  L       +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 24  TVNRLTPI---IGAEVGGVDLSQPLSAEQLKEIRRAFLENHVLVFRDQHLTVEQHKAFGR 80 
 
Query: 63  RFG-----AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            FG      +E I G D   +  V+A+   R                   WH D T     
Sbjct: 81  LFGPLRALPVESIDGDDPELVV-VRANAQSR-------------FAAGELWHTDGTADLE 126 
 
Query: 118 MAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            + G++   +  PA+  GG T FA+M  A + L  A +A + + +A H         G + 
Sbjct: 127 PSMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQAFLGELTAIHD--------GEI 178 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEG 232 
                 + GY           P+V  HPETGR SL +  G  +H +  + A ES   L   
Sbjct: 179 -----PWKGYQPPANLPKSEHPVVVRHPETGRRSLFVNSGFTSHIV-QLSAGESRTLLNM 232 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
           L D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 233 LFDLIAREPSLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPK 288 
 
 
>emb|CBJ20068.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 136 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 50/141 (35%), Positives = 78/141 (55%), Gaps = 13/141 (9%) 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           A+ ++ SA  +PA GG T FADMRAAYDAL + T+  +    A HS+ +S+S++G      
Sbjct: 5   ARFSMLSARAIPAEGGETEFADMRAAYDALPDETKRQIEGLIAEHSIFHSRSRIG----- 59 
 
Query: 179 GSAYIGYGMDTTATPLRP----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
              +  +  D  A  L P    +V+ HP +GR +L +  HA  + G       + +E L+ 
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Sbjct: 60  ---FTDFNPD-VAQALPPVQQVMVRTHPGSGRKTLYLASHASHVIGWPIETGHKLIEDLL 115 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           D+A Q   V+ H+W  GD+V+ 
Sbjct: 116 DFATQPQFVYQHRWQVGDLVM 136 
 
 
>gb|ACG80553.1| TfdA [uncultured bacterium] 
 gb|ACG80576.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 47/124 (37%), Positives = 69/124 (55%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+A V      HS ++S+  +G      + +     +     L+ 
Sbjct: 1   TEFGDMRAAYDALDDETKAEVENMVCEHSQMFSRQIIGF-----TDFTDEERERFRPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            +V+V+P TGR SL +  HA  I G    E+  +L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 56  CMVRVNPVTGRKSLYLSSHAGGIVGWPMPEARGYLRDLIEHATQREFVYTHKWRIGDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_02474390.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei B7210] 
          Length = 380 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 84/273 (30%), Positives = 118/273 (43%), Gaps = 35/273 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL---DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFA 61 
           L I P    +GA V G+ L +    +D  F  +  A L H ++ F  QH  +D  Q  FA 
Sbjct: 96  LSIRPLSGHIGAEVQGIQLGSQMAPNDIRF--ITQALLTHRVIFFRRQHHLDDLAQELFA 153 
 
Query: 62  KRFGAIER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD--STYMP 116 
           + FG I +   +GG    AI  + +    R +S                WH D  S+  P 
Sbjct: 154 QAFGEIVKHPTMGGKTGSAILELHSHEGGRANS----------------WHTDVTSSSAP 197 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKL 172 
            ++   V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L 
Sbjct: 198 KLS---VLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVEL 254 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
            H   A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E  
Sbjct: 255 LHDPVAKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEI 313 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L     +        WAAGDV +WDNR   H A 
Sbjct: 314 LQAHITRLENTVRWHWAAGDVAIWDNRSTQHYA 346 
 
 
>emb|CAY27213.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 48/125 (38%), Positives = 68/125 (54%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+AT+A V      HS+V+S+ ++G    A       G +    P++ 
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Sbjct: 1   TEFGDMRAAYDALDDATKAEVEDLVTEHSIVFSREQIGFSDYAA------GNEERLRPVQ 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV  HP +GR SL +  H   I G    E+  F+  L++   Q   V+ H+W   D+V 
Sbjct: 55  HRLVITHPVSGRKSLYLSSHIGGIVGWPVPEARAFIRDLMEHVTQRQFVYTHEWRVNDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27410.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 117 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 48/123 (39%), Positives = 67/123 (54%), Gaps = 6/123 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDGETKALIEDLVCEHSRIFSKGALGF------SFTEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q    ++H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFAYSHKWRVGDLVM 114 
 
Query: 256 WDN 258 
           WDN 
Sbjct: 115 WDN 117 
 
 
>ref|YP_001714059.1| taurine dioxygenase [Acinetobacter baumannii AYE] 
 emb|CAM87073.1| Alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein 3) (SSI3) [Acinetobacter 
           baumannii AYE] 
          Length = 311 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 69/278 (24%), Positives = 110/278 (39%), Gaps = 42/278 (15%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L + ++ F  Q L+   Q   A+ F 
Sbjct: 25  NLNIEVIKPTIGAIIHNIDLNALNEQTTQQIQQALLDYQVIFFRKQQLAPQAQADLARSF 84 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 85  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFS 125 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYD----ALDEATRALVHQRSARHSLVYSQSK 171 
                G V  A  +P VGG T ++   AA+      L +  R L      R S  +   + 
Sbjct: 126 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKS--FPLER 183 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESE 227 
             H ++     +          + P+V+ HP TG P L +      H + +P     ESE 
Sbjct: 184 FAHNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELP---EQESE 239 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L  L + A Q       +W  GDV +WDNRC  H+A 
Sbjct: 240 QLLNFLFEHATQEQFHLRWKWQDGDVAIWDNRCTQHKA 277 
 
 
>emb|CAY27480.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEEIKTECENLICEHSQLFSRSILGSTDFTDDERRRFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+  FL+ L + A Q   V+AH+W  GD+V 
Sbjct: 55  QRLVRRHPVTGRKSLHLSSHAGGIVGWPVPEARAFLKDLNEHATQREFVYAHRWRVGDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_004006885.1| taurine dioxygenase [Rhodococcus equi 103S] 
 emb|CBH48201.1| putative taurine dioxygenase [Rhodococcus equi 103S] 
          Length = 268 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 77/275 (28%), Positives = 115/275 (41%), Gaps = 45/275 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +   T+ +TP    +GA V G+H+A L  A    +  A   H +L FP Q +       F 
Sbjct: 4   LEAATVTVTPLAGAIGAEVRGLHVAALSGADVELVRTALHDHGVLFFPEQGVDPATHRAF 63 
 
Query: 61  AKRFGAI-------ERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           A+ FG I         +G      IS +  D G+  Q                  WH D  
Sbjct: 64  AQHFGDIVYPHEHLAHLGDEGYREISVISTDNGSAYQ---------------TNRWHCDV 108 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
            +    ++ ++   +V+P VGG T +++  AA DAL    R  ++  +A H +    + L 
Sbjct: 109 AWRAEPSRFSILHLQVLPEVGGDTLWSNQYAALDALSPPIREALYGLTATHRI----APL 164 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
            +V +A                 PLV  HPETGR +L +      AI G+   ES R L  
Sbjct: 165 PNVPEAR---------------HPLVIRHPETGREALFVNDLFTSAIDGVTEDES-RALL 208 
 
Query: 232 GLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRA 265 
           GL+      P      +W+ GD+ VWDN  + H A 
Sbjct: 209 GLLKTVSIRPEFTVRRRWSVGDIAVWDNHFVQHNA 243 
 
 
>emb|CAY27505.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 67/124 (54%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALDAETKALIEDLVCEHSRIFSKGALGF------SFTEEELRAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ H +T R SL +  HA  I G    E+   L  L + A Q   V+AH+W  GD+V+ 
Sbjct: 55  RLVRTHRKTSRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYAHKWQVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
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>ref|YP_001084475.1| taurine dioxygenase [Acinetobacter baumannii ATCC 17978] 
          Length = 278 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 66/267 (24%), Positives = 109/267 (40%), Gaps = 38/267 (14%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG-------- 65 
           T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ FG         
Sbjct: 5   TIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSFGTLHVHPIY 64 
 
Query: 66  -AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
            +IE +   +++ + + K D                 +  N  WH D T+      G V  
Sbjct: 65  PSIEDVP--EVMVLDSWKQD-----------------LRDNELWHTDVTFSKTPPLGCVL 105 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGSAY 182 
            A  +P VGG T ++   AA+  L    +  +   +A H +   +   +  H ++      
Sbjct: 106 QAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKSFPLERFAHNEEEREKL 165 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFLEGLVDWAC 238 
           +          + P+V+ HP TG P L +      H + +P     ESE+ L  L + A  
Sbjct: 166 LQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELP---EQESEQLLNFLFEHAT 221 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           Q       +W  GDV +WDNRC  H+A 
Sbjct: 222 QEQFHLRWKWQDGDVAIWDNRCTQHKA 248 
 
 
>emb|CAY27266.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.5 bits (210), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHQTEDLVCLHSNMYSRGKLGLADFTEEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPFVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_348002.1| taurine dioxygenase [Pseudomonas fluorescens Pf0-1] 
 gb|ABA74013.1| putative taurine dioxygenase [Pseudomonas fluorescens Pf0-1] 
          Length = 289 
 
 Score = 85.5 bits (210), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 81/293 (27%), Positives = 123/293 (41%), Gaps = 49/293 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  +ITP    +GA + GV L+  L D     +  A+L++ +++F  QHL+ D+   F + 
Sbjct: 24  TVERITPI---IGAEIGGVDLSQPLSDEQLTEIRRAFLENHVVVFRDQHLTVDEHKAFGR 80 
 
Query: 63  RFGA-----IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            FG      +E I G D   +  ++A+   R              V    WH D T     
Sbjct: 81  LFGELRALPVEDIDGDDPELVV-IRANAQSR-------------YVAGETWHTDGTADLA 126 
 
Query: 118 MAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
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            + G++   +  PA+  GG T FA+M  A + L    +  + + +A H             
Sbjct: 127 PSMGSMLYVKETPAIGTGGDTLFANMHLALEMLSPTMQQFLGELTAIHD----------- 175 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEG 232 
                 + GY           P+V  HPETGR SL +  G  +H +  +   ES+  L   
Sbjct: 176 --GAIPWKGYEAPANLPKTEHPVVVRHPETGRKSLFVNSGFTSHIV-QLSGGESQVLLNM 232 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           L D   + P +    +W    +V WDNRC  H A  WD+  P    HSR   R 
Sbjct: 233 LFDLVAREPVLSCRVRWTPNSLVFWDNRCTQHHAV-WDY-FP----HSRYGER 279 
 
 
>ref|ZP_08152263.1| TauD/TfdA family dioxygenase [Rhodococcus equi ATCC 33707] 
 gb|EGD26110.1| TauD/TfdA family dioxygenase [Rhodococcus equi ATCC 33707] 
          Length = 268 
 
 Score = 85.5 bits (210), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 77/275 (28%), Positives = 116/275 (42%), Gaps = 45/275 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           +   T+ +TP    +GA V G+H+A L  A    +  A   H +L FP Q +       F 
Sbjct: 4   LEAATVTVTPLAGAIGAEVRGLHVAALSGADVELVRTALHDHGVLFFPEQGVDPATHRAF 63 
 
Query: 61  AKRFGAI-------ERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           A+ FG I         +G      IS +  D G+  Q +                WH D  
Sbjct: 64  AQHFGDIVYPHEHLAHLGDEGYREISVISTDNGSAYQAN---------------RWHCDV 108 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
            +    ++ ++   +V+P VGG T +++  AA DAL    R  ++  +A H +    + L 
Sbjct: 109 AWRAEPSRFSILHMQVLPEVGGDTLWSNQYAALDALSPPIREALYGLTATHRI----APL 164 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
            +V +A                 PLV  HPETGR +L +      AI G+   ES R L  
Sbjct: 165 PNVPEAR---------------HPLVIRHPETGREALFVNDLFTSAIDGVTEDES-RALL 208 
 
Query: 232 GLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRA 265 
           GL+      P      +W+ GD+ VWDN  + H A 
Sbjct: 209 GLLKTVSIRPEFTVRRRWSVGDIAVWDNHFVQHNA 243 
 
 
>emb|CAY27467.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.5 bits (210), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 64/125 (51%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A        HSL+YS+  LG    +      +       P+R 
Sbjct: 1   TEFADMRAAYDALDDETKAETEDLICEHSLMYSRGSLGFTDYSEEEKQMFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP   R SL +  HA  + GM   E    L  L + A Q   VH H+W   D+V 
Sbjct: 55  QRLVRTHPVHRRKSLYLSSHAGKVIGMTVPEGRLLLRDLNEHATQREFVHIHKWTVHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27381.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 85.5 bits (210), Expect = 9e-15,   Method: Compositional matrix adjust. 
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 Identities = 49/124 (39%), Positives = 67/124 (54%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDAL   T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFADMRAAYDALVGETKALIEDLVCEHSRIFSKGALGF------SFTEKEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V +H+W  GD+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVFSHKWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|ZP_08152264.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
 gb|EGD26111.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
          Length = 321 
 
 Score = 85.1 bits (209), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 76/266 (28%), Positives = 120/266 (45%), Gaps = 27/266 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +T  G  +GA + GVH++    A  A A+  A   + +++F GQH +++D Q  FA   
Sbjct: 20  ITVTRLGENIGALIEGVHVSGDIPAETAYAIRYALAANKVVVFRGQHHVTDDIQYRFAGT 79 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM-AWHADSTYMPVMAQGA 122 
            G+                   T    +    D+   VI G   +WH D +++  + + + 
Sbjct: 80  LGS------------------QTTTHPTLTSEDNRTLVIEGAANSWHTDVSFVDRIPKAS 121 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A  +P  GG T +A   AAY+ L    +ALV    A HS  Y  + + H  + G A  
Sbjct: 122 ILRAVDIPPYGGATTWASTTAAYEQLPAPLKALVDSLWAVHSNEYDYAGV-HADRKGIAV 180 
 
Query: 183 IGYGMDTTATPLR-----PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
             +      T L+     P+V+VHPETG  SLL+G       G+  +ES    + L +   
Sbjct: 181 NRHETMQNFTRLKFEIEHPVVRVHPETGERSLLLGHFVKNFVGLKTSESAALFQLLQERV 240 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            +        WA GD+V+WDNR   H 
Sbjct: 241 VRLENTLRWAWAPGDLVIWDNRATQH 266 
 
 
>ref|ZP_01363100.1| hypothetical protein PaerPA_01000192 [Pseudomonas aeruginosa 
PACS2] 
 ref|ZP_04936624.1| hypothetical protein PA2G_04110 [Pseudomonas aeruginosa 2192] 
 gb|EAZ60743.1| hypothetical protein PA2G_04110 [Pseudomonas aeruginosa 2192] 
          Length = 300 
 
 Score = 85.1 bits (209), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 77/283 (27%), Positives = 120/283 (42%), Gaps = 18/283 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L + P    +GA + GV L+  LD A   A+ AA ++H ++ F  Q HL +  Q  FA   
Sbjct: 14  LDVRPVAGRIGAEIRGVTLSGELDAATVEAIQAALVRHKVIFFRDQSHLDDQTQEAFAHL 73 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G        + VA   V +    R     +  +  +      +WH D T++    + ++ 
Sbjct: 74  LG--------EPVAHPTVPSREGTRFLLELDGAEGRRA----NSWHTDVTFVEAYPKASI 121 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL---GHVQQAGS 180 
             + V P  GG T +A+  +AY  L    R L  +  A HS  Y  + +     V+Q  + 
Sbjct: 122 LRSVVAPESGGDTVWANTASAYADLPAELRELADRLWAVHSNEYDYAGVKPSASVEQLEN 181 
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Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
            Y      T      P+V+VHP++G  +LL+G     + G+   +S      L     +  
Sbjct: 182 -YRKVFTSTVYETEHPVVRVHPQSGERTLLLGHFVKRLKGLSQHDSAHLFAVLQGHVTRL 240 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                 +W AGDV +WDNR   H A       PRV+    L G 
Sbjct: 241 ENTVRWRWQAGDVAIWDNRATQHYAIDDYGDQPRVVRRVTLGG 283 
 
 
>ref|YP_722716.1| taurine dioxygenase [Trichodesmium erythraeum IMS101] 
 gb|ABG52243.1| Taurine dioxygenase [Trichodesmium erythraeum IMS101] 
          Length = 316 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 67/276 (24%), Positives = 106/276 (38%), Gaps = 39/276 (14%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
               + P    +GA + G+ L  TL D     +    +++ ++ F  Q L+   Q+ FA+ 
Sbjct: 19  NNFNVYPLAGRIGAEIVGLDLKQTLSDETIHDIRQVLIKYKVIFFRQQELTEISQVAFAR 78 
 
Query: 63  RFGAIERI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           +FG +           G  +I      + D    Q                  WH D T+ 
Sbjct: 79  QFGILTTAHPLLSSLPGHPEIFDFDYGRMDNRTNQ------------------WHTDVTF 120 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +      ++  A  +PAVGG T +A+   AY  +    R   +Q  A HS  Y+   LG  
Sbjct: 121 IDRPPFASILRAVEIPAVGGDTIWANTVTAYQDMPIPLRNFANQLWAVHSNTYN-DYLGA 179 
 
Query: 175 V-------QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 227 
                   Q+ G  +      T    L P+V+V P++G   L IG     + G    ES  
Sbjct: 180 TANISKKRQELGKIFTSIEYQT----LHPVVQVVPDSGERGLFIGAFVRQLQGFSINESM 235 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
           + L+ L  +  +        W  GD+  WDNR   H 
Sbjct: 236 QILKILQSYIIRPENTVRWHWEQGDIAFWDNRVTQH 271 
 
 
>ref|YP_558866.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia xenovorans LB400] 
 gb|ABE30814.1| Putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia xenovorans LB400] 
          Length = 315 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 74/286 (25%), Positives = 122/286 (42%), Gaps = 16/286 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++++TP  A +GA + GV L   L+    A + AA L+  ++ F  Q L+++Q + F+ + 
Sbjct: 11  SIEVTPLSAHIGAEIHGVDLTQKLEARQIAEIRAALLKWRVVFFREQFLTHEQHVAFSAQ 70 
 
Query: 64  FGAIERIG---GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           FG +  +G    G +     V +    R+ +  E   + +   G   WH D T        
Sbjct: 71  FGELT-LGHPVFGHVEGHPEVYSISKYRKATRFEGQTLQRPWTG---WHTDVTAAVNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++ AAY  L    R+ V      H         G        
Sbjct: 127 ASILRGVTIPPYGGDTQWTNLVAAYQKLSAPLRSFVDGLRGIHRFTPPAGASG-----TQ 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A++            PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFVEAVEQRILVTEHPLVRVHPETGERALYVSPSFLKSIVGVSPRESQVLLELLWEHVTR 241 
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Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W AG V  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTVRFKWQAGSVAFWDNRATAHLAPTDIFDLDFDRQLYRTTLVG 287 
 
 
>ref|YP_002008878.1| taurine dioxygenase [Cupriavidus taiwanensis LMG 19424] 
 emb|CAQ72826.1| Putative taurine dioxygenase [Cupriavidus taiwanensis LMG 19424] 
          Length = 282 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 73/273 (26%), Positives = 117/273 (42%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLD-DAG-FAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +   P   T+GA +TGV LA    DAG FA + A  LQ+ +L    Q ++  + + FA++ 
Sbjct: 1   MHAEPLTCTIGAELTGVSLADASRDAGLFAEIKALLLQYKVLFLRDQDITRAEHVAFARQ 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       V  S+ +  G V+ +   +     KV     A+H D+T+      G V 
Sbjct: 61  FGELE----DHPVVGSDPEHPGLVQIYKSPD----SKVEHYENAFHCDATWRQAPPMGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 PAVGG T + +M  AY  L +  +A +    A+HS+ ++       ++  +    
Sbjct: 113 LRCVETPAVGGDTIWVNMGEAYRRLPQDIKARIEGLRAKHSIEHTFGANMAPEKRAALAA 172 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE-------GLVDW 236 
            + M        P+V+ HPETG   L +             +  RF +        L+ + 
Sbjct: 173 QFPMVE-----HPVVRTHPETGEKILFVNAFTSHFANYHRGDVIRFGKDFMPGAGDLLHY 227 
 
Query: 237 ACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
            C    +  +Q    W    V +WDNRC  H A 
Sbjct: 228 LCAQAEIPEYQVRWRWKKHSVAIWDNRCTQHYA 260 
 
 
>ref|ZP_06415883.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC81286.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 288 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 75/285 (26%), Positives = 120/285 (42%), Gaps = 31/285 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           Q++L + P   T+GA ++GV L   L       + AA L++ ++ F  Q L+  Q   FA 
Sbjct: 10  QSSLDVQPLQPTIGAEISGVDLREPLTPEVRDQIKAALLKYKVVFFRDQELTQAQHEDFA 69 
 
Query: 62  KRFGAI-ERIGGGD--------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           + FG +    G G+        I  I++       + H+P   DD+ +       +H D+ 
Sbjct: 70  RHFGPLYTHPGAGNAGPDISPSIHRIASEDFKKYEKAHTPQAGDDVWE------PYHTDT 123 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           ++  V   GAV  A  +P VGG T + D   AY  L +  +A +      H    +  +  
Sbjct: 124 SWRLVPTWGAVLRAVNLPEVGGDTIWVDAALAYQGLPDDVKARLEGHHVTHDYRAALHQS 183 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
           GH     +               P+V++H ETG  +L +       I G+D AES   L  
Sbjct: 184 GHDYPVVA--------------HPVVRLHRETGEKTLWVNFTQRPTIVGLDRAESRELLT 229 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
            ++D   +        W  G V  WDNR  +H A       PR++ 
Sbjct: 230 AVIDQYRKPANQVRFSWRPGSVAFWDNRATVHYAVRNYGTFPRLL 274 
 
 
>ref|ZP_04662843.1| taurine dioxygenase [Acinetobacter baumannii AB900] 
          Length = 293 
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 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 68/276 (24%), Positives = 110/276 (39%), Gaps = 38/276 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L++     +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  G---------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           G         +IE +   +++ + + K D                 +  N  WH D T+  
Sbjct: 67  GTLHVHPIYPSIEDVP--EVMVLDSWKQD-----------------LRDNELWHIDVTFS 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLG 173 
                G V  A  +P VGG T ++   AA+  L    +  +   +A H +   +   +   
Sbjct: 108 KTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQQKLRGLTATHDIRKSFPLERFA 167 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERF 229 
           H ++     +          + P+V+ HP TG P L +      H + +P     ESE+  
Sbjct: 168 HNEEEREKLLQ-TFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELP---EQESEQL 223 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  L   A Q       +W  GDV +WDNRC  H+A 
Sbjct: 224 LNFLFGHATQEQFHLRWKWQDGDVAIWDNRCTQHKA 259 
 
 
>ref|ZP_04382852.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN90245.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
          Length = 305 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 74/284 (26%), Positives = 113/284 (39%), Gaps = 41/284 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
             +TP    +GA ++ + L    +     +  A L+  ++ F  Q +S+     FA  +G 
Sbjct: 39  FTLTPVTPFIGAEISDIDLRDPSEEQIEDVRRALLEWKVVFFRDQPISSVNHRDFAAHWG 98 
 
Query: 66  AIE---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            +E    +  G++ A+   +      + SP               WH D T+      G+ 
Sbjct: 99  ELEVHPLLPQGEVPAVVRFERG----EDSPG----------TENIWHVDVTWTKTPPLGS 144 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK---LGHVQQAG 179 
           V  A  VP  GG T +ADM  A+D L +  + L+  + A H  V S  +      ++Q   
Sbjct: 145 VLRAIDVPPAGGDTLWADMGNAFDCLPDEIKDLIDGKDAIHDFVPSFGRGMSPEKLEQMK 204 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV---- 234 
             Y           L P+V+ HPETGR +L +       IP MD  E    L  L      
Sbjct: 205 EQYPPV--------LHPMVRKHPETGRKTLFVNSLFTTHIPDMDPVEGNDLLNLLFAQVK 256 
 
Query: 235 --DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
             D+ C+       +WA   +  WDNR   H A    F   RVM 
Sbjct: 257 VPDFQCR------FKWAPNSIAFWDNRATQHYAASDYFPHRRVM 294 
 
 
>ref|YP_002767959.1| dioxygenase [Rhodococcus erythropolis PR4] 
 dbj|BAH35220.1| putative dioxygenase [Rhodococcus erythropolis PR4] 
          Length = 282 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 74/284 (26%), Positives = 113/284 (39%), Gaps = 41/284 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
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             +TP    +GA ++ + L    +     +  A L+  ++ F  Q +S+     FA  +G 
Sbjct: 16  FTLTPVTPFIGAEISDIDLRDPSEEQIEDVRRALLEWKVVFFRDQPISSLNHRDFAAHWG 75 
 
Query: 66  AIE---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            +E    +  G++ A+   +      + SP               WH D T+      G+ 
Sbjct: 76  ELEVHPLLPQGEVPAVVRFERG----EDSPG----------TENIWHVDVTWTKTPPLGS 121 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK---LGHVQQAG 179 
           V  A  VP  GG T +ADM  A+D L +  + L+  + A H  V S  +      ++Q   
Sbjct: 122 VLRAIDVPPAGGDTLWADMGNAFDCLPDEIKDLIDGKDAIHDFVPSFGRGMSPEKLEQMK 181 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV---- 234 
             Y           L P+V+ HPETGR +L +       IP MD  E    L  L      
Sbjct: 182 EQYPPV--------LHPMVRKHPETGRKTLFVNSLFTTHIPDMDPVEGNDLLNLLFAQVK 233 
 
Query: 235 --DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
             D+ C+       +WA   +  WDNR   H A    F   RVM 
Sbjct: 234 VPDFQCR------FKWAPNSIAFWDNRATQHYAASDYFPHRRVM 271 
 
 
>emb|CAY27496.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEEIKTECENLICEHSQLFSRSILGFTDFTDDERRRFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA AI G    E+  FL  L++ + Q   V++HQW   D+V 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGWLVPEARAFLRDLIEHSTQPQLVYSHQWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_04891715.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1655] 
 gb|EDU12699.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1655] 
          Length = 277 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 80/293 (27%), Positives = 114/293 (38%), Gaps = 29/293 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L +T     LGA V  V L+   DA    +  A   H +L F GQ LS  +   FA   
Sbjct: 2   TRLTLTRLTPALGAIVDDVDLSNATDALRDDIRGALAHHQVLFFRGQRLSAARHRDFAAG 61 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 62  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL    +A +   +A+H     +   + G  
Sbjct: 105 TPPRASILAAHTLPETGGDTLWGSGFAAYDALSGRVKAQLDGLTAQHDFTKSFPLKRFG- 163 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
           V     A       T  +   P+V+ HPETGR +L +       I G+   E    L  L 
Sbjct: 164 VTAEDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDGLPEEEGAALLRFL 223 
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Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
                +       +W  GDV  WDNR  +H A     K  RVM  + + G RP 
Sbjct: 224 FAHQSRPEFTLRWRWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 276 
 
 
>ref|ZP_04520779.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           pseudomallei MSHR346] 
 gb|EEP49693.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia 
           pseudomallei MSHR346] 
          Length = 277 
 
 Score = 85.1 bits (209), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 80/293 (27%), Positives = 114/293 (38%), Gaps = 29/293 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L +T     LGA V  V L+   DA    +  A   H +L F GQ LS  +   FA   
Sbjct: 2   TRLTLTRLTPALGAIVDDVDLSNATDALRDDIRVALAHHQVLFFRGQRLSAARHRDFAAG 61 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 62  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL    +A +   +A+H     +   + G  
Sbjct: 105 TPPRASILAAHTLPETGGDTLWGSGFAAYDALSGRVKAQLDGLTAQHDFTKSFPLKRFG- 163 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
           V     A       T  +   P+V+ HPETGR +L +       I G+   E    L  L 
Sbjct: 164 VTAEDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDGLPEEEGAALLRFL 223 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
                +       +W  GDV  WDNR  +H A     K  RVM  + + G RP 
Sbjct: 224 FAHQSRPEFTLRWRWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 276 
 
 
>gb|ADC34028.1| TfdA-like protein [uncultured bacterium] 
          Length = 197 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 64/210 (30%), Positives = 93/210 (44%), Gaps = 17/210 (8%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FAK+FG        + V    +K        +P    +  +   G + WH+D+TY+ 
Sbjct: 1   QQIAFAKKFG--------EPVEYPQLKGLPESPFITPVVKLEHERNNFGGI-WHSDTTYL 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR---SARHSLVYSQSKL 172 
           PV   G++  A  VP  GG T FA+   AY+ L    R  +      SA      ++++  
Sbjct: 52  PVPPMGSMLLAREVPPYGGDTLFANQYLAYETLSAGLRRTLDGLIGVSASSKADVTKTRE 111 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
             ++QAGS      ++       PLV+ HPETGR +L     H   I G    ES   L+ 
Sbjct: 112 DALKQAGSGATPKNLEAE----HPLVRTHPETGRKALYTSVAHTAHIKGWTEKESLPLLQ 167 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            L D   +        W AG +  WDNRC+ 
Sbjct: 168 FLWDHQTKPEFTCRFGWKAGSLAFWDNRCV 197 
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>ref|ZP_06637645.1| taurine dioxygenase [Serratia odorifera DSM 4582] 
 gb|EFE97368.1| taurine dioxygenase [Serratia odorifera DSM 4582] 
          Length = 282 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 81/299 (27%), Positives = 126/299 (42%), Gaps = 36/299 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA V  V LA  L D  F  L+ A L+H +L F  Q ++  QQ   A RF 
Sbjct: 5   LVITPLGPHIGALVENVTLARPLGDGQFEQLYHALLKHQVLFFRNQPITPLQQRDLAGRF 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN---------MAWHADSTYM 115 
           G +          I  V    +          D+ ++IV +           WH D T++ 
Sbjct: 65  GDLH---------IHPVYPHAS----------DVEEIIVLDTDDNNPPDNDNWHTDVTFI 105 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                GA+ +A+ +P+ GG T +A   AA+DAL    + L+    A H    S  +  H  
Sbjct: 106 DNPPLGAILAAKRLPSTGGDTLWASGIAAFDALSTPFKQLLSGLRAEHDFTKSFPEYKH- 164 
 
Query: 176 QQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           + +   +  +       P  L P+V+ HP +G+ +L +       I  +   ES+  L G 
Sbjct: 165 RGSEEQHQRWRQAVQNNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDLSPKESDALL-G 223 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RPETEG 289 
            +      P      +W   D+ +WDNR   H A        R+M  + + G +P  +G 
Sbjct: 224 FLFAHITKPEFQVRWRWQENDIAIWDNRVTQHYANADYLPQRRIMHRATVLGDKPFYKG 282 
 
 
>emb|CAY27398.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 66/124 (53%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDAL E  +A +    A HS+ YS+ +LG        + G   +     +  
Sbjct: 1   TEFADMRAAYDALPEDMKARLEGLQAHHSIAYSRQRLGF------EFSGDEAERLKGAVH 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+  P TGR SL +  HA+ I G    +    L  L + A Q   V+ H W AGD+V+ 
Sbjct: 55  PLVRTLPRTGRRSLYLASHANRILGWSVPDGRLLLLDLTEHATQRQFVYRHAWRAGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>emb|CAY27297.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFGDMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADFTEEECRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPFVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
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Sbjct: 115 MWDNR 119 
 
 
>ref|YP_003491531.1| dioxygenase [Streptomyces scabiei 87.22] 
 emb|CBG72991.1| putative dioxygenase [Streptomyces scabiei 87.22] 
          Length = 305 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 76/289 (26%), Positives = 115/289 (39%), Gaps = 30/289 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T++I    A +GA V+GV ++  L +   AAL  A   H  L+    +L +    +F +  
Sbjct: 2   TIEIQKVTARIGARVSGVDISRPLGEETVAALREALNVHKALVLDDVNLDDASHQSFVRH 61 
 
Query: 64  FGAIERI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG I           G   ++ + + +                         WH D T++ 
Sbjct: 62  FGDITTAHPTVAAVEGAASVLPVDSERGRAN--------------------HWHTDVTFV 101 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               Q     +  +P  GG T  A+  AAY  L E  R L     A H+  Y  +      
Sbjct: 102 LNPPQATTLRSITIPPYGGETLIANAAAAYRDLPEPLRRLADGLWAEHTNDYDYAVPDEE 161 
 
Query: 176 QQAGSAYIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
             A  A       + T   + P+V+VHP TG   L IG  A  I G+   ES + L+ L  
Sbjct: 162 IDAERAEQRARFTSITYRTVHPVVRVHPLTGERGLFIGGFAQRIVGLSLGESRKILDLLQ 221 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +  +   V  H+W+   +VV+DNR   H A      LPR +    +AG 
Sbjct: 222 SYVTRPENVLRHRWSENQLVVFDNRITQHYAIDNYDGLPRRLHRVTVAG 270 
 
 
>emb|CAY27379.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 66/124 (53%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAA+D LD  T+ALV      HS +YS+ +LG        +        A   + 
Sbjct: 1   TEFADMRAAWDTLDADTKALVRDMLCEHSRLYSRGELGF------RFTEEEEKKFAPVQQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  H  AI G    E+   L  L + A Q  RV+AH+W   D+V+ 
Sbjct: 55  RLVRRHPSTGRLSLYLSSHGGAITGWPLPEARALLRELTEHATQRERVYAHKWQRYDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|YP_112297.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Burkholderia pseudomallei K96243] 
 ref|YP_336597.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Burkholderia pseudomallei 1710b] 
 ref|YP_001077129.1| TauD/TfdA family dioxygenase [Burkholderia pseudomallei 1106a] 
 ref|ZP_01768562.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
 ref|ZP_02408636.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           DM98] 
 ref|ZP_02417096.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
14] 
 ref|ZP_02453208.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
91] 
 ref|ZP_02461344.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 9] 
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 ref|ZP_02476842.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           B7210] 
 ref|ZP_02495489.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           NCTC 13177] 
 ref|ZP_02511571.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           BCC215] 
 ref|ZP_03455696.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 ref|ZP_03794813.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 
9] 
 ref|ZP_04521425.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei MSHR346] 
 ref|ZP_04812401.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 ref|ZP_04889061.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1655] 
 ref|ZP_04893535.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
           52237] 
 ref|ZP_04899052.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
 ref|ZP_04954640.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
 ref|ZP_04964051.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
 emb|CAH39780.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Burkholderia pseudomallei K96243] 
 gb|ABA52088.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Burkholderia pseudomallei 1710b] 
 gb|ABN95296.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1106a] 
 gb|EBA47004.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 305] 
 gb|EDO83624.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
 gb|EDO90373.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pasteur 
           52237] 
 gb|EDS82064.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei S13] 
 gb|EDU10045.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 1655] 
 gb|EEC32685.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 576] 
 gb|EEH24687.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 9] 
 gb|EEP50339.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei MSHR346] 
 gb|EES23026.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1106b] 
 gb|EET04162.1| dioxygenase, TauD/TfdA family [Burkholderia pseudomallei 1710a] 
          Length = 282 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 79/273 (28%), Positives = 110/273 (40%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P    +GA + GV LA    DD  FA + AA L H +L    Q ++  + + FA+R 
Sbjct: 1   MRIEPLTCAIGAELVGVCLADAAHDDGLFAEIRAALLAHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G VR +   E  +         AWH D+T+      G V 
Sbjct: 61  FGELE----DHPVAGSDPDHPGLVRIYKTPEQPNEHY----ENAWHTDATWRQAPPLGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T +A+M  AY+ L E  +A +    ARHS+   ++  G           
Sbjct: 113 LRCVACPEVGGDTMWANMVLAYENLPEHVKAQIADLRARHSI---EASFGAAMPIDGRLA 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAESERFLEGL 233 
                  A    P+V+ HPETG   L +             A    G DA      L G  
Sbjct: 170 LKAQFPDAE--HPVVRTHPETGEKVLFVNAFTTHFTNYHTPARVRVGQDANPGAALLLGY 227 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +      P      +W    V +WDNR   H A 
Sbjct: 228 LLSQAYIPEYQVRWRWRKNSVAIWDNRSTQHYA 260 
 
 
>ref|YP_002780830.1| dioxygenase [Rhodococcus opacus B4] 
 dbj|BAH51885.1| putative dioxygenase [Rhodococcus opacus B4] 
          Length = 304 
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 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 74/278 (26%), Positives = 118/278 (42%), Gaps = 34/278 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + ++ P   +LGA +  V+L  +  DDA FA L    L++ +L F  Q +S  + +  A+ 
Sbjct: 22  SFRLAPMTCSLGAELFDVNLGDVSRDDALFAELRELLLEYKVLFFRDQDMSRAEHVALAE 81 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           RFG +E       VA S+    G VR +    SPAE  +         A+H D+T+     
Sbjct: 82  RFGPLE----DHPVAGSDPAHPGLVRIYKDLDSPAEHYEN--------AFHCDATWRENP 129 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             G V  A   P VGG T + +M  AY+ L +  +  +    ARHS+   ++  G  Q   
Sbjct: 130 PMGCVLRAVETPPVGGDTIWVNMALAYEKLPDGVKKQIEGLRARHSI---EASFGAAQTE 186 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-------LE 231 
                 +     A    P+V+ HP+TG   L +   A         ++ R+          
Sbjct: 187 EQRRALHQRFPDAE--HPVVRTHPDTGEKILFVNSFATHFVNYHTPDNIRYGIDYAPGSS 244 
 
Query: 232 GLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
            L+++      +  +Q    W    V +WDNR   H A 
Sbjct: 245 NLLNYLISQASIPEYQVRWRWTPNSVAIWDNRSTQHYA 282 
 
 
>ref|ZP_07004378.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
 gb|EFI00380.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
          Length = 286 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 85/298 (28%), Positives = 129/298 (43%), Gaps = 48/298 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLD-DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V+GV L+    +     +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 21  TVNRLTPI---IGAEVSGVDLSQPPGEEQLTEIRRAFLENHVLVFRDQHLTVEQHKAFGR 77 
 
Query: 63  RFG-----AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            FG      +E I G D   +  V+A+   R                   WH D T     
Sbjct: 78  LFGPLRALPVESIDGDDPELVV-VRANAQSR-------------FAAGELWHTDGTADLE 123 
 
Query: 118 MAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            + G++   +  PA+  GG T FA+M  A + L  A +A + + +A H         G + 
Sbjct: 124 PSMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQAFLGELTAIHD--------GEI 175 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEG 232 
                 + GY           P+V  HPETGR SL +  G  +H +  + A ES   L   
Sbjct: 176 -----PWKGYQPPANLPKSEHPVVVRHPETGRRSLFVNSGFTSHIV-QLSAGESRTLLNM 229 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
           L D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 230 LFDLIAREPCLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPQ 285 
 
 
>ref|ZP_08155875.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
 gb|EGD22661.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
          Length = 299 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 78/277 (28%), Positives = 114/277 (41%), Gaps = 32/277 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
            L   P   ++GA V GV L  +  DD  FA L +  L+H +L F  Q +S  + +  A+ 
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Sbjct: 17  NLDARPLTCSIGAEVHGVDLGEVSRDDVLFAELKSRLLEHKVLFFRDQDMSRAEHVALAQ 76 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           RFGA+E       V  S+ +  G VR +   + D   +      A+H D+T+      G  
Sbjct: 77  RFGALE----DHPVVGSDPEHPGLVRIYK--DLDSAPEAF--ENAYHCDATWRVNPPMGC 128 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      PAVGG T + +M  AY  L E  +  +    ARHS+  S      ++Q      
Sbjct: 129 VLRCVEGPAVGGDTIWVNMALAYARLPERVKERIEGLRARHSIEASFGARLPIEQRLEL- 187 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA-- 240 
                +       P+V+VHPETG   L +      +     AE+ R     +D+A  A   
Sbjct: 188 ----KERFPDAEHPVVRVHPETGEKILFVNSFTTHLTNFHTAENVR---SGIDYAPGAGD 240 
 
Query: 241 -----------PRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                      P      +W    V +WDNR   H A 
Sbjct: 241 LLRYLQTQATIPEYQVRWRWTKNSVAIWDNRSTQHYA 277 
 
 
>ref|YP_299246.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ64402.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 280 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 76/301 (25%), Positives = 125/301 (41%), Gaps = 43/301 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +Q+ P   ++GA +TGV L  +  DD+  A + A  L+H +L F  Q ++ D  + FAKR 
Sbjct: 1   MQVNPLTCSIGAELTGVQLGNVARDDSLHAEIKALLLKHRVLFFRDQEMTRDDHVAFAKR 60 
 
Query: 64  FGAIERIGGGDIVA-----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           FG +E     + V      I  VK++   R H                 +H+D+++     
Sbjct: 61  FGDLEDHPVANTVPGYPGLIEIVKSEK--RDHF-------------ENTYHSDASWRANP 105 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            +GAV      P VGG T + +M  AY  L E  +  +    A+H + +S   +   ++  
Sbjct: 106 PRGAVLRCISCPEVGGDTIWVNMVDAYKNLPEEIKQKIEGLRAKHGIEHSFGAIMSTEER 165 
 
Query: 179 GSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG---- 232 
                         PL   P+V+ HP+TG   L +   +         E+ RF +      
Sbjct: 166 EEL-------VRKHPLVDHPVVRTHPDTGEKILYVTPFSTHFINYHTPENVRFGQDKTPG 218 
 
Query: 233 ---LVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-R 284 
              L+++      +  +Q    W    V +WDN    H A    +  PR M  + + G R 
Sbjct: 219 ASLLLNYLLSQAAIPEYQVRFRWRPNSVAIWDNMATQHYAVSDYWPAPRRMERATIMGDR 278 
 
Query: 285 P 285 
           P 
Sbjct: 279 P 279 
 
 
>ref|YP_001206008.1| putative dioxygenase; putative taurine dioxygenase 
[Bradyrhizobium 
           sp. ORS278] 
 emb|CAL77783.1| putative dioxygenase; putative taurine dioxygenase [Bradyrhizobium 
           sp. ORS278] 
          Length = 230 
 
 Score = 84.7 bits (208), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 75/275 (27%), Positives = 108/275 (39%), Gaps = 72/275 (26%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           + +Q+ PTG  LGA V  V L + DD  FA+   A L+H +L+   Q L++     F++R 
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Sbjct: 14  SLVQVLPTGKALGAEVCNVDLRSFDDWAFASFMRALLKHQVLLVRWQRLTDRDIAAFSRR 73 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV-MAQGA 122 
           FG                                           HAD  Y      +G  
Sbjct: 74  FG-------------------------------------------HADLHYTSYGTTRGE 90 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
             S            F  + AAYDAL  A R+ V     R   + +         AG    
Sbjct: 91  SLS------------FCSLYAAYDALSPAMRSRVAHLKVRQRTIDTADDGRRTIFAG--- 135 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAP 241 
                     P+ PLV +H +TGR  L +G+  H+ + G++  ESE  L  L   A +   
Sbjct: 136 ----------PVHPLVGLHADTGRSMLALGQRRHSYVVGLEQDESEALLNDLWQLAERPE 185 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               H    GD++VWD RC +HR E  D  +PR++ 
Sbjct: 186 FSWTHTCRGGDLIVWDTRCTIHRHEAPD--MPRLL 218 
 
 
>ref|YP_583867.1| taurine catabolism dioxygenase TauD/TfdA [Cupriavidus metallidurans 
           CH34] 
 gb|ABF08598.1| Taurine dioxygenase [Cupriavidus metallidurans CH34] 
          Length = 282 
 
 Score = 84.7 bits (208), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 73/274 (26%), Positives = 118/274 (43%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +Q+ P    +GA + GV+LA     D  FA + A  L+H ++    Q  S  + + FA+R 
Sbjct: 1   MQVKPLTCAIGAELVGVNLADAIKSDDLFAEIRAQLLKHRVVFLRDQTFSRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+T+      GA 
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDTTWREAPQFGA 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L +  ++ +    ARHS+  S   +  +++  +   
Sbjct: 112 VLRCVECPPVGGDTMWANMALAYENLPDHIKSQIADLRARHSIEASFGAVMPIEKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE-------GLVD 235 
             Y          P+V+ HP+TG   L +                RF +        L+  
Sbjct: 172 ERY-----PDAEHPVVRTHPDTGEKILYVNAFTTHFTNYHTPARVRFGQDGNPGATDLLR 226 
 
Query: 236 WACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
           +      +  +Q    W    V +WDN    H A 
Sbjct: 227 YLISQAYIPEYQVRWRWQPNSVAIWDNTATQHYA 260 
 
 
>ref|YP_788349.1| hypothetical protein PA14_02420 [Pseudomonas aeruginosa UCBPP-PA14] 
 ref|ZP_06876179.1| hypothetical protein PaerPAb_01050 [Pseudomonas aeruginosa PAb1] 
 gb|ABJ15148.1| putative alkylsulfatase [Pseudomonas aeruginosa UCBPP-PA14] 
          Length = 300 
 
 Score = 84.7 bits (208), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 76/282 (26%), Positives = 117/282 (41%), Gaps = 16/282 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           L + P    +GA + GV L+  LD A   A+ AA ++H ++ F  Q HL +  Q  FA   
Sbjct: 14  LDVRPVAGRIGAEIRGVTLSGELDAATVEAIQAALVRHKVIFFRDQSHLDDQTQEAFAHL 73 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G        + VA   V +    R     +  +  +      +WH D T++    + ++ 
Sbjct: 74  LG--------EPVAHPTVPSREGTRFLLELDGAEGRRA----NSWHTDVTFVEAYPKASI 121 
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Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS--KLGHVQQAGSA 181 
             + V P  GG T +A+  +AY  L    R L  +  A HS  Y  +  K     +     
Sbjct: 122 LRSVVAPESGGDTVWANTASAYADLPAELRELADRLWAVHSNEYDYAGVKPSASLEQLEN 181 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
           Y      T      P+V+VHP++G  +LL+G     + G+   +S      L     +   
Sbjct: 182 YRKVFTSTVYETEHPVVRVHPQSGERTLLLGHFVKRLKGLSQHDSAHLFAVLQGHVTRLE 241 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                +W AGDV +WDNR   H A       PRV+    L G 
Sbjct: 242 NTVRWRWQAGDVAIWDNRATQHYAIDDYGDQPRVVRRVTLGG 283 
 
 
>ref|YP_003278927.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
 gb|ACY33631.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
          Length = 303 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 68/275 (24%), Positives = 118/275 (42%), Gaps = 27/275 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +L++ P   ++GA ++ VHL  A  D+   A +  A L+H ++ F  Q ++  + + FA+ 
Sbjct: 20  SLEVNPLTCSIGAELSNVHLGAAAEDEGLMAEIRQALLKHRVIFFRDQDITRAEHVAFAR 79 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           +FG +E       V  S+ +  G V+ +   +      +     +WH D+T+      G  
Sbjct: 80  KFGELE----DHPVVGSHPEHPGLVQIYKTPD----NPLDRNENSWHTDATWREQPPMGC 131 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T + +M  AY+ L +  +  +    ARHS+  S   +  +++  +   
Sbjct: 132 VLRCVECPPVGGDTMWVNMVMAYENLPDDIKVKIEHLRARHSIEASFGAVMPIEKRLALK 191 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-----------AHAIPGMDAAE-SERFL 230 
             Y          P+V++HPETG   L +              A+   G+D +  S + L 
Sbjct: 192 AQY-----PDAEHPVVRIHPETGEKILFVNSSFTTHFTNYNTPANVRFGLDKSPGSSQLL 246 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             L   A         +W+   V  WDNR   H A 
Sbjct: 247 NYLTSQAMIPEYQVRFKWSKNSVAFWDNRSTQHYA 281 
 
 
>ref|ZP_05127632.1| alpha-ketoglutarate-dependent taurine dioxygenase [gamma 
           proteobacterium NOR5-3] 
 gb|EED31660.1| alpha-ketoglutarate-dependent taurine dioxygenase [gamma 
           proteobacterium NOR5-3] 
          Length = 274 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 69/262 (26%), Positives = 112/262 (42%), Gaps = 15/262 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP    LGA + G+ L+  L +   A L     ++ ++ F  Q +S ++Q   A  F 
Sbjct: 2   LAITPLAGALGAQIHGLDLSQDLSEGDAAKLRQLLNEYEVIFFRDQDISGERQRDLALAF 61 
 
Query: 65  GAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           G ++       +  I  +    T+ + +P   ++  K+     AWH+D T+      G V 
Sbjct: 62  GPLQVHPAYKTVEGIPEL----TILESTP---ENPTKI----EAWHSDMTFREHPPMGTV 110 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
             + VVP  GG T +A M  AYDAL  A ++ +   +A H   +   K    +  G   + 
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Sbjct: 111 LKSVVVPPKGGDTMWASMTTAYDALSPAMQSFLGGLTAVHDFSWG-FKESIAEPGGRERL 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
              +        P+++VHPET R  + +       I G+  +ES   LE L          
Sbjct: 170 AAAIAANPPVRHPVIRVHPETNRKVIFVNSLFTTHIEGLAPSESRAILEFLFAHVTTVEF 229 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHR 264 
               QW    + +WDNR   H+ 
Sbjct: 230 TVRFQWQPHSIAIWDNRSTQHK 251 
 
 
>ref|ZP_06462103.1| taurine dioxygenase [Pseudomonas syringae pv. aesculi str. 
           NCPPB3681] 
 ref|ZP_06480863.1| taurine dioxygenase [Pseudomonas syringae pv. aesculi str. 2250] 
          Length = 289 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 85/298 (28%), Positives = 129/298 (43%), Gaps = 48/298 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLD-DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V+GV L+    +     +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 24  TVNRLTPI---IGAEVSGVDLSQPPGEEQLKEIRRAFLENHVLVFRDQHLTVEQHKAFGR 80 
 
Query: 63  RFG-----AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
            FG      +E I G D   +  V+A+   R              V    WH D T     
Sbjct: 81  LFGPLRALPVESIDGDDPELVV-VRANAQSR-------------FVAGELWHTDGTADLE 126 
 
Query: 118 MAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            + G++   +  PA+  GG T FA+M  A + L  A +A + + +A H         G + 
Sbjct: 127 PSMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQAFLGELTAIHD--------GEI 178 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEG 232 
                 + GY           P+V  HPETGR SL +  G  +H +  +   ES   L   
Sbjct: 179 -----PWKGYQPPANLPKSEHPVVVRHPETGRRSLFVNSGFTSHIV-QLSPGESRTVLNM 232 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
           L D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 233 LFDLIAREPCLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPQ 288 
 
 
>emb|CAY27372.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 53/127 (41%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA--TP 193 
           T FADMRA  D+LD  T+AL       HS +YS+  LG        +  +  D  A   P 
Sbjct: 1   TEFADMRAGRDSLDPETQALCEDLICEHSQIYSRQILG--------FTDFTDDERARFAP 52 
 
Query: 194 LRP-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
           +R  LV+ HP TGR SL +  HA  I G     +  FL  LV+ A Q   V++HQW  GD 
Sbjct: 53  VRQVLVRTHPVTGRKSLYLSSHAGGIEGWPVPGACAFLRDLVEHATQRQFVYSHQWRVGD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>ref|YP_001439004.1| taurine dioxygenase [Cronobacter sakazakii ATCC BAA-894] 
 gb|ABU78168.1| hypothetical protein ESA_02939 [Cronobacter sakazakii ATCC BAA-894] 
          Length = 283 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 500



 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 73/288 (25%), Positives = 123/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + ITP G  +GA V+ ++LA  L D+ F  L+ A ++H +L    Q ++  QQ   A RF 
Sbjct: 5   ITITPLGPYIGALVSDINLARPLSDSQFEQLYHALIRHQVLFVRDQPITPQQQRALAMRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH--VQ 176 
             GA+ +A+ +P  GG T +    AA++AL    + L+    A H    S  +  H   + 
Sbjct: 109 PAGAILAAKALPPTGGDTLWTSGIAAFEALSAPFQQLLSGLRAEHDFRKSFPEWKHTKTE 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    +I   ++     L P+V+ HP +G+ +L +       I  +   ES+  L  L   
Sbjct: 169 EEHQRWIT-AVEKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSPKESDALLNFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   DV +WDNR   H A        RVM  + + G 
Sbjct: 228 HITKPEFQVRWRWQENDVALWDNRVTQHYANADYLPARRVMHRATILG 275 
 
 
>ref|ZP_04636549.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           intermedia ATCC 29909] 
 gb|EEQ19297.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           intermedia ATCC 29909] 
          Length = 285 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 76/289 (26%), Positives = 125/289 (43%), Gaps = 28/289 (9%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +TP G  +GA V  +++A  L D+ F  L+ A L+H +L F  Q ++  QQ   A RFG  
Sbjct: 3   VTPLGPHIGALVENINIARPLGDSQFEQLYHALLKHQVLFFRNQPITPLQQRELAGRFGD 62 
 
Query: 67  IE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +            + + + +   D      +P + D+          WH D T++      
Sbjct: 63  LHIHPVYPHTKECEEIIVLDTHND------NPPDNDN----------WHTDVTFIANPPL 106 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           GA+ +A+ +P+ GG T ++   AAY+AL    + L+    A H   +S  +  H +     
Sbjct: 107 GAILAAKQLPSTGGDTLWSSGIAAYEALSAPFKQLLAGLQAEHDFAHSFPEHKH-RVTPE 165 
 
Query: 181 AYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
            +  + +     P  L P+V+ HP +GR +L +       I  +   ES+  L  L     
Sbjct: 166 EHQRWLLAKKNNPPILHPVVRTHPVSGRQALFVNEGFTTRIVELSDKESDALLRFLFAHT 225 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
            +       +W   DV +WDNR   H A        RVM  + + G RP 
Sbjct: 226 TKPEFQVRWRWQQDDVAMWDNRVTQHYANADYLPQRRVMHRATILGDRP 274 
 
 
>ref|ZP_04632718.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           frederiksenii ATCC 33641] 
 gb|EEQ14605.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Yersinia 
           frederiksenii ATCC 33641] 
          Length = 276 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 75/290 (25%), Positives = 123/290 (42%), Gaps = 30/290 (10%) 
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Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +TP G  +GA V  +++A  L D  F  L+ A L+H +L F  Q ++  QQ   A RFG  
Sbjct: 1   MTPLGPHIGALVENINIARPLGDGQFEQLYHALLKHQVLFFRNQPITPIQQRLLASRFGD 60 
 
Query: 67  IE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ +           ++P + D+          WH D T++     
Sbjct: 61  LHIHPVYPHTKECEEIIVLD-------THDNNPPDNDN----------WHTDVTFIENPP 103 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            GA+ +A+ +P  GG T ++   AAY+AL    + L+    A H   +S  +  H +    
Sbjct: 104 LGAILAAKQLPPTGGDTLWSSGIAAYEALSAPFKQLLAGLQAEHDFTHSFPEHKH-RDTP 162 
 
Query: 180 SAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
             +  + +     P  L P+V+ HP +GR +L +       I  +   ES+  L  L    
Sbjct: 163 EEHQRWLLAKEKNPPLLHPVVRTHPVSGRQALFVNEGFTTRIVDLSDKESDALLHFLFAH 222 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
             +       +W   DV +WDNR   H A        R+M  + + G RP 
Sbjct: 223 TTKPEFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRIMHRATILGDRP 272 
 
 
>emb|CAY27365.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 66/124 (53%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAA+D LD  T+ALV      HS +YS+ +LG        +        A   + 
Sbjct: 1   TEFADMRAAWDTLDADTKALVRDMLCEHSRLYSRGELGF------RFTEEEEKKFAPVQQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  H  AI G    E+   L  L + A Q  RV+AH+W   D+V+ 
Sbjct: 55  RLVRRHPSTGRLSLYLSSHGGAIIGWPLPEARALLRELTEHATQRERVYAHKWQRYDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>emb|CAY27555.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 65/124 (52%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMR A+D+LD  T+ALV      HS +YS+ +LG        +        A   R 
Sbjct: 1   TEFADMRGAWDSLDNETKALVRDMVCEHSRLYSRGELGF------RFTEEEEKKFAPAQR 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  H  AI G    E+   L  L + A Q   V+AH+W   D+V+ 
Sbjct: 55  RLVRRHPSTGRLSLYLSSHGGAITGWPLPEARALLRELTEHATQRRHVYAHKWQRYDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|ZP_02409593.1| taurine dioxygenase [Burkholderia pseudomallei 14] 
 ref|ZP_02452123.1| taurine dioxygenase [Burkholderia pseudomallei 91] 
 ref|ZP_02460283.1| taurine dioxygenase [Burkholderia pseudomallei 9] 
 ref|ZP_02475779.1| taurine dioxygenase [Burkholderia pseudomallei B7210] 
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 ref|ZP_02494397.1| taurine dioxygenase [Burkholderia pseudomallei NCTC 13177] 
 ref|ZP_02502650.1| taurine dioxygenase [Burkholderia pseudomallei 112] 
          Length = 272 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 80/290 (27%), Positives = 115/290 (39%), Gaps = 32/290 (11%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++TP    LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA  FG  
Sbjct: 3   RLTPA---LGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAGFGD 59 
 
Query: 67  I-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ + N   D                 +  N  WH D T+      
Sbjct: 60  LHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTETPP 102 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQ 177 
           + ++ +A  +P  GG T +    AAYDAL    +A +   +A+H     +   + G V   
Sbjct: 103 RASILAAHTLPETGGDTLWGSGFAAYDALSGRVKAQLDGLTAQHDFTKSFPLKRFG-VTA 161 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
              A       T  +   P+V+ HPETGR +L +       I G+   E    L  L    
Sbjct: 162 EDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDGLPEEEGAALLRFLFAH 221 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
             +       +W  GDV  WDNR  +H A     K  RVM  + + G RP 
Sbjct: 222 QSRPEFTLRWRWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 271 
 
 
>emb|CAY27346.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMR AYDALDE  +  +      HS +YS+ KLG  +      I +       P+R 
Sbjct: 1   TEFADMRTAYDALDERLKHQIVDLVCLHSSMYSRGKLGLTEFTEEERIVFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A +   V AH W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATREHFVCAHVWRINDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27342.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27474.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27487.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 49/125 (39%), Positives = 64/125 (51%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A        HSL+YS+  LG    +      +       P+R 
Sbjct: 1   TEFADMRAAYDALDDETKAETEDLICEHSLMYSRGSLGFTDYSEEEKQMFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP   R SL +  HA  + GM   E    L  L + A Q   V+ H+W   D+V 
Sbjct: 55  QRLVRTHPVHRRKSLYLSSHAGKVIGMTVPEGRLLLRDLTEHATQREFVYVHRWTVHDLV 114 
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Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ACG80554.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 48/128 (37%), Positives = 65/128 (50%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+  V      HS ++S+  +G              D      R 
Sbjct: 1   TEFCDMRAAYDALDDETKEEVQDMVCEHSQMFSRQIIGFYDFT---------DEERERFR 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    +V+ HP TGR SL +  HA  I G    E+  +L  L++ A Q   V+ H+W  G 
Sbjct: 52  PVRQCMVRTHPVTGRKSLYLSSHAGGIVGWPMPEARGYLRDLIEHATQREFVYTHKWQVG 111 
 
Query: 252 DVVVWDNR 259 
           D+V+WDNR 
Sbjct: 112 DLVMWDNR 119 
 
 
>ref|ZP_06055483.1| taurine dioxygenase [alpha proteobacterium HIMB114] 
 gb|EEY75252.1| taurine dioxygenase [alpha proteobacterium HIMB114] 
          Length = 270 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 66/278 (23%), Positives = 124/278 (44%), Gaps = 25/278 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +++TP    +GA +    L+  ++     +     ++ ++ F  Q L ++  I FAK+FG 
Sbjct: 5   IKVTPNKNNVGAIIEA-ELSKFNNDIIEEVKDVLAEYGVVFFRNQRLDSETYIKFAKQFG 63 
 
Query: 66  AIERIGGGDIVAISNVK--ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            +      +   +  ++  ++ TV +  P E     +++ G   WH DSTY     +  + 
Sbjct: 64  PL-----AEYPMLKGLEGYSEITVVEKKPNE-----EIMFGE-GWHTDSTYTKEPPRFTM 112 
 
Query: 124 FSAEVVPAVG-GRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGS 180 
             +   P  G G T FA    +Y+ LDE T+  +    A  S     S+++   V + G+ 
Sbjct: 113 LYSIKTPEKGKGNTMFASQYKSYETLDEKTKKKIENLKALFSADGPISKTRKNRVDEKGT 172 
 
Query: 181 AYIGYGMD-TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
                G+D  +   + P+V+ +    + SL +   HA  I  +D  ES+  ++ L+D    
Sbjct: 173 -----GIDPKSLNAIHPIVRKNERNNKKSLYLSPGHAIKICDLDENESKTLMKRLMDHQV 227 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
           +   V+  +W    + +W N  +LH     DF   RVM 
Sbjct: 228 KDEFVYGFEWEPNCLALWSNYSVLHNPTN-DFNAHRVM 264 
 
 
>ref|ZP_08206063.1| putative dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
 gb|EGD54173.1| putative dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
          Length = 327 
 
 Score = 84.3 bits (207), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 71/273 (26%), Positives = 117/273 (42%), Gaps = 40/273 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + +   G  +GA ++GV L     A  A A+  A   + +++F  Q HL +D Q  FA+  
Sbjct: 25  ITVDKLGEHIGARISGVRLGGDVPAEQAEAIRLALAVNKVVVFTDQQHLDDDGQYAFAEL 84 
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Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G          +    V + G+           ++ +     +WH D +++  + + ++ 
Sbjct: 85  LGE-------PTLPHPTVTSRGS----------QLLTIEGAANSWHTDVSFVDRVPKASI 127 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY-------------SQS 170 
             A  +P+ GG T +A   AAY+ L    RALV    A+HS  Y             ++  
Sbjct: 128 LRAVTLPSWGGATTWASTVAAYEQLPAPLRALVDGLWAKHSNFYDYVTADPDAGDEETRR 187 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
           ++ H ++  SA            L P+V+VHPETG  SLL+G      P +  AE      
Sbjct: 188 RVDHYREFTSA--------EYETLHPVVRVHPETGERSLLLGHFVKEFPALKPAEFGPLF 239 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
           + L +   +        W+ GDV +WDNR   H 
Sbjct: 240 QLLQNRITRLENTFRWNWSLGDVAIWDNRATQH 272 
 
 
>ref|YP_298049.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ63205.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 282 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 71/274 (25%), Positives = 114/274 (41%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P   ++GA + GV LA    DD  FA +  A L+H +L   GQ ++  + + FA+R 
Sbjct: 1   MRVEPLTCSIGAELVGVSLADAIHDDGLFAGIREALLKHRVLFVRGQDITAGEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP E     +      +WH D+T+       + 
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPEEPTPRYE-----NSWHTDATWREAPPLAS 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +      P VGG T +++M  AY+ L +  +  +    ARHS+  S      +++  +   
Sbjct: 112 ILRCRECPPVGGDTMWSNMVLAYENLPQHIKDQIAGLRARHSIEASFGAAMPIEKRHALR 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
             +          P+V+ HP+TG   L +             E  RF +     A    R 
Sbjct: 172 AQF-----PDAEHPVVRTHPDTGEKVLFVNGFTTHFTNFHTPEHVRFGQDFNPGAADLLR 226 
 
Query: 243 VHAHQ-----------WAAGDVVVWDNRCLLHRA 265 
               Q           W    V +WDNR   H A 
Sbjct: 227 YLITQAYIPEYQVRWRWTPNSVAIWDNRSTQHYA 260 
 
 
>emb|CAY27231.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 50/128 (39%), Positives = 64/128 (50%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG         +    D      + 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLG---------LADFTDEERRVFK 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    LV+ HP TGR SL +  HA  I GM   E    L  L ++A +   V++H W    
Sbjct: 52  PVRQRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFATRQQFVYSHAWRVN 111 
 
Query: 252 DVVVWDNR 259 
           D V+WDNR 
Sbjct: 112 DFVMWDNR 119 
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>ref|ZP_02503717.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           112] 
          Length = 282 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 79/273 (28%), Positives = 110/273 (40%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P    +GA + GV LA    DD  FA + AA L H +L    Q ++  + + FA+R 
Sbjct: 1   MRIEPLTCAIGAELVGVCLADAAHDDDLFAEIRAALLAHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G VR +   E  +         AWH D+T+      G V 
Sbjct: 61  FGELE----DHPVAGSDPDHPGLVRIYKTPEQPNEHY----ENAWHTDATWRQAPPLGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T +A+M  AY+ L E  +A +    ARHS+   ++  G           
Sbjct: 113 LRCVACPEVGGDTMWANMVLAYENLPEHVKAQIADLRARHSI---EASFGAAMPIDGRLA 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAESERFLEGL 233 
                  A    P+V+ HPETG   L +             A    G DA      L G  
Sbjct: 170 LKAQFPDAE--HPVVRTHPETGEKVLFVNAFTTHFTNYHTPARVRVGQDANPGAALLLGY 227 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +      P      +W    V +WDNR   H A 
Sbjct: 228 LLSQAYIPEYQVRWRWRKNSVAIWDNRSTQHYA 260 
 
 
>ref|YP_004117507.1| Taurine dioxygenase [Pantoea sp. At-9b] 
 gb|ADU70951.1| Taurine dioxygenase [Pantoea sp. At-9b] 
          Length = 279 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 72/287 (25%), Positives = 121/287 (42%), Gaps = 29/287 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
            T  G  +GA V+ V L+  L DA F  L+   L+H +L    Q ++ +QQ   A RFG  
Sbjct: 7   FTALGPNIGAQVSDVDLSRPLSDAQFEQLYHGLLRHQVLFLRNQVITPEQQRALAVRFGD 66 
 
Query: 67  IE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +          G  +I+ +          Q +P + D+          WH D T++     
Sbjct: 67  LHIHPVYPHAPGVEEIIVLD-------THQDNPPDNDN----------WHTDVTFITTPP 109 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
             A+ +++++P  GG T +A   AAY+AL E  + L+    A H    S  +  + ++   
Sbjct: 110 AIAILASKLLPESGGDTLWASGIAAYEALSEPFKTLLSGLQAEHDFKKSFQEFKY-RKTE 168 
 
Query: 180 SAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
             +  +       P    P+++ HP +GR +L +       + G+   ES+  L  L    
Sbjct: 169 EEHQRWQQAVAKHPPVTHPVIRTHPVSGRKALFVNEGFTTRLIGLQEKESDALLNFLFAH 228 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             +       +W   DV +WDNR   H A    +   RVM  + + G 
Sbjct: 229 ITKPEFQVRWRWQENDVAIWDNRVTQHYANADYYPARRVMHRATVLG 275 
 
 
>ref|YP_002240174.1| taurine dioxygenase [Klebsiella pneumoniae 342] 
 ref|ZP_06015536.1| taurine dioxygenase [Klebsiella pneumoniae subsp. 
rhinoscleromatis 
           ATCC 13884] 
 ref|YP_003440979.1| Taurine dioxygenase [Klebsiella variicola At-22] 
 ref|ZP_06549393.1| taurine dioxygenase [Klebsiella sp. 1_1_55] 
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 gb|ACI09993.1| taurine dioxygenase [Klebsiella pneumoniae 342] 
 gb|EEW41391.1| taurine dioxygenase [Klebsiella pneumoniae subsp. rhinoscleromatis 
           ATCC 13884] 
 gb|ADC59947.1| Taurine dioxygenase [Klebsiella variicola At-22] 
 gb|EFD84737.1| taurine dioxygenase [Klebsiella sp. 1_1_55] 
          Length = 283 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 76/287 (26%), Positives = 117/287 (40%), Gaps = 25/287 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA VTG  L   L D  F  L+ A L+H ++    Q+++  QQ   A RF 
Sbjct: 5   LSITPLGPYIGAQVTGADLTRPLSDNQFEQLYHAVLRHQVVFLREQNITPAQQRDLALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAPGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P  GG T +    AA++AL E  R L+    A H    S  +  + +   
Sbjct: 109 PAGAILAAKELPTTGGDTLWTSGIAAWEALSEPFRQLLSGLHAEHDFRKSFQEYKYNKTE 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                         P L P+V+ HP TG+ +L +       I  +   ES   L  L    
Sbjct: 169 AEHRRWQEAVAKHPPLLHPVVRTHPVTGKQALFVNEGFTTRIVEVSEKESAALLNFLFAH 228 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             +       +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 229 VTKPEFQVRWRWQPNDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>emb|CAY27523.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 64/125 (51%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F+DMR AYD LD  T+A V      HSLVYS+  +G  +      +         P+R 
Sbjct: 1   TEFSDMRNAYDTLDAKTKAQVEGLVCEHSLVYSRGSMGFTE------LTEDEKAMMKPVR 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    ES   L  L + A Q   V+ H+W   D+V 
Sbjct: 55  QSLVRTHPVTGRKSLYLSSHAGTIVGWLMPESRDLLRDLNEHATQHENVYIHRWQQYDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_335782.1| taurine dioxygenase [Burkholderia pseudomallei 1710b] 
 ref|ZP_04954436.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1710a] 
 gb|ABA53326.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           pseudomallei 1710b] 
 gb|EET03958.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 1710a] 
          Length = 277 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 83/303 (27%), Positives = 118/303 (38%), Gaps = 49/303 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
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           T L +T     LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA   
Sbjct: 2   TRLTLTRLTPALGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAG 61 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 62  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL    +A +   +A+H     +   + G  
Sbjct: 105 TPPRASILAAHTLPETGGDTLWGSGFAAYDALSGRVKAQLDGLTAQHDFTKSFPLKRFG- 163 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFL 230 
           V     A       T  +   P+V+ HPETGR +L +          +P  + A   RFL 
Sbjct: 164 VTAEDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDELPEEEGAALLRFL 223 
 
Query: 231 -------EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                  E  + W          +W  GDV  WDNR  +H A     K  RVM  + + G 
Sbjct: 224 FAHQSRPEFTLRW----------RWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVG 273 
 
Query: 284 -RP 285 
            RP 
Sbjct: 274 DRP 276 
 
 
>ref|ZP_03269249.1| Taurine dioxygenase [Burkholderia sp. H160] 
 gb|EDZ99180.1| Taurine dioxygenase [Burkholderia sp. H160] 
          Length = 282 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 72/274 (26%), Positives = 120/274 (43%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++     ++GA + GV++A    DD  FA + AA L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEQLTYSIGAELIGVNVARAIHDDGLFAEIRAALLKHRVLFLRDQAITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + +P + +D  +      AWHAD+T+      GA 
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKTPDQPNDRYE-----NAWHADATWREAPQFGA 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P+VGG T +A+M  AY+ L    +  +    ARHS+  S      +++  +   
Sbjct: 112 VLRCVECPSVGGDTMWANMVLAYENLPAHVKTQIAGLRARHSIEASFGAAMPIEKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE-------GLVD 235 
             +          P+V+ HPET    L +             E  RF +        L+  
Sbjct: 172 AQF-----PDAEHPVVRTHPETDEKVLFVNAFTSHFTNFHTPERVRFGQDANPGAGDLLR 226 
 
Query: 236 WACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
           +      +  +Q    W    + +WDNR   H A 
Sbjct: 227 YLISQAYIPEYQVRWRWQKNSIAIWDNRSTQHYA 260 
 
 
>ref|NP_768765.1| dioxygenase [Bradyrhizobium japonicum USDA 110] 
 dbj|BAC47390.1| bll2125 [Bradyrhizobium japonicum USDA 110] 
          Length = 305 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 66/255 (25%), Positives = 111/255 (43%), Gaps = 16/255 (6%) 
 
Query: 15  LGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIE-RIG 71 
           +GA +  V L+  L +   A+++   L+H ++ F GQ HL + +Q +FA RFG +      
Sbjct: 23  IGAEIRNVKLSGDLPEQTIASINGLLLEHKVIFFRGQLHLDDAEQESFAIRFGELTPHPT 82 
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Query: 72  GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 131 
            G I   +++    + R  S A+             WH D T++    + AV    V+P  
Sbjct: 83  LGAIKGTASIIELDSTRAGSRAD------------LWHTDGTFVDAYPKIAVLRGIVMPP 130 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 191 
            GG T +++  +AY  L    + L  +  A HS  +  + L  V +    ++      T  
Sbjct: 131 FGGDTVWSNTASAYLDLAPPLQGLADRLWAVHSNAFDYAILARVSELDKKHLDEVFTKTI 190 
 
Query: 192 TPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 250 
                P+V+VHPETG  +L++G       G+   + ++  +                W   
Sbjct: 191 YRTEHPVVRVHPETGERTLVLGALVQNFVGLPKYDGQKLFDLFQSHITALENTVRWSWRD 250 
 
Query: 251 GDVVVWDNRCLLHRA 265 
           GDV +WDNR   H A 
Sbjct: 251 GDVAIWDNRATQHYA 265 
 
 
>emb|CAY27396.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 48/124 (38%), Positives = 66/124 (53%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFGDMRAAYDALDAETKALIEDLVCEHSRIFSKGALGF------SFTEEELRAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ H +T R SL +  HA  I G    E+   L  L + A Q   V+AH+W  GD+V+ 
Sbjct: 55  RLVRTHRKTSRKSLYLSSHAGRIVGWPVPEAMLLLRELTEHATQREFVYAHKWQVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|ZP_02466907.1| taurine dioxygenase [Burkholderia thailandensis MSMB43] 
          Length = 312 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 81/306 (26%), Positives = 124/306 (40%), Gaps = 55/306 (17%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L++T     +GA V  V L+   D     L AA  +H +L F GQ LS  Q   FA   
Sbjct: 37  TRLKLTRLTPAIGAIVDDVDLSNATDDLRDDLRAALARHQVLFFRGQRLSAVQHRDFAAG 96 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T++  
Sbjct: 97  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LKDNAIWHTDVTFVE 139 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL +  +  +   +A+H     +   + G  
Sbjct: 140 TPPRASILAARTLPETGGDTLWGSGFAAYDALSDRVKTQLDGLTAQHDFTKSFPLKRFGL 199 
 
Query: 175 VQQAGSAYIGYGMDTTAT---PLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESE 227 
             +  + +     +T AT      P+V+ HPE GR +L +        + +P  ++A    
Sbjct: 200 TAEDRARW----EETRATHPGVTHPVVRTHPENGRHALFVNEGFTTEINELPDEESAALL 255 
 
Query: 228 RFL-------EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 280 
           RFL       E  + W          +W  GDV  WDNR  +H A     K  RVM  +  
Sbjct: 256 RFLFAHQSRPEFTLRW----------RWQPGDVAFWDNRSTIHYAVNDYGKTHRVMHRAT 305 
 
Query: 281 LAG-RP 285 
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           + G RP 
Sbjct: 306 IVGDRP 311 
 
 
>emb|CAY27299.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADFTEEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L ++A + P V++  W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPFVYSRVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_001175576.1| taurine dioxygenase [Enterobacter sp. 638] 
 gb|ABP59525.1| Taurine dioxygenase [Enterobacter sp. 638] 
          Length = 283 
 
 Score = 84.0 bits (206), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 71/288 (24%), Positives = 122/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G+ +A  L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LTITPLGPHIGAQISGLDVARPLSDNQFEQLYHAVLRHQVVFLREQAVTAQQQRALALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQ 176 
             GA+ +A+ +P  GG T +    AA++AL E  + L+    A H     + + K    + 
Sbjct: 109 PAGAILAAKQLPETGGDTLWTSGVAAFNALSEPFKQLLSGLRAEHDFRKSFQEYKYRKTE 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           +    ++   +      L P+++ HP TG+ +L +       I  +   ESE  L  L   
Sbjct: 169 EEHQRWLE-AVAKHPPLLHPVIRTHPVTGKQALFVNEGFTTRIVDVSEKESETLLTFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 228 HITKPEFQVRWRWQQNDLAIWDNRVTQHYANADYLPQRRIMERATILG 275 
 
 
>ref|YP_714255.1| putative taurine catabolism dioxygenase [Frankia alni ACN14a] 
 emb|CAJ62700.1| putative taurine catabolism dioxygenase [Frankia alni ACN14a] 
          Length = 283 
 
 Score = 84.0 bits (206), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 75/293 (25%), Positives = 118/293 (40%), Gaps = 30/293 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           Q+ L + P   T+GA + GV L+  L  A    + A  L++ ++ F  Q L+ +    FA 
Sbjct: 6   QSPLAVRPLQPTIGAEIAGVDLSQPLSPAVRDEIRATVLKYKVVFFRNQELTQEGHENFA 65 
 
Query: 62  KRFGAIERIGGGD--------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
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            +FG +    G          I  IS+   D   + H+P   DD+         +H D++ 
Sbjct: 66  GQFGPLYTHPGAAKADARTTAIHRISSADFDKVAKVHTPQADDDIWD------PYHTDTS 119 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           +  V   GAV  A  +P VGG T + D   AY  L +  +  +  R   H    +    G 
Sbjct: 120 WRLVPTWGAVLRAVQLPEVGGDTIWVDAALAYQGLSDEVKERLDGRHVTHDFRAALHASG 179 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
           H     +               P++++H ETG     +       I G+D AES+  L   
Sbjct: 180 HDYPVVA--------------HPVIRIHRETGEKIAWVNFTQRPTIIGLDRAESKELLTA 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           ++D   +        W  G V  WDNR  +H A       PR++    +A  P 
Sbjct: 226 VIDQYRKPENQVRFTWRPGSVAFWDNRAAVHYAVRNYGSAPRLLERILIADEP 278 
 
 
>ref|ZP_04383171.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN89557.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
          Length = 324 
 
 Score = 83.6 bits (205), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 70/266 (26%), Positives = 113/266 (42%), Gaps = 27/266 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +   G  +GA + GVHL+  L +    A++ A   H ++ F GQH L +  Q  FA   
Sbjct: 22  ITVHKVGELIGARIDGVHLSGDLSEETAYAINYALAAHKVVFFRGQHHLDDTSQYEFAGT 81 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G               VK+ G          D ++ +     +WH D T++  + + ++ 
Sbjct: 82  LGT-------QTTPHPTVKSRG----------DKLLVLDRAANSWHTDVTFVDRIPKASI 124 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG---- 179 
             A  +P  GG T +A   AAYD L  + + LV    A H+  Y  +++  V QA      
Sbjct: 125 LRATTIPEYGGATTWASTTAAYDQLPSSLKVLVENLRAVHTNAYDYAEV--VDQANPVDA 182 
 
Query: 180 --SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
              AY             P+V++HP TG  +LL+G       G+  +ES    + L     
Sbjct: 183 QRQAYYAEFTREIYETEHPVVRIHPATGEKTLLLGHFFKEFVGLKPSESVALYQILQARI 242 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            +        W+AGD+ +WDN+   H 
Sbjct: 243 IKLENTVRWNWSAGDLAIWDNQATQH 268 
 
 
>ref|ZP_03542510.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
 gb|EED66796.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
          Length = 303 
 
 Score = 83.6 bits (205), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 69/279 (24%), Positives = 121/279 (43%), Gaps = 35/279 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++++ P   ++GA ++ VHL  A  D+   A +  A L+H ++ F  Q ++  + + FA+ 
Sbjct: 20  SVEVNPLTCSIGAELSNVHLGAAAEDEGLMAEIRQALLRHRVIFFRDQDITRAEHVAFAR 79 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           +FG +E       V  S+ +  G V+ +    SP + ++         +WH D+T+     
Sbjct: 80  KFGELE----DHPVVGSHPEHPGLVQIYKTPDSPLDRNEN--------SWHTDATWREQP 127 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             G V      P VGG T + +M  AY+ L +  +  +    ARHS+  S   +  +++  
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Sbjct: 128 PMGCVLRCVECPPVGGDTMWVNMVMAYENLPDDIKVKIEHLRARHSIEASFGAIMPIEKR 187 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-----------AHAIPGMDAAE-S 226 
            +    Y          P+V++HPETG   L +              A+   G+D +  S 
Sbjct: 188 LALKAQY-----PDAEHPVVRIHPETGEKILFVNSSFTTHFTNYNTPANVRFGLDKSPGS 242 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + L  L   A         +W+   V  WDNR   H A 
Sbjct: 243 SQLLNYLTSQAMIPEYQVRFKWSKNSVAFWDNRSTQHYA 281 
 
 
>ref|ZP_06511502.1| dioxygenase [Mycobacterium tuberculosis T92] 
 gb|EFD60140.1| dioxygenase [Mycobacterium tuberculosis T92] 
          Length = 252 
 
 Score = 83.6 bits (205), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 65/223 (29%), Positives = 95/223 (42%), Gaps = 13/223 (5%) 
 
Query: 44  LLIFPGQH-LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 102 
           ++ F GQH L + +Q+ FA   G    IG    +A+++   D  +     +E+    +   
Sbjct: 1   MVFFRGQHQLDDAEQLAFAGLLGT--PIGHPAAIALAD---DAPIITPINSEFGKANR-- 53 
 
Query: 103 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 162 
                WH D T+       +V  A  +P+ GG T +A+  AAY  L E  + L     A  
Sbjct: 54  -----WHTDVTFAANYPAASVLRAVSLPSYGGSTLWANTAAAYAELPEPLKCLTENLWAL 108 
 
Query: 163 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 222 
           H+  Y       +  A  A+             P+V+VHPETG  +LL G    +  G+D 
Sbjct: 109 HTNRYDYVTTKPLTAAQRAFRQVFEKPDFRTEHPVVRVHPETGERTLLAGDFVRSFVGLD 168 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + ES    E L              WA GDV +WDNR   HRA 
Sbjct: 169 SHESRVLFEVLQRRITMPENTIRWNWAPGDVAIWDNRATQHRA 211 
 
 
>ref|YP_703743.1| taurine dioxygenase [Rhodococcus jostii RHA1] 
 gb|ABG95585.1| taurine dioxygenase [Rhodococcus jostii RHA1] 
          Length = 304 
 
 Score = 83.6 bits (205), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 75/278 (26%), Positives = 118/278 (42%), Gaps = 34/278 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + ++ P   +LGA +  V+L  A+ DDA FA L    L++ +L    Q +S  + +  A+ 
Sbjct: 22  SFRLAPMTCSLGAELFDVNLGDASRDDALFAELRELLLEYKVLFLRDQDISRAEHVALAE 81 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           RFG +E       VA S+    G V+ +    SPAE  +         A+H D+T+     
Sbjct: 82  RFGPLE----DHPVAGSDPDHPGLVQIYKDLDSPAEHYEN--------AFHCDATWRENP 129 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             G V      P VGG T + +M  AY  L +A +  +    ARHS+   ++  G  Q   
Sbjct: 130 PMGCVLRCVATPPVGGDTIWVNMAEAYAKLPDAVKKQIDGLRARHSI---EASFGAAQPT 186 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-------LE 231 
              +  +     A    P+V+ HPETG   L +   A         E+ R+          
Sbjct: 187 EQRHALHQRFPDAE--HPVVRTHPETGEKILFVNAFATHFVNYHTPENIRYGIDYAPGSS 244 
 
Query: 232 GLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
            L+++      +  +Q    W    V +WDNR   H A 
Sbjct: 245 NLLNYLISQAAIPEYQVRWRWTPNSVAIWDNRSTQHYA 282 
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>ref|ZP_01615851.1| taurine dioxygenase [marine gamma proteobacterium HTCC2143] 
 gb|EAW32934.1| taurine dioxygenase [marine gamma proteobacterium HTCC2143] 
          Length = 275 
 
 Score = 83.6 bits (205), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 61/263 (23%), Positives = 110/263 (41%), Gaps = 15/263 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+ +     +LGA ++G+ L   LD++ +A +    ++H ++ F  Q +S  Q    A+  
Sbjct: 2   TITVQHLSGSLGAEISGIDLTQPLDNSIYADIRQLLVEHEVIFFRDQDISLSQHKALAES 61 
 
Query: 64  FGAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG ++     G I     +    T+ + +P E   M++       WH+D T+      G  
Sbjct: 62  FGPLQTHPAYGTIEGFPEI----TILESTP-EKPTMIE------CWHSDMTFKKHPPMGT 110 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  + ++P  GG T ++ M AAYD L    +  +   +A H   +   K    +  G    
Sbjct: 111 ILRSRIIPPKGGDTLWSSMTAAYDGLSSGMQNFLSSLTAVHDFAFG-FKESLAEAGGRER 169 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
           +   +        P++  HPE+G+  + +       I GM A ES   L  L +       
Sbjct: 170 LAQAVADNPPVEHPVICTHPESGKKVIFVNELFTTHIVGMTAKESRALLGFLYEHIVTPE 229 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHR 264 
                 W    + +WDNR   H+ 
Sbjct: 230 FTCRFSWQPNSIALWDNRSTQHK 252 
 
 
>ref|ZP_06660873.1| tauD [Escherichia coli B088] 
 gb|EFE64381.1| tauD [Escherichia coli B088] 
          Length = 289 
 
 Score = 83.6 bits (205), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 73/288 (25%), Positives = 120/288 (41%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 11  LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQTITPQQQRALAQRF 70 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 71  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 114 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H    S  +  + ++  
Sbjct: 115 PAGAILAAKELPSTGGDTLWTSGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 173 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ H  +G+ +L +       I  +   ESE  L  L   
Sbjct: 174 EEEHQRWREAVAKNPPLLHPVVRTHLVSGKQALFVNEGFTTRIVDVSEKESEALLSFLFA 233 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              +       +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 234 HITKPEFQVRWRWQPNDIAIWDNRVTQHYANADYLPQRRIMHRATILG 281 
 
 
>emb|CAY27288.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 83.6 bits (205), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 50/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
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           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADFTEEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ H  TGR SL +  HA  I GM   E+   L  L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHSVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFATRDPFVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_05068539.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Octadecabacter antarcticus 238] 
 gb|EDY88076.1| alpha-ketoglutarate-dependent 2,4-dichlorophenoxyacetate 
           dioxygenase, putative [Octadecabacter antarcticus 238] 
          Length = 286 
 
 Score = 83.2 bits (204), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 72/266 (27%), Positives = 109/266 (40%), Gaps = 26/266 (9%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-RIGG 72 
           +GA + G+ L+  +       +  A  ++ ++  P QH+S  +   FA+RFG +E  +   
Sbjct: 1   MGARIEGLDLSKPVSAEDHRVVVQALGENGMICIPDQHISAGELKAFAQRFGTLEINVAN 60 
 
Query: 73  G-------DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                   +++ +SN+K DG     S A  D           WH D +Y   +A   V   
Sbjct: 61  SFMDEDHPEVMILSNIKKDGKPIGLSDAGQD-----------WHTDMSYSKDIAFANVLY 109 
 
Query: 126 AEVVPAVGGR----TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
              +P   G     T FA+M  AYD L E  +  +  R+A H       K+   + +    
Sbjct: 110 GLEIPTRDGEPLGCTEFANMHQAYDDLPEELKTKLAGRTATHDFNKFWEKMRSEKGSSRP 169 
 
Query: 182 YIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
            +         P L+P+   HP TGR  L     +   I GMD  ES+  L  L     Q 
Sbjct: 170 ALTPEQRAKKPPVLQPVFLTHPITGRTVLYANPGYTMQIDGMDTQESDEILAFLFKHQLQ 229 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 H W   DV++WDN   LH A 
Sbjct: 230 EKYRIKHMWKKFDVIMWDNIGTLHNA 255 
 
 
>emb|CAY27404.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 66/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F+DMR AYD LD+AT+         HS +YS+S LG         I +       P++ 
Sbjct: 1   TEFSDMRTAYDRLDDATKQECDGLICEHSQIYSRSLLGFSDFTDEDLIRF------KPVQ 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+V 
Sbjct: 55  QRLVRTHPSTGRKSLYLASHAGAIVGWPIPEARAFLRDLNEHATQRALVYAHVWKQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|XP_003042406.1| hypothetical protein NECHADRAFT_97202 [Nectria haematococca mpVI 
           77-13-4] 
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 gb|EEU36693.1| hypothetical protein NECHADRAFT_97202 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 366 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 78/268 (29%), Positives = 114/268 (42%), Gaps = 25/268 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           +ITP    +G  V G+ L++LD      L     +  +L+F GQ  ++   D+Q  F    
Sbjct: 84  EITPA---VGTEVHGLQLSSLDSKQKDELALLVAERGVLVFRGQDFADIGFDRQKEFGAH 140 
 
Query: 64  FGAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +     GG +     +      R  +    D+ +K  V ++ WH D +Y         
Sbjct: 141 FGKLHVHQHGGHVKDYPELLP--VYRDFTAGAVDNEIKNNVSSIKWHTDMSYEINGMGTT 198 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +F A   P  GG T +    AAY+AL    R  +H   A HS  + Q++   V      Y 
Sbjct: 199 IFLALDAPPSGGDTLYLSTVAAYNALSPLYREKLHGLEATHS-GFEQAR---VADHKERY 254 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
           I   ++T    + P+V+ HP T   SL + R +   I G+   ES   L  L D       
Sbjct: 255 IREPIET----IHPVVRTHPVTKSKSLYVNRLYTRRIQGLKEEESANILNFLYDHIEHGQ 310 
 
Query: 242 ----RVHAHQWAAGDVVVWDNRCLLHRA 265 
               RVH   W  G VVV+DNR   H A 
Sbjct: 311 DWHIRVH---WTPGTVVVYDNRITQHSA 335 
 
 
>ref|YP_003209304.1| taurine dioxygenase [Cronobacter turicensis z3032] 
 emb|CBA28475.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Cronobacter 
           turicensis z3032] 
          Length = 283 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 72/287 (25%), Positives = 121/287 (42%), Gaps = 25/287 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + ITP G  +GA V+ ++LA  L D+ F  L+ A ++H +L    Q ++  QQ   A RF 
Sbjct: 5   ITITPLGPYIGALVSDINLARPLSDSQFEQLYHALIRHQVLFVRDQPITPQQQRALAMRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-Q 177 
             GA+ +A+ +P  GG T +    AA++AL    + L+    A H    S  +  H + + 
Sbjct: 109 PAGAILAAKALPPTGGDTLWTSGIAAFEALSAPFQQLLSGLRAEHDFRKSFPEWKHTKTE 168 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                    ++     L P+V+ HP +G+ +L +       I  +   ES+  L  L    
Sbjct: 169 EEHQRWLTAVEKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSPKESDALLSFLFAH 228 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             +       +W   DV +WDNR   H A        RVM  + + G 
Sbjct: 229 ITKPEFQVRWRWQENDVALWDNRVTQHYANADYLPARRVMHRATILG 275 
 
 
>ref|ZP_02487377.1| dioxygenase TauD/TfdA family protein [Burkholderia pseudomallei 
           7894] 
          Length = 282 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 78/273 (28%), Positives = 109/273 (39%), Gaps = 26/273 (9%) 
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Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P    +GA + GV LA    DD  FA + AA L H +L    Q ++  + + FA+R 
Sbjct: 1   MRIEPLTCAIGAELVGVCLADAAHDDGLFAEIRAALLAHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G VR +   E  +         AWH D+T+      G V 
Sbjct: 61  FGELE----DHPVAGSDPDHPGLVRIYKTPEQPNEHY----ENAWHTDATWRQAPPLGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T +A+M  AY+ L E  +A +     RHS+   ++  G           
Sbjct: 113 LRCVACPEVGGDTMWANMVLAYENLPEHVKAQIADLRTRHSI---EASFGAAMPIDGRLA 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAESERFLEGL 233 
                  A    P+V+ HPETG   L +             A    G DA      L G  
Sbjct: 170 LKAQFPDAE--HPVVRTHPETGEKVLFVNAFTTHFTNYHTPARVRVGQDANPGAALLLGY 227 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +      P      +W    V +WDNR   H A 
Sbjct: 228 LLSQAYIPEYQVRWRWRKNSVAIWDNRSTQHYA 260 
 
 
>ref|YP_003645662.1| Taurine dioxygenase [Tsukamurella paurometabola DSM 20162] 
 gb|ADG77323.1| Taurine dioxygenase [Tsukamurella paurometabola DSM 20162] 
          Length = 297 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 78/266 (29%), Positives = 108/266 (40%), Gaps = 30/266 (11%) 
 
Query: 12  GATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIER 69 
           G  +G+ + G+ L   L D   A + A  L+  ++ F  QH L +     F +R G +   
Sbjct: 10  GEHIGSRIDGIRLGGDLADEDIAFIRATLLERKVVFFRDQHDLDDAAHQEFGRRLGDL-- 67 
 
Query: 70  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQGAVFSAE 127 
                          G V  + P+     +    G  A  WH D T+      GA+  A  
Sbjct: 68  ---------------GAVHLNDPSAHVAAIDSEHGGKANWWHTDITFSERPPAGAILRAV 112 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRAL------VHQRSA-RHSLVYSQSKLGHVQQAGS 180 
            +P  GG T +A+  AAY  L    R L      VH  SA R  L   Q++        + 
Sbjct: 113 QLPDFGGTTIWANTAAAYAQLPAELRRLADALWAVHDNSAFRDDLSPEQARAARDHPDTA 172 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
           A+       T     P+V VHPETG   LL+G +A  I G D  +S+  L  L        
Sbjct: 173 AFYAKLTAQTIAAEHPVVHVHPETGERCLLLGVYARRISGYDREDSDALLH-LFQRRITR 231 
 
Query: 241 PRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           P +     W  GDVV+WDNR   H A 
Sbjct: 232 PELTVRWDWQPGDVVIWDNRATQHYA 257 
 
 
>gb|ABL97678.1| taurine dioxygenase [uncultured marine bacterium EB0_39H12] 
          Length = 288 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 62/270 (22%), Positives = 109/270 (40%), Gaps = 29/270 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++     T+G  + GV L++ LD      ++ A L + ++ F  Q +S ++ I F+K F 
Sbjct: 16  FKVNRLSPTIGGEIHGVDLSSPLDTTTKELIYEALLVYKVIFFRDQDISTEEHINFSKSF 75 
 
Query: 65  GAIE-------RIGGGDIVAIS-NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +E       +    +++ I+ N K+ G                      WH+D T+   
Sbjct: 76  GELEIHPFAPKKQDFPEVLVITHNEKSKGQEN------------------VWHSDVTWRQ 117 
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Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             + G+V      P  GG T F+DM AAY+ L +  +  +    A H     +++L     
Sbjct: 118 EPSLGSVLRMIEKPQHGGDTLFSDMNAAYNNLSDEVKDRLEGAIAVHDFANFRNRLIKEG 177 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           ++      +  +    P  P+++ HP+T    + + +     I G D  ES+  L  L   
Sbjct: 178 KSKEEITAFN-EQYPMPEHPVIRTHPDTKNKVIYVNKAFTQYIKGWDKEESDDMLNYLYS 236 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            A          W    +  WDNR   H A 
Sbjct: 237 RASVPEFQCRFAWQDNSIAFWDNRACQHYA 266 
 
 
>ref|YP_003732553.1| taurine dioxygenase [Acinetobacter sp. DR1] 
 gb|ADI91180.1| taurine dioxygenase [Acinetobacter sp. DR1] 
          Length = 293 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 66/266 (24%), Positives = 105/266 (39%), Gaps = 18/266 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            L I     T+GA +  + L  L+      +  A L H ++ F  Q L+   Q   A+ F 
Sbjct: 7   NLNIEVIKPTIGAIIHDIDLNALNKQTTQQIQQALLDHQVIFFRKQQLAPQAQADLARSF 66 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G++         +I +V     +        D   + +  N  WH D T+      G V  
Sbjct: 67  GSLH--VHPIYPSIEDVPEVMVL--------DSWKQDLRDNELWHTDVTFSKNPPLGCVL 116 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYD----ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            A  +P VGG T ++   AA+      L +  R L      R S  +   +  H ++    
Sbjct: 117 QAIKIPPVGGDTLWSSNTAAFKWLPLELQQKLRGLTATHDIRKS--FPLERFAHNEEERE 174 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
             +          + P+V+ HP T  P L +       I  +   ESE+ L+ L + A Q 
Sbjct: 175 KLLQ-TFKRNPPVVHPVVRTHPVTDEPLLFVSEGFTTRINELPEQESEQLLDFLFEHATQ 233 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +W  GD+ +WDNRC  H+A 
Sbjct: 234 EQFHLRWKWQDGDIAIWDNRCTQHKA 259 
 
 
>ref|YP_004006884.1| taurine dioxygenase [Rhodococcus equi 103S] 
 emb|CBH48200.1| putative taurine dioxygenase [Rhodococcus equi 103S] 
          Length = 321 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 75/266 (28%), Positives = 118/266 (44%), Gaps = 27/266 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFA-ALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           + +T  G  +GA + GVH++    A  A A+  A   + +++F GQH +++D Q  FA   
Sbjct: 20  ITVTRLGENIGALIEGVHVSGDIPAETAYAIRYALAANKVVVFRGQHHVTDDIQYRFAGT 79 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM-AWHADSTYMPVMAQGA 122 
            G+                   T    +    D+   VI G   +WH D +++  + + + 
Sbjct: 80  LGS------------------QTTTHPTLTSEDNRTLVIEGAANSWHTDVSFVDRIPKAS 121 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +  A  +P  GG T +A   AAY+ L    +ALV    A HS  Y  + + H  + G A  
Sbjct: 122 ILRAVDIPPYGGATTWASTTAAYEQLPAPLKALVDSLWAVHSNEYDYAGV-HADRKGIAV 180 
 
Query: 183 IGYGMDTTATPLR-----PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
             +      T L+     P+V+VHPETG  SLL+G       G+   ES    + L +   
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Sbjct: 181 NRHETMQNFTRLKFEIEHPVVRVHPETGERSLLLGHFVKNFVGLKTNESAALFQLLQERV 240 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            +        W  GD+V+WDNR   H 
Sbjct: 241 VRLENTLRWAWTPGDLVIWDNRATQH 266 
 
 
>ref|ZP_07043442.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
 gb|EFI62925.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
          Length = 303 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 67/275 (24%), Positives = 117/275 (42%), Gaps = 27/275 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +L++ P   ++GA ++ VHL  A  D+     +  A L+H ++ F  Q ++  + + FA+ 
Sbjct: 20  SLEVNPLTCSIGAELSNVHLGAAAEDEGLMTEIRQALLKHRVIFFRDQDITRAEHVAFAR 79 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           +FG +E       V  S+ +  G V+ +   +      +     +WH D+T+      G  
Sbjct: 80  KFGELE----DHPVVGSHPEHPGLVQIYKTPD----NPLDRNENSWHTDATWREQPPMGC 131 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T + +M  AY+ L +  +  +    ARHS+  S   +  +++  +   
Sbjct: 132 VLRCVECPPVGGDTMWVNMVMAYENLPDDIKVKIEHLRARHSIEASFGAVMPIEKRLALK 191 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-----------AHAIPGMDAAE-SERFL 230 
             Y          P+V++HPETG   L +              A+   G+D +  S + L 
Sbjct: 192 AQY-----PDAEHPVVRIHPETGEKILFVNSSFTTHFTNYNTPANVRFGLDKSPGSSQLL 246 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             L   A         +W+   V  WDNR   H A 
Sbjct: 247 NYLTSQAMIPEYQVRFKWSKNSVAFWDNRSTQHYA 281 
 
 
>emb|CAY27518.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 83.2 bits (204), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 53/125 (42%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE T+A        HS ++S+S LG           +       P+R 
Sbjct: 1   TEFWDMRAAYDALDEETKAECENLICEHSQLFSRSILGFTDFTDDERRKFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D V 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGWPVPEARAFLRDLTEHATQRSFVYAHVWRQWDPV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_08124447.1| Dioxygenase, TauD/TfdA family protein [Pseudonocardia sp. P1] 
          Length = 247 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 70/255 (27%), Positives = 110/255 (43%), Gaps = 41/255 (16%) 
 
Query: 41  QHALLIFPGQHLSNDQQ-ITFAKRFGAIERIGG-------GDIVAISNVKADGTVRQHSP 92 
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           ++ ++I P Q  ++D   ++F + FG +    G        D+  +SNV      R     
Sbjct: 20  EYGVVILPDQADADDSAFLSFLRGFGDLTFTPGETPVPGYPDLNVVSNVGRTTPPRS--- 76 
 
Query: 93  AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 152 
                         ++H D++Y+          A  VPA GG T F++   AYD L +   
Sbjct: 77  --------------SFHVDTSYIARPPAYTALRAVSVPAHGGATQFSNQYRAYDTLPDGL 122 
 
Query: 153 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 212 
           R  +  R+ RH +             G      G +T A    P+ + HP +GR +L +  
Sbjct: 123 RQRLAGRAIRHVVT------------GLTPGDAGGETEAE--HPVFRRHPVSGRVALYLS 168 
 
Query: 213 RHAH--AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
             A   ++ GM A ES   +  L + + +A  V  H W+ GDVV+WDN C+LHRA+     
Sbjct: 169 TPARCVSVSGMSAQESSDVIHELFEHSTRADNVMCHAWSPGDVVIWDNACVLHRADHAGV 228 
 
Query: 271 KLPRVMWHSRLAGRP 285 
              RVM    + G P 
Sbjct: 229 VGDRVMHRGMITGGP 243 
 
 
>ref|NP_746577.1| TauD/TfdA family dioxygenase [Pseudomonas putida KT2440] 
 gb|AAN70041.1|AE016643_2 dioxygenase, TauD/TfdA family [Pseudomonas putida KT2440] 
          Length = 290 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 74/305 (24%), Positives = 127/305 (41%), Gaps = 37/305 (12%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + +  +     G+ + A + G      D    A +   WLQ+ ++ F    ++++Q I F 
Sbjct: 2   LTKNKITAVSNGSGVCADIVGFDFNDYDAQDVAEVRKIWLQYGVVRFRDIDITDEQHIKF 61 
 
Query: 61  AKRFGAI----ERIGGG------DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM--AW 108 
           +  FG      +++  G      +I+ I+N   DG      P+         +GN    W 
Sbjct: 62  SHHFGEAVIHPKQLQEGAHPTQKEILVIANTTKDG-----KPSG-------ALGNSEATW 109 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H D+ +      GA+  +  +P  GG T +  M  AY+ L       V  R      VY  
Sbjct: 110 HTDTWFYERPPAGALLRSIALPPTGGDTYWVSMYQAYETLPSYLLDAVKGRQIFFQSVYD 169 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIG-----RHAHAIPGM 221 
            +    + +     +    D    P  + PLV+VH ++GR +L +G          I G+ 
Sbjct: 170 AAGGLRLNKQ----VPKSDDIREWPGIVHPLVRVHGDSGRQALYLGAKGVREQDSWIVGL 225 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 281 
              ES   +  L +   +   +   QW  GD+V+WDNRC +HR + +  +  R+M  +   
Sbjct: 226 PMDESNDLVAQLWEHTLKG-EIFVQQWRLGDMVMWDNRCTMHRRDSFSPEHIRIMHRTTT 284 
 
Query: 282 AG-RP 285 
           AG RP 
Sbjct: 285 AGERP 289 
 
 
>emb|CAY27560.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE T+         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFGDMRAAYDALDEETKTECENLVCEHSQLFSRSILGFTDFTEDERHRFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
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             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+ H+W   D+V 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGWPGPEARAFLRDLNEHATQPEFVYVHKWTLHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>emb|CAY27412.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 49/125 (39%), Positives = 67/125 (53%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+ T+A +    + HSL+YS+  LG      +         T  P+R 
Sbjct: 1   TEFGDMRAAYDALDDETQAEIVGLISEHSLIYSRESLGFNDPTEAER------ATMRPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             L + HP +GR S+ +  H   I G    E+  F+  L + A Q   V+AHQW   D+V 
Sbjct: 55  QALTRTHPVSGRKSVYLASHIGKIIGWPVPEARAFIRDLTEHATQRRFVYAHQWRPFDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_001333996.1| taurine dioxygenase [Klebsiella pneumoniae subsp. pneumoniae MGH 
           78578] 
 ref|YP_002918030.1| taurine dioxygenase [Klebsiella pneumoniae NTUH-K2044] 
 gb|ABR75766.1| taurine dioxygenase, 2-oxoglutarate-dependent [Klebsiella 
           pneumoniae subsp. pneumoniae MGH 78578] 
 dbj|BAH61963.1| 2-oxoglutarate-dependent taurine dioxygenase [Klebsiella pneumoniae 
           subsp. pneumoniae NTUH-K2044] 
          Length = 283 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 75/287 (26%), Positives = 117/287 (40%), Gaps = 25/287 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA V+G  L   L D  F  L+ A L+H ++    Q+++  QQ   A RF 
Sbjct: 5   LSITPLGPYIGAQVSGADLTRPLSDNQFEQLYHAVLRHQVVFLREQNITPAQQRDLALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAPGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P  GG T +    AA++AL E  R L+    A H    S  +  + +   
Sbjct: 109 PAGAILAAKELPTTGGDTLWTSGIAAWEALSEPFRQLLSGLHAEHDFRKSFQEYKYNKTE 168 
 
Query: 179 GSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                         P L P+V+ HP TG+ +L +       I  +   ES   L  L    
Sbjct: 169 AEHRRWQEAVAKHPPLLHPVVRTHPVTGKQALFVNEGFTTRIVEVSEKESAALLNFLFAH 228 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             +       +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 229 VTKPEFQVRWRWQPNDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_106556.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei ATCC 23344] 
 ref|ZP_00440629.1| taurine dioxygenase [Burkholderia mallei GB8 horse 4] 
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 ref|YP_001025153.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei NCTC 10229] 
 ref|YP_001079504.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei NCTC 10247] 
 ref|ZP_04883134.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei ATCC 10399] 
 ref|ZP_04909932.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei FMH] 
 ref|ZP_04911795.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei JHU] 
 gb|AAU45462.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei ATCC 23344] 
 gb|ABO03239.1| taurine dioxygenase [Burkholderia mallei NCTC 10247] 
 gb|EDK52889.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei FMH] 
 gb|EDK62092.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei JHU] 
 gb|EDP87488.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei ATCC 10399] 
 gb|EEP86315.1| taurine dioxygenase [Burkholderia mallei GB8 horse 4] 
 gb|ABM99599.2| taurine dioxygenase [Burkholderia mallei NCTC 10229] 
          Length = 282 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 78/273 (28%), Positives = 110/273 (40%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P    +GA + G+ LA    DD  FA + AA L H +L    Q ++  + + FA+R 
Sbjct: 1   MRIEPLTCAIGAELVGMCLADAAHDDDLFAEIRAALLAHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G VR +   E  +         AWH D+T+      G V 
Sbjct: 61  FGELE----DHPVAGSDPDHPGLVRIYKTPEQPNEHY----ENAWHTDATWRQAPPLGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T +A+M  AY+ L E  +A +    ARHS+   ++  G           
Sbjct: 113 LRCVACPEVGGDTMWANMVLAYENLPEHVKAQIADLRARHSI---EASFGAAMPIDGRLA 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAESERFLEGL 233 
                  A    P+V+ HPETG   L +             A    G DA      L G  
Sbjct: 170 LKAQFPDAE--HPVVRTHPETGEKVLFVNAFTTHFTNYHTPARVRVGQDANPGAALLLGY 227 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +      P      +W    V +WDNR   H A 
Sbjct: 228 LLSQAYIPEYQVRWRWRKNSVAIWDNRSTQHYA 260 
 
 
>ref|ZP_08022192.1| taurine dioxygenase [Dietzia cinnamea P4] 
 gb|EFV93249.1| taurine dioxygenase [Dietzia cinnamea P4] 
          Length = 299 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 85/288 (29%), Positives = 116/288 (40%), Gaps = 38/288 (13%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 66 
           + P    +GA + GV LA         L  A L+  +L F  Q HL+  Q   FA  +G  
Sbjct: 34  VRPVTPFIGADIEGVDLAAPTPEQIVELKTALLERKVLFFRDQQHLTAHQHRDFAAHWGE 93 
 
Query: 67  IER---IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           +E    +  G+I  +  V+ D    Q +P      M+ I     WH D T+      G+V 
Sbjct: 94  LEVHPILDQGEIPEV--VRFDRG--QDNPG-----MENI-----WHVDVTWKDRPPLGSV 139 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS------QSKLGHVQQ 177 
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             A  VP  GG T ++DM  AYDAL +  +  +   +A H    S        KL  +Q  
Sbjct: 140 LRAIEVPDAGGDTLWSDMGNAYDALPDEIKDRIDGLTATHDFTPSFGLGMTPDKLAQMQA 199 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                             P+V+ HPETGR  L +       I G+D  E    L  L+D  
Sbjct: 200 QYPPQ-----------HHPVVRTHPETGRKLLFVNSLFTTEIDGVDPVEGRELLRRLLD- 247 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             + P      +WA G V  WDNR   H A    F   RVM    + G 
Sbjct: 248 QVKMPDFQVRLRWAPGTVAFWDNRATQHYACSDYFPHRRVMERVAIVG 295 
 
 
>ref|YP_003364051.1| alpha-ketoglutarate-dependent taurine dioxygenase [Citrobacter 
           rodentium ICC168] 
 emb|CBG87195.1| alpha-ketoglutarate-dependent taurine dioxygenase [Citrobacter 
           rodentium ICC168] 
          Length = 283 
 
 Score = 82.8 bits (203), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 121/289 (41%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L+  L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LSITPLGPYIGALISGADLSRPLSDNQFEQLYHAVLRHQVVFLREQVITPQQQRALALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +    AAY+AL    R L+    A H   + +S   H  +A 
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGIAAYEALSAPFRQLLSGLRAEHD--FRKSFPEHKYRA 166 
 
Query: 179 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                    +  A     L P+V+ HP +GR +L +       I  +   ES+  L  L  
Sbjct: 167 TEEEHQRWREAVAKHPPLLHPVVRTHPVSGRQALFVNEGFTTRIVDVTEKESDALLSFLF 226 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               +       +W   DV VWDNR   H A        R+M  + + G 
Sbjct: 227 AHITRPEFQVRWRWQPNDVAVWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_003766141.1| taurine dioxygenase [Amycolatopsis mediterranei U32] 
 gb|ADJ45739.1| taurine dioxygenase [Amycolatopsis mediterranei U32] 
          Length = 290 
 
 Score = 82.4 bits (202), Expect = 7e-14,   Method: Compositional matrix adjust. 
 Identities = 81/300 (27%), Positives = 118/300 (39%), Gaps = 45/300 (15%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL +      LGA VTG+ L   L D     L  A+L H +L+F  Q +S +     A   
Sbjct: 22  TLAVRGLTPVLGAEVTGLDLTRELTDEQLTELKTAFLDHHVLVFRDQDISVEDHKRLATS 81 
 
Query: 64  FGAIERIGG----GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           FG +  +      GD   +    A  +               + GN  WHAD T     + 
Sbjct: 82  FGELRPVNPPPEHGDPYILEVATAPESAN-------------VFGN-GWHADGTADEEPS 127 
 
Query: 120 QGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            G++     +P    GG T FA+M  AYD L    + L+             + L  +   
Sbjct: 128 LGSMLHITRMPEPGSGGDTLFANMHLAYDMLSPKLKELL-------------AGLTAIHD 174 
 
Query: 178 AGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
              A+ G+ +     P     P+V  HPET RP L +   +   IP + A ES+  L+ L 
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Sbjct: 175 GAHAFRGHKIPEGYEPPVSEHPVVVRHPETDRPLLFVNPAYTSRIPQLSADESQAVLDLL 234 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 292 
                  P +    +W    +V WDNRC+ H A  +D+       H+R   R    G  L 
Sbjct: 235 FSVVPNRPMLACRVRWEPNTLVFWDNRCVQHHAT-YDY-----YPHTRFGHRVAINGGPL 288 
 
 
>emb|CAY27446.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27557.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 82.4 bits (202), Expect = 7e-14,   Method: Compositional matrix adjust. 
 Identities = 48/125 (38%), Positives = 63/125 (50%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A        HSL+YS+  LG    +      +       P+R 
Sbjct: 1   TEFADMRAAYDALDDETKAETEDLICEHSLMYSRGSLGFTDYSEEEKQMFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP   R SL +  HA  + GM   E    L  L + A Q    + H+W   D+V 
Sbjct: 55  QRLVRTHPVHRRKSLYLSSHAGKVIGMTVPEGRLLLRDLTEHATQREFAYVHRWTVHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ADC34039.1| TfdA-like protein [uncultured bacterium] 
          Length = 193 
 
 Score = 82.4 bits (202), Expect = 7e-14,   Method: Compositional matrix adjust. 
 Identities = 67/219 (30%), Positives = 98/219 (44%), Gaps = 39/219 (17%) 
 
Query: 56  QQITFAKRFGAI----------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 105 
           QQI FAKR+G I          +  G  +IV     K D TV                GN 
Sbjct: 1   QQIAFAKRWGEIHLHPHMPCLPDNPGIIEIVK----KEDDTV-------------AFGGN 43 
 
Query: 106 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
             WH D       A+  +  A+ VPA GG T +A++  AYD+L +  +A++          
Sbjct: 44  --WHTDQMLTDTPARVTMLYAKQVPAAGGDTLYANLYQAYDSLSDGMKAMIED------- 94 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRH--AHAIPGMD 222 
           + + S+    ++  +      ++  A  +  PLV+VHPETGR +L I        I GM  
Sbjct: 95  LRTISQYDKKKKRPAFMTPTEIEVPAPEVEHPLVRVHPETGRKALYISYEGITRRIAGMT 154 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            AES   L  L++ A +       +W  G +VVWDNRC+ 
Sbjct: 155 EAESRPILSYLLNHAIRPEFTCRFRWQVGSLVVWDNRCV 193 
 
 
>ref|YP_406805.1| taurine dioxygenase [Shigella boydii Sb227] 
 gb|ABB64977.1| taurine dioxygenase [Shigella boydii Sb227] 
          Length = 283 
 
 Score = 82.4 bits (202), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 70/271 (25%), Positives = 114/271 (42%), Gaps = 29/271 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
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Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GA+ +A+ +P+ GG T +     AY+AL    R L+    A H    S  +  + ++  
Sbjct: 109 PAGAILAAKELPSTGGDTLWTSGITAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKT 167 
 
Query: 179 GSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +  +       P  L P+V+ HP +G+ +L +       I  +   ESE  L G +  
Sbjct: 168 EEEHQRWREAVAKNPPLLHPVVRTHPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                P      +W   D+ +WDN    H A 
Sbjct: 227 AHITKPEFQVRWRWQPNDIAIWDNCVTQHYA 257 
 
 
>ref|ZP_07576923.1| Taurine dioxygenase [Sphingobium chlorophenolicum L-1] 
 gb|EFN08725.1| Taurine dioxygenase [Sphingobium chlorophenolicum L-1] 
          Length = 286 
 
 Score = 82.4 bits (202), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 78/289 (26%), Positives = 125/289 (43%), Gaps = 26/289 (8%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T L I P   T+GA + G+ +   +      A+ AA LQ+ ++ F  Q L N+    FA+ 
Sbjct: 12  THLDIRPLQPTIGAEIHGIDIGKPIAPEVRDAIRAALLQYKVVFFRDQQLDNESHAAFAR 71 
 
Query: 63  RFGAI----ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            FG +           +  I N+ A  + R   P      +K+  G  A+H+D+++  V  
Sbjct: 72  SFGPLYTHPSTTHDPKVTPIHNISALDSAR---PERRQAEVKIKPGE-AYHSDTSWRLVP 127 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             GAV  A  +P VGG T + D   AY+ L +A +  +    A H   +  + L H     
Sbjct: 128 TWGAVLRAVDLPPVGGDTVWVDAHLAYEGLPDALKERLEGLHATHD--FRPTLLAH---- 181 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWA 237 
                G+     A    P+++ H ETG+  L +    +  I G++ AES   +E ++    
Sbjct: 182 -----GHDYPIVA---HPVIRTHRETGQKILWLNLTQNPQILGVELAESRELIEQVL-LQ 232 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
            + P       W  G V  WDNR  +H A       PR++    +A  P 
Sbjct: 233 YKRPEFQVRFSWKPGSVAFWDNRAAVHYAVRNYGDYPRLLHRVLIADDP 281 
 
 
>ref|NP_767577.1| dioxygenase [Bradyrhizobium japonicum USDA 110] 
 dbj|BAC46202.1| blr0937 [Bradyrhizobium japonicum USDA 110] 
          Length = 309 
 
 Score = 82.0 bits (201), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 75/280 (26%), Positives = 119/280 (42%), Gaps = 37/280 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDA----GFAALHAAWLQHALLIFPGQHLSNDQQI 58 
           T+ +      +GA ++GV +  L  DD         +H A  ++ ++ F  QH+S  Q + 
Sbjct: 35  TIAVEKLTPIIGAEISGVDIGRLVSDDVRSNQQMDEIHRALAENLVIFFRDQHISPQQHL 94 
 
Query: 59  TFAKRFGAIERIGGG----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
            F ++FG +          +  A+  + AD    ++SP               WH+D +  
Sbjct: 95  AFGRKFGELHFHPAAPHEDEDPALMKIYAD----KNSPR---------ANGEGWHSDVSC 141 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
                 G++   +  P  GG T FA+M AAY+AL +  +A +   +A H         G  
Sbjct: 142 DLEPPMGSILYIKQCPPRGGDTLFANMYAAYEALSDRMKAYLDGLTALHD--------GE 193 
 
Query: 175 VQQAGSAYIGYGM-DTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 524



               G  Y  YG+ D  + P    P+++ HP TGR +L + R     I G+   ES+  L 
Sbjct: 194 PIYRG-LYANYGVADRPSYPNAEHPVLRTHPVTGRKALYVNRGFTRHINGIPRDESDAML 252 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
             L   A         +W    +  WDNRC  HRA  WD+ 
Sbjct: 253 AYLYQHAENPLFQCRFRWTENAIAFWDNRCTQHRAM-WDY 291 
 
 
>emb|CAY27465.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27481.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 82.0 bits (201), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 46/128 (35%), Positives = 70/128 (54%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL + T+  +    A HS+ +S+S++G        +  +  D  A  L  
Sbjct: 1   TEFGDMRAAYDALPDETKRQIEGLIAEHSIFHSRSRIG--------FTDFNPDV-AQALP 51 
 
Query: 196 P----LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P    +V+ HP +GR +L +  HA  + G       + +E L+D+A Q   V+ H+W  G 
Sbjct: 52  PVQQVMVRTHPGSGRKTLYLASHASHVIGWPIETGRKLIEDLLDFATQPQFVYQHRWQVG 111 
 
Query: 252 DVVVWDNR 259 
           D+V+WDNR 
Sbjct: 112 DLVMWDNR 119 
 
 
>ref|YP_001260879.1| taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
 gb|ABQ66741.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
          Length = 325 
 
 Score = 82.0 bits (201), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 82/288 (28%), Positives = 119/288 (41%), Gaps = 40/288 (13%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P     GA + G+ L   +D A  AA+ AAW++H +L+F G+   +  Q+  +  F 
Sbjct: 11  LTIRPLAPGFGAEIVGLDLNRPIDAATEAAIRAAWIEHGILLFRGEDQDDAAQMRLSAIF 70 
 
Query: 65  GAIERIGGGDI----------VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           G +E     D+          +A          +QH      D      G + WH D ++ 
Sbjct: 71  GEMEPAATADMNDPDNRFMMTLAYDPDDKAPRFQQHYNVGGIDR----AGWLGWHWDQSF 126 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           MP + +GAV   E+     G T F D   A+D L +  +A    R     +VY  +     
Sbjct: 127 MPTIVRGAVLRMEMPSPEMGETGFIDAVGAWDRLPDDLKA----RIEGLEVVYLFNP--- 179 
 
Query: 175 VQQAGSAYIGYGMDTTATP---------------LRPLVKVHPETGRPSL-LIGRHAHAI 218 
                S   G+  D  A P               + P+V    ETGR  L L   HA  I 
Sbjct: 180 --DFVSGQYGFPEDIRALPRERPSKEPSYDFPPVVHPMVITQVETGRKVLKLSPMHARYI 237 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
            GMDAAES+  L+ +          + H W   D+VVWDN  ++H A  
Sbjct: 238 LGMDAAESDALLKEVAAHLVDPAHAYFHDWRKNDMVVWDNWRVIHGAN 285 
 
 
>emb|CAY27359.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 82.0 bits (201), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
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Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEEIKTECENLICEHSQLFSRSILGFTDFTDDERRRFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+V 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGWLVPEARAFLRDLNEHATQRQFVYAHVWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_002781052.1| dioxygenase [Rhodococcus opacus B4] 
 dbj|BAH52107.1| putative dioxygenase [Rhodococcus opacus B4] 
          Length = 284 
 
 Score = 82.0 bits (201), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 69/272 (25%), Positives = 103/272 (37%), Gaps = 30/272 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  +     T+GA + G+ L   +       L  A+LQH +L    QHL  + Q+ FAK  
Sbjct: 10  TFTLERATPTIGAFIHGLDLRDEITPQCQTELRTAFLQHEVLFLRDQHLGPEDQLRFAKV 69 
 
Query: 64  FGAIERIG-------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG  + +        G   + +   +                     G   WH+D T+   
Sbjct: 70  FGDPQEVSAFFPSLPGNPFIEVLESRGRA-----------------AGTDVWHSDLTWQA 112 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                    A+ +P  GG T ++ M AAYDAL E  + L+    A H   + +   G V+ 
Sbjct: 113 TPNSATCLHAQDIPPCGGDTLWSSMTAAYDALPETMKNLIDGLEAVHD--WEKELTGVVR 170 
 
Query: 177 QAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
           Q       Y       P    P+V+ HPETGR  + +       I G+    S+     L 
Sbjct: 171 QGDDGEARYEETRRKYPPMTHPVVRKHPETGRRLVYVNELFTSRISGVPPQLSDSLRNML 230 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              A         +W    +V+WDNR   H A 
Sbjct: 231 TGLAKTPEYQVRFRWEPNSLVIWDNRSTQHYA 262 
 
 
>ref|ZP_04386335.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN86336.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
          Length = 299 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 72/282 (25%), Positives = 118/282 (41%), Gaps = 36/282 (12%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           ++ T+++     ++GA ++GV L  +  DDA FA +    L+H +L F  Q  S  + +  
Sbjct: 14  SRNTIRVEKLTCSIGAELSGVDLGEVARDDALFAQIKGLLLEHKVLFFRDQTFSKAEHVE 73 
 
Query: 60  FAKRFGAIERIGGGDIVAI-SNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTY 114 
            A+RFG +E     D  A+ S+    G VR +    SP E  +         A+H D+T+ 
Sbjct: 74  LAQRFGELE-----DHPALGSDPDHPGLVRIYKDLDSPPEHFEN--------AYHCDATW 120 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
                 G V      P VGG T + +M  AY+ L    +  +    ARHS+  +       
Sbjct: 121 RVNPPMGCVLRCVETPPVGGDTIWVNMALAYENLPARVKEQIKDLRARHSIESTFGARMP 180 
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Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF----- 229 
           ++Q          +       P+V+ HPETG   L +   A  +      E+ R+      
Sbjct: 181 IEQRHQL-----KERFPDAEHPVVRTHPETGEKILFVNSFATHLVNYHTPENVRYGIDYA 235 
 
Query: 230 --LEGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
                L+ +     ++  +Q    W    V +WDNR   H A 
Sbjct: 236 PGAGNLLTYLASQAQIPEYQVRWRWTENSVAIWDNRSTQHYA 277 
 
 
>ref|YP_004017667.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP81797.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 304 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 73/284 (25%), Positives = 120/284 (42%), Gaps = 16/284 (5%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +L + P    +GA + GV L   L     A + A  L+  ++ F  QH++  QQI F ++ 
Sbjct: 12  SLDVRPLSGYIGAEIHGVDLTRPLAPEVVAEIRATLLKWKVVFFRDQHVTPAQQIAFGRQ 71 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG   ++  G    +  ++    +       +D    + V ++ WH D T++     G++ 
Sbjct: 72  FG---QVTPGH-PTLPTLEGHPEIFPLDSKSYDAAEGISVKSL-WHTDVTFVHNPPMGSI 126 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
               V+P  GG T + ++  AY+ L E  RA +      H++  +Q  L H    G+  + 
Sbjct: 127 LRGVVIPPYGGDTQWTNLVTAYETLSEPLRAFI---DGLHAVHVNQLHLEH--GDGAKLL 181 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
                 +   + P+V+VHPETG  +L +       I  +   ES + L  L          
Sbjct: 182 AMFSKKSFESIHPVVRVHPETGERALFVNPNFTQRIVELSNTESAQILSLLYQHLATPAF 241 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDF---KLPRVMWHSRLAG 283 
               +W    V  WDNR   H   P D+      RVM    LAG 
Sbjct: 242 TVRFRWEPDSVAFWDNRATAHLV-PTDYGHLGHERVMHRITLAG 284 
 
 
>gb|ADC33965.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 47/128 (36%), Positives = 71/128 (55%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++AL    +A +    ARHSL  S+ K G       ++     D    P   
Sbjct: 1   TEFCDMRLAWEALPSEEQAKLEPPVARHSLWLSRRKYGD----DKSFKFNEEDVARYPPV 56 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV +H  TGR +L++G +  ++  +D  +S  FL+ L D A     V++H+W AGD+ 
Sbjct: 57  ERPLVDIHRPTGRRALMLGANIASVGDLDEIDSVTFLDALTDRATAPAFVYSHRWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>emb|CAY27470.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 48/124 (38%), Positives = 66/124 (53%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
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           T F DMRAAYDALD  T+AL+      HS ++S+  LG       ++    +   A   + 
Sbjct: 1   TEFWDMRAAYDALDGKTKALIEDIVCEHSRIFSKGALGF------SFSEEEVKAFAPVRQ 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP+TGR SL +  HA  I G    E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 55  RLVRTHPKTGRKSLYLSSHAGRIVGWPVPEAMLLLRDLNEHATQPEFVYVHKWTLHDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|YP_729190.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
 emb|CAJ95825.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Ralstonia 
           eutropha H16] 
          Length = 303 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 74/280 (26%), Positives = 117/280 (41%), Gaps = 35/280 (12%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
            ++Q+ P   T+GA ++ V+L  A  D+   A + A  L+H +L F  Q ++  Q + FA 
Sbjct: 19  NSIQVEPVTCTIGAELSNVNLGAAAEDEQLMAEIRALLLRHRVLFFRDQDITRAQHVAFA 78 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           +RFG +E       V  S+    G V+ +    SP + ++         +WH D+T+    
Sbjct: 79  RRFGELE----DHPVVGSHPDYPGLVQIYKTPDSPPDRNEN--------SWHTDATWREK 126 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              G V      P VGG T + +M  AY+ L E  +  +    ARH +  S      +++ 
Sbjct: 127 PPLGCVLRCIECPPVGGDTMWVNMVEAYNQLPEDIKTKIATLRARHGIEASFGAAMPIEK 186 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH------AHAIP-----GMDAAE- 225 
             +    Y          P+V+ HPETG   L +          + +P     G+D A   
Sbjct: 187 RLALKAQY-----PDAEHPVVRTHPETGEKVLFVNGSFTTHFTNYNVPANVRFGIDKAPG 241 
 
Query: 226 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +   L  LV  A         +W    V  WDNR   H A 
Sbjct: 242 AANLLSYLVSQATIPEYQVRFRWKKNSVAFWDNRSTQHYA 281 
 
 
>emb|CBK85931.1| Probable taurine catabolism dioxygenase [Enterobacter cloacae 
           subsp. cloacae NCTC 9394] 
          Length = 283 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 73/289 (25%), Positives = 122/289 (42%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA V+G+ +   L D  F  L+ A L+H ++    Q ++  QQ   A RF 
Sbjct: 5   LTITPLGPYIGAQVSGLDVTRPLSDNQFEQLYHAVLRHQVVFLREQAITPQQQRALALRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G + + + +   D      +P + D+          WH D T++    
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLDTHND------NPPDNDN----------WHTDVTFIDTP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQ 176 
             GA+ +A+ +P  GG T +A   AA++AL    + L+    A H     + + K    + 
Sbjct: 109 PAGAILAAKQLPETGGDTLWASGIAAFEALSAPLQTLLSGLRAEHDFKKSFPEYKYRKTK 168 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE-RFLEGLVD 235 
           +    ++   +      L P+V+ HP TG+ +L +         +D AE E   L G +  
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Sbjct: 169 EEHQRWLD-AVAKHPPLLHPVVRTHPVTGKQALFVNE-GFTTRIVDVAEKESEALLGFLF 226 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                P      +W   D+ +WDNR   H A        R+M  + + G 
Sbjct: 227 AHITKPEFQVRWRWQENDLAIWDNRVTQHYANADYLPQRRIMQRATILG 275 
 
 
>ref|YP_990665.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei SAVP1] 
 ref|ZP_02269394.1| taurine dioxygenase [Burkholderia mallei PRL-20] 
 gb|ABM49497.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           mallei SAVP1] 
 gb|EES43057.1| taurine dioxygenase [Burkholderia mallei PRL-20] 
          Length = 282 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 77/273 (28%), Positives = 110/273 (40%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           ++I P    +GA + G+ LA    DD  FA + AA L H +L    Q ++  + + FA+R 
Sbjct: 1   MRIEPLTCAIGAELVGMCLADAAHDDDLFAEIRAALLAHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G VR +   E  +         AWH D+T+      G V 
Sbjct: 61  FGELE----DHPVAGSDPDHPGLVRIYKTPEQPNEHY----ENAWHTDATWRQAPPLGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T +A+M  AY+ L E  +A +    ARHS+   ++  G           
Sbjct: 113 LRCVACPEVGGDTMWANMVLAYENLPEHVKAQIADLRARHSI---EASFGAAMPIDGRLA 169 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAESERFLEGL 233 
                  A    P+++ HPETG   L +             A    G DA      L G  
Sbjct: 170 LKAQFPDAE--HPVMRTHPETGEKVLFVNAFTTHFTNYHTPARVRVGQDANPGAALLLGY 227 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +      P      +W    V +WDNR   H A 
Sbjct: 228 LLSQAYIPEYQVRWRWRKNSVAIWDNRSTQHYA 260 
 
 
>ref|ZP_02407529.1| taurine dioxygenase [Burkholderia pseudomallei DM98] 
          Length = 272 
 
 Score = 81.6 bits (200), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 82/300 (27%), Positives = 118/300 (39%), Gaps = 52/300 (17%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++TP    LGA V  V L+   DA    + AA   H +L F GQ LS  +   FA  FG  
Sbjct: 3   RLTPA---LGAIVDDVDLSNATDALRDDIRAALAHHQVLFFRGQRLSAARHRDFAAGFGD 59 
 
Query: 67  I-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +             +I+ + N   D                 +  N  WH D T+      
Sbjct: 60  LHVHPIYPSHPDAREIMVLDNAVFD-----------------LQDNAIWHTDVTFTETPP 102 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHVQQ 177 
           + ++ +A  +P  GG T +    AAYDAL    +A +   +A+H     +   + G V   
Sbjct: 103 RASILAAHTLPETGGDTLWGSGFAAYDALSGRVKAQLDGLTAQHDFTKSFPLKRFG-VTA 161 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFL--- 230 
              A       T  +   P+V+ HPETGR +L +          +P  + A   RFL    
Sbjct: 162 EDRARWEKTRATHPSVAHPVVRTHPETGRKTLFVNEGFTTEIDELPEEEGAALLRFLFAH 221 
 
Query: 231 ----EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
               E  + W          +W  GDV  WDNR  +H A     K  RVM  + + G RP 
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Sbjct: 222 QSRPEFTLRW----------RWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 271 
 
 
>emb|CAY27203.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27205.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 81.3 bits (199), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 49/126 (38%), Positives = 66/126 (52%), Gaps = 10/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQQAGSAYIGYGMDTTATP 193 
           T FADMRAA+D LD  T+  V      HS +YS+  LG    ++   A+        A   
Sbjct: 1   TEFADMRAAWDMLDARTKEQVKDLVVEHSRIYSKGVLGVPFTEEEKRAF--------APV 52 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +PLV+ H  TGR SL +  HA  I G   +E    L  L++ A Q   V+ H+W  GD+ 
Sbjct: 53  TQPLVRTHQRTGRHSLFLSSHAGRIVGWPVSEGMLLLRELMEHATQREFVYRHRWRVGDL 112 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 113 VMWDNR 118 
 
 
>ref|YP_002230865.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           cenocepacia J2315] 
 emb|CAR52037.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
           cenocepacia J2315] 
          Length = 282 
 
 Score = 81.3 bits (199), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 74/274 (27%), Positives = 115/274 (41%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P    +GA +  V LA    DD  FA + A  L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEPLTCAIGAELLDVSLADAVHDDGLFAEIRAQLLRHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+++      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDASWRVAPPFGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L +  +  +    ARHS+  S      V +  +   
Sbjct: 112 VLRCIEGPPVGGDTMWANMVLAYERLPDHVKQQIADLRARHSIEASFGAAMPVDKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LE 231 
             Y          P+V+ HPETG   L +   A            R+           L+ 
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKVLYVNAFATHFTNFHTPARVRYGQDANPGAGQLLQ 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W    V +WDNR   H A 
Sbjct: 227 YLISQAYIPEYQVRWRWKKNSVAIWDNRSTQHYA 260 
 
 
>gb|ADC33936.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 81.3 bits (199), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 48/128 (37%), Positives = 70/128 (54%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++AL    +  +    ARHSL  S+ K G       ++     D    P   
Sbjct: 1   TEFCDMRLAWEALPAEEQVKLEPLVARHSLWLSRRKYGD----DKSFKFNAEDAARYPPV 56 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 530



Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV VH  TGR  L++G +  ++  +D  ES  FL+ L D A     V++H+W+AGD+ 
Sbjct: 57  ERPLVDVHRPTGRRCLMLGANIASVGALDEIESVAFLDELTDRATAPAFVYSHRWSAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>ref|YP_003647917.1| Taurine dioxygenase [Tsukamurella paurometabola DSM 20162] 
 gb|ADG79578.1| Taurine dioxygenase [Tsukamurella paurometabola DSM 20162] 
          Length = 305 
 
 Score = 81.3 bits (199), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 69/265 (26%), Positives = 109/265 (41%), Gaps = 23/265 (8%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQIT 59 
           A + + +T     +GA V GV L   +DDA    +     ++ ++ F  QH L +  Q   
Sbjct: 10  ATSEITVTKLSEHIGAIVHGVRLGGDIDDATAERILDLLAEYEVIFFRDQHHLDDAGQHA 69 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           FA R G                    TVR  S     D++ +     +WH D +++  +  
Sbjct: 70  FAGRIGV-------------PTTPHPTVRSDS-----DLLPIEGAANSWHTDVSFVDRVP 111 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           + ++     +P  GG T +A    AYD L E  + L     A H+  Y  +      Q   
Sbjct: 112 KASILRPVTLPPHGGNTTWASTTRAYDRLPEPLKVLAENLRAIHTNDYDYAGHNSTYQRA 171 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
             +  + +        P+V++HPETGR SLL+G       G+ + +S   L  L+    + 
Sbjct: 172 EYHQEF-IRNIFEAEHPVVRMHPETGRRSLLLGHFVSKFAGLSSQDSAPIL-ALLQRRIE 229 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLH 263 
            P       W  GDV +WDNR   H 
Sbjct: 230 NPDNTVRWAWQPGDVAIWDNRSTQH 254 
 
 
>ref|YP_002767506.1| dioxygenase [Rhodococcus erythropolis PR4] 
 dbj|BAH34767.1| putative dioxygenase [Rhodococcus erythropolis PR4] 
          Length = 324 
 
 Score = 81.3 bits (199), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 68/266 (25%), Positives = 112/266 (42%), Gaps = 27/266 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKR 63 
           + +   G  +GA + GVHL+  L +    A++ A   H ++ F GQ HL +  Q  FA   
Sbjct: 22  ITVHKVGELIGARIDGVHLSGDLSEETAYAINYALAAHKVVFFQGQQHLDDTSQYEFAGT 81 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G               VK+ G          D ++ +     +WH D T++  + + ++ 
Sbjct: 82  LGT-------QTTPHPTVKSKG----------DKLLVLDRAANSWHTDVTFVDRIPKASI 124 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--- 180 
             A  +P  GG T +A   AAY+ L  + +  V    A H+  Y  +++  V QA      
Sbjct: 125 LRATTIPEYGGATTWASTTAAYEQLPASLKVFVENLRAVHTNAYDYAEV--VNQANPVDA 182 
 
Query: 181 ---AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
              AY             P+V++HP TG  +LL+G       G+  +ES    + L     
Sbjct: 183 QRLAYYAEFTREIYETEHPVVRIHPATGEKTLLLGHFFKEFVGLKPSESVALYQLLQARI 242 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            +        W+AGD+ +WDN+   H 
Sbjct: 243 IKLENTVRWNWSAGDLAIWDNQATQH 268 
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>ref|YP_002650372.1| taurine dioxygenase [Erwinia pyrifoliae Ep1/96] 
 emb|CAX57170.1| Taurine dioxygenase, 2-oxoglutarate-dependent [Erwinia pyrifoliae 
           Ep1/96] 
 emb|CAY76028.1| taurine dioxygenase, 2-oxoglutarate-dependent [Erwinia pyrifoliae 
           DSM 12163] 
          Length = 279 
 
 Score = 81.3 bits (199), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 75/290 (25%), Positives = 122/290 (42%), Gaps = 31/290 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I   G  +GA V+ ++L+  L DA F  L+ A ++H +L    Q L+  QQ   A RF 
Sbjct: 5   IRIQTLGPHIGALVSDINLSRPLSDAQFEQLYHALIRHQVLFLRDQPLTPPQQRQLAARF 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV---------GNMAWHADSTYM 115 
           G +                   V  H+P    D+ ++IV          N  WH D T++ 
Sbjct: 65  GDLHI---------------HPVYPHAP----DVEEIIVLDTHDDNPPDNDNWHTDVTFI 105 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                 A+ +A+ +PA GG T +A   AA++AL    + L+    A H L  S  +  +  
Sbjct: 106 ETPPACAILAAKQLPASGGDTLWASGIAAWNALSAPIQELLEGLQAEHDLRKSFQEYAYR 165 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
             A              P++ P+++ HP +G+ +L +       I G+   ES+  L  L 
Sbjct: 166 SSAEEHQRWQQAVAKNPPVQHPVIRTHPVSGKKALFVNEGFTTRIVGLHDKESDALLNFL 225 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                +       +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 226 FAHINKPDFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>gb|ADC33939.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 81.3 bits (199), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 43/126 (34%), Positives = 67/126 (53%), Gaps = 5/126 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR A++ L    +A + + +A HS+ +S++  G  +       GY       P R 
Sbjct: 1   TEFCDMRRAWELLSPEEQAELEELTANHSIAHSRALAGFTEWPA----GYDEFLQRVP-R 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV VHP+TGR +LL   H   + G +  E+   +  L+  A      +AH+W+ GD ++ 
Sbjct: 56  PLVGVHPDTGRKALLTASHIETLTGKNKKETTELVAELIQRATVPENCYAHRWSKGDFLM 115 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 116 WDNRCV 121 
 
 
>emb|CAY27402.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 52/125 (41%), Positives = 65/125 (52%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE T+         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFGDMRAAYDALDEETKTECGNLVCEHSQLFSRSILGFSDFTDDERRKFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
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             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+V 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGWPVPEARAFLRDLNEHATQRRFVYAHVWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ACF09927.1| probable taurine catabolism dioxygenase [uncultured marine group 
           III euryarchaeote KM3-28-E8] 
          Length = 293 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 76/274 (27%), Positives = 117/274 (42%), Gaps = 31/274 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P     GA V GV L   +  A    +H A ++H ++ F  Q ++  +Q TFA+ F 
Sbjct: 7   ITVEPASRNCGAFVDGVDLTKPVTSAICREIHTALMRHQVVFFRDQDVTPVEQTTFARNF 66 
 
Query: 65  GAIERIGGGDIVAISNVKADGTV----RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           G + RI       + +  ++ +V    R+H P  + D          +HAD  +       
Sbjct: 67  GPL-RIKHRSAFELHDDTSEVSVIVNNREHPP--YID---------HYHADGMFRMEPEF 114 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++  AE  P +GG T F  ++AA++ L +A RA +  + A    VY   KL    +    
Sbjct: 115 ASMLKAEAPPKMGGDTIFVSLKAAWNGLSDALRATLDDKIA----VYDFMKLHSTPEKAR 170 
 
Query: 181 AYIG---YGM----DTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
            + G    GM    D       PLV  HP +G   L        AI G++  ESE  +   
Sbjct: 171 NWTGPSRQGMIKSRDENPPVQHPLVPKHPVSGERCLYFSESFTAAILGLNKYESEA-MHA 229 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L+   C  P      QW  G + +WDN   LH A 
Sbjct: 230 LLTRHCAKPEFQYRLQWRKGTIAMWDNLGSLHYA 263 
 
 
>ref|ZP_04382576.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN89969.1| alpha-ketoglutarate-dependent taurine dioxygenase [Rhodococcus 
           erythropolis SK121] 
          Length = 316 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 80/283 (28%), Positives = 111/283 (39%), Gaps = 15/283 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L +     T+GA ++G+ L   L DA  A L  A L+  +L F  Q L   +   FA+R+ 
Sbjct: 41  LAVKAVAPTIGAEISGIRLGGGLSDAVIAELRRALLEWKVLFFRDQDLDRAEHRAFAERW 100 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +E+              D T         D M+  +  N  WH D T+    +  AV  
Sbjct: 101 GDLEQHPFFKYTQPGQTDVDVTTLAK-----DAMVGGVENN--WHNDVTWHEFPSFAAVL 153 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            A  VP VGG T +AD  AAYD L E  +  +    A H  + S  +   V          
Sbjct: 154 RAVEVPEVGGDTLWADTAAAYDLLPEDIKKRIDPLVAEHDWINSFGRSMPVDAVEMLRPK 213 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
           +          P+V++ PE+GR  L +       I G+   ES   L  L     +     
Sbjct: 214 F-----PAVQHPVVRIIPESGRRVLFVNMTFTQRILGVSEEESNELLTMLYRHVNRPEFQ 268 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
              +W    V  WDNR   H A    F   RVM    + G RP 
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Sbjct: 269 VRLKWEPNTVAFWDNRTCQHYAASDYFPARRVMDRISIVGDRP 311 
 
 
>emb|CAY27383.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS ++S+S LG      + +        A   + 
Sbjct: 1   TEFADMRAAYDALDEEIKTECENLICEHSQLFSRSILG-----STDFTDDERRRFAPVTQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+V+ 
Sbjct: 56  RLVRRHPVTGRRSLYLASHAGAILGWLVPEARAFLRDLNEHATQRQFVYAHVWRQWDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|EFQ95338.1| hypothetical protein PTT_06701 [Pyrenophora teres f. teres 0-1] 
          Length = 386 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 77/265 (29%), Positives = 105/265 (39%), Gaps = 27/265 (10%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGA--I 67 
           A +GA V GV L+ L+DAG   L     Q  ++ F  Q  ++      + F   FG   I 
Sbjct: 100 ANIGAEVHGVQLSKLNDAGKDELALFVAQKKVVAFREQDFADIPIKDALAFGGYFGRHHI 159 
 
Query: 68  ERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
               G      +I  +     D + R        D  +    ++ WH+D TY         
Sbjct: 160 HPTSGAPEGYPEIHLVHRGTDDTSAR--------DFFEERTNSITWHSDVTYEKQPPGTT 211 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
                  PA GG T FA+  AAY+ L    R  +H     HS V  +   G   Q G    
Sbjct: 212 FLYILDGPAAGGDTLFANQVAAYNRLSPEFRKRLHGLKVVHSAV--EQADGSRNQGGIV- 268 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAP 241 
                    T + PLV+ HP TG  +L +  + +  I G    ES+  L  L D   +   
Sbjct: 269 ----RRDPVTSIHPLVRTHPATGEKALYVNPQFSRRIVGYKKEESDFLLNFLYDHIAKGQ 324 
 
Query: 242 RVHAH-QWAAGDVVVWDNRCLLHRA 265 
              A  +WA G VVVWDNR   H A 
Sbjct: 325 DFQARVKWAPGTVVVWDNRVTAHSA 349 
 
 
>gb|ADC33935.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC33964.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC33978.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 43/126 (34%), Positives = 67/126 (53%), Gaps = 5/126 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR A++ L    +A + + +A HS+ +S++  G  +       GY       P R 
Sbjct: 1   TEFCDMRRAWELLSPEEQAELEELTANHSIAHSRALAGFTEWPA----GYDEFLQRVP-R 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV VHP+TGR +LL   H   + G +  E+   +  L+  A      +AH+W+ GD ++ 
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Sbjct: 56  PLVGVHPDTGRKALLTASHIETLTGKNKEETTELVAELIQRATVPENCYAHRWSKGDFLM 115 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 116 WDNRCV 121 
 
 
>ref|NP_928338.1| hypothetical protein plu1004 [Photorhabdus luminescens subsp. 
           laumondii TTO1] 
 emb|CAE13299.1| unnamed protein product [Photorhabdus luminescens subsp. laumondii 
           TTO1] 
          Length = 315 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 61/271 (22%), Positives = 109/271 (40%), Gaps = 29/271 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP      A +  + L   L+      + +   +H +L+FP Q ++++  +   + 
Sbjct: 8   TIRKLTPY---FCAEIRDIKLNQPLNKDIIKTIESDLEEHEVLVFPDQDITSEDLMRIGR 64 
 
Query: 63  RFGAI------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            FG +      E       + + + K+        P   D           WH+D TY   
Sbjct: 65  YFGQLTVHPFAENSEKNPELIVFDYKSGN-----PPVLTD----------RWHSDETYKL 109 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                 +  + +VP +GG TCF+ M  AYD L   T+  +    A H   +S  K      
Sbjct: 110 CPPMATMLYSRIVPEIGGDTCFSSMTTAYDFLSIKTQDFIRGLEAIHD--FSSYKYLFPD 167 
 
Query: 177 QAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
                 +    +    P+  P+V++HP+T + +L +   +   I  MD  +S+  L  L  
Sbjct: 168 TEEGKKLLQKKELEYPPIAHPVVRIHPKTRKKTLFVNPNYTRYIKNMDQRDSDALLAQLF 227 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           +        + H W    +V+WDNR + H A 
Sbjct: 228 NTTSVLEYQYRHHWKPNMLVMWDNRSVQHAA 258 
 
 
>ref|ZP_06057387.1| taurine dioxygenase [Acinetobacter calcoaceticus RUH2202] 
 gb|EEY78686.1| taurine dioxygenase [Acinetobacter calcoaceticus RUH2202] 
          Length = 282 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 74/278 (26%), Positives = 113/278 (40%), Gaps = 36/278 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +QI      +GA ++GV L  A  DD  FA +    L+H +L    QHL+    + FA+R 
Sbjct: 1   MQIEQLTCNIGAELSGVKLSDAIYDDGLFAEIRTQLLKHRVLFLRDQHLTRQDHVAFAER 60 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E     D  A+ S+    G V+ +   E      V     AWH+D+++      G  
Sbjct: 61  FGQLE-----DHPAVGSDPDHPGLVQIYKHPE----SPVNRYENAWHSDASWRKAPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T + +M  AY++L +  +  +    A HS+   ++  G      +   
Sbjct: 112 VLHCVECPPVGGDTMWTNMVMAYESLPDDIKNKIADLRAYHSI---EASFG-----AAMP 163 
 
Query: 183 IGYGMDTTAT---PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF---------- 229 
           +   +D  A       P+V+ HPETG   L +             E  RF           
Sbjct: 164 LEKRLDLKAKFPDAEHPVVRTHPETGEKILYVNAFTTHFSNYHTKERVRFGQDANPGSAE 223 
 
Query: 230 -LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            L  L+  A   P      +W    + +WDNR   H A 
Sbjct: 224 LLRYLISQA-YIPEFQVRWRWKPNSIAIWDNRSTQHYA 260 
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>ref|ZP_06410835.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC86427.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 317 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 72/291 (24%), Positives = 116/291 (39%), Gaps = 30/291 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAK 62 
           ++ +    A +GA + GV +   LD    + +  A ++H ++   GQ  ++D  Q  FA  
Sbjct: 19  SITVDRVSANIGAVIGGVRIGGDLDATTVSEIKRALVEHKVVFLRGQQHADDATQRAFAS 78 
 
Query: 63  RFGAIE----RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
             G        + G D   +    A+G                     +WH D T++  + 
Sbjct: 79  LLGTPTLPHPTVTGADNSVLPIDAAEGKAN------------------SWHTDVTFVDRI 120 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY------SQSKL 172 
              +V  A  +P  GG T +A+   AY  L+ A +AL  +  A HS +Y      ++  + 
Sbjct: 121 PSASVLRAVTLPPYGGTTTWANTAHAYSTLNPALQALADRLWAVHSNLYDYAAERTEKAI 180 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
           G +     AY             P+V+VHP TG  +LL+G     I G+   +S+      
Sbjct: 181 GGIDVKEEAYRAEFGHIEYETEHPVVRVHPVTGERNLLLGHFVRRIVGLSTRDSQDIFNL 240 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L     +        W  GD+ +WDNR   H A       PR +    LAG 
Sbjct: 241 LQRHVIRLEHTVQWSWRDGDIAIWDNRATQHYAIADYDDQPRRLHRITLAG 291 
 
 
>emb|CAY27389.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 48/125 (38%), Positives = 64/125 (51%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMR AYD LD+ TRALV      H+ +YS+  +G           +       P+R 
Sbjct: 1   TEFADMRIAYDLLDDETRALVEDLVCEHTQLYSRGSMGFSDWTEEERAMFK------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I G    E+   L  L + A +   V+ H+W   D+V 
Sbjct: 55  QRLVRTHPVTGRKSLYLSSHAGTIIGWQMPEARDLLRDLNEHATRPELVYIHRWRQYDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|YP_004017671.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP81801.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 321 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 74/272 (27%), Positives = 116/272 (42%), Gaps = 25/272 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL + P    +GA + GV L+  L  A  A + AA L   ++ F  Q L+ DQ I F +  
Sbjct: 20  TLDVRPMSGHIGAEIFGVDLSEPLAPAVTAEIRAALLAWKVIFFRDQRLTPDQHIAFGRL 79 
 
Query: 64  FGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG +           G  +I+A+ + +A   +        D  +++      WH D T++ 
Sbjct: 80  FGEVGPGHPTLPTLEGHPEILAL-DTRAYAGLDSSGDRRGDGGIRI---KSLWHTDVTFL 135 
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Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                G++    +VP  GG T F ++  AY+ L    R LV    A H      ++L H+ 
Sbjct: 136 RTPPMGSILRGVLVPPYGGDTNFLNLVTAYETLSAPLRDLVDGLHAVHV-----NQL-HL 189 
 
Query: 176 QQAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
            +  S+ +       ++PL    P+V+VHPETG  +L +       I  +   ES   L  
Sbjct: 190 DRGDSSKLSALF--ASSPLEAVHPVVRVHPETGERALFVNPTFTTRIVELTNTESAHVLN 247 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            L             +W  GD+  WDNR   H 
Sbjct: 248 LLYQHMTNLEFTCRFRWQPGDLAFWDNRATAH 279 
 
 
>ref|ZP_06500435.1| taurine dioxygenase [Pseudomonas syringae pv. syringae FF5] 
          Length = 289 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 83/296 (28%), Positives = 125/296 (42%), Gaps = 44/296 (14%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V GV L+  L       +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 24  TVNRLTPI---IGAEVDGVDLSQPLSAEQLTEIRRAFLENHVLVFRDQHLTVEQHKAFGR 80 
 
Query: 63  RFGAIERIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            FG +  +      GD   +  V+A+   R                   WH D T      
Sbjct: 81  LFGPLRALPVDSIDGDDPELVVVRANAQSR-------------FAAGELWHTDGTADLEP 127 
 
Query: 119 AQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + G++   +  PA+  GG T FA+M  A + L  A +  +   +A H         G +  
Sbjct: 128 SMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQQFLGGLTAIHD--------GEIP 179 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLV 234 
             G      G+  +     PLV  HPETGR SL +  G  +H +  +   ES   L  L  
Sbjct: 180 WKGYQPPA-GLPKSE---HPLVVRHPETGRRSLFVNSGFTSHIV-QLSPGESHAVLTMLF 234 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
           D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 235 DLIAREPSLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPQ 288 
 
 
>ref|YP_586543.1| taurine dioxygenase 2-oxoglutarate-dependent [Cupriavidus 
           metallidurans CH34] 
 gb|ABF11274.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           metallidurans CH34] 
          Length = 301 
 
 Score = 80.9 bits (198), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 77/283 (27%), Positives = 112/283 (39%), Gaps = 65/283 (22%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE---RI 70 
           T+GA V+GV L  LDD  + AL  A L H +L F  QH++  Q +  A+RFG +E    I 
Sbjct: 31  TIGAEVSGVDLGNLDDTTYRALRQALLDHKVLFFRDQHITPAQHVAAARRFGELEVHPMI 90 
 
Query: 71  G-------------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G             GGD     N+                          +H+D ++  + 
Sbjct: 91  GHHPDHPELVVFGRGGDKRGRENL--------------------------YHSDVSWREL 124 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHV 175 
            + G++      P +GG T + +M AAY AL E  +  + +  A H  +  + QS  G   
Sbjct: 125 PSMGSMLRCVECPEIGGDTIWVNMAAAYAALPEDVKTRIAELRAVHDAMPTFGQSMDGER 184 
 
Query: 176 QQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGR--------HAHAIP---GMDA 223 
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                      M     P+  P+V+ HPETG   L +          +A   P   G D  
Sbjct: 185 YDE--------MRAKYPPMVHPVVRTHPETGEKILYVNEGFTTHFANYARMQPYRIGSDF 236 
 
Query: 224 AESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             +E  L   +     AP      +W A  V +WDNR   H A 
Sbjct: 237 RMAEMDLMQYLFRQAAAPEYQVRLRWRANTVALWDNRSTQHYA 279 
 
 
>gb|ADC34027.1| TfdA-like protein [uncultured bacterium] 
          Length = 197 
 
 Score = 80.5 bits (197), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 67/213 (31%), Positives = 98/213 (46%), Gaps = 23/213 (10%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FAK+FGA         V    +K        +P    +  +   G + WH+D+TY+ 
Sbjct: 1   QQIAFAKKFGAP--------VEYPQLKGLAECPYVTPVVKLEHERNNFGGI-WHSDTTYL 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQSK 171 
            +   G++  A  VP  GG T FA+   AY+AL +  +     L+   S+  + V ++++ 
Sbjct: 52  EIPPMGSMLLAREVPPYGGDTMFANQYLAYEALSDGLKQTLDGLIGVSSSAKADV-TKTR 110 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
              ++QAG       ++       PLV+ HPETGR +L     H   I G    ES   L 
Sbjct: 111 EDALKQAGERATPKVLEAE----HPLVRTHPETGRKALYTSVAHTARIKGWTEQESLPLL 166 
 
Query: 231 EGLVDWACQA-PRVHAH-QWAAGDVVVWDNRCL 261 
           E L  WA Q  P      QW  G +  WDNRC+ 
Sbjct: 167 EFL--WAQQVRPEFTCRFQWLVGSLAFWDNRCV 197 
 
 
>ref|ZP_01103984.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Congregibacter 
           litoralis KT71] 
 gb|EAQ96542.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Congregibacter 
           litoralis KT71] 
          Length = 273 
 
 Score = 80.5 bits (197), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 68/268 (25%), Positives = 114/268 (42%), Gaps = 27/268 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + I P    +GA V+ V L   + D    +L     +H L+ F  Q ++  QQ   A  F 
Sbjct: 1   MNIKPVAGAIGAEVSDVDLCNPMTDDMKRSLRELVNRHELVFFRDQAITPAQQRDLAALF 60 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G ++     D V       +  V + +P +   +         WH+D T+        V  
Sbjct: 61  GPLQSHPAYDTVPD---LPEVMVLESTPEKPSKIE-------VWHSDMTFRQHPPSITVL 110 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYI 183 
               +P+VGG T +A M AAY+AL    +  +   +A H   +SQ  K    ++ G   + 
Sbjct: 111 RGVEIPSVGGDTLWASMTAAYEALSPGMQRYLQDLTAVHD--FSQGFKESLSEEGGRERL 168 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFL---EGLVDW 236 
              +        P+++ HPETGR ++ +      H   I  +++AE  +FL       ++ 
Sbjct: 169 ADALANNPPVRHPVIQTHPETGRKAIFVNALFTTHIEGISPLESAEVLQFLYKHSTTPEF 228 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
            C+       +WA   VV+WDNR   H+ 
Sbjct: 229 TCRL------RWAKDTVVIWDNRSTQHK 250 
 
 
>ref|YP_001808308.1| taurine dioxygenase [Burkholderia ambifaria MC40-6] 
 gb|ACB64092.1| Taurine dioxygenase [Burkholderia ambifaria MC40-6] 
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          Length = 282 
 
 Score = 80.5 bits (197), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 75/274 (27%), Positives = 118/274 (43%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P    +GA + GV+LA    DD  FA +    L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEPLTCAIGAELLGVNLADAVHDDGLFAEIRTQLLRHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+++      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDASWRVAPPFGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L +  +  +    ARHS+  S      + +  +   
Sbjct: 112 VLRCIDGPPVGGDTMWANMVLAYENLPDHVKQQIADLRARHSIEASFGAAMPIDKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAE-SERFLE 231 
             Y          P+V+ HPETG   L +             A    G DA   + + L  
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKVLYVNAFTTHFTNFHTPARVRVGQDANPGAGQLLH 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W    V +WDNR   H A 
Sbjct: 227 YLIGQAAIPEYQVRWRWKKNSVAIWDNRATQHYA 260 
 
 
>ref|XP_388431.1| hypothetical protein FG08255.1 [Gibberella zeae PH-1] 
          Length = 331 
 
 Score = 80.5 bits (197), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 76/286 (26%), Positives = 121/286 (42%), Gaps = 48/286 (16%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
            ITP    +G  + GV ++ LD  G   L     +  +++F  Q   +   D+Q    +  
Sbjct: 51  NITPR---VGTEIRGVQISQLDQKGLDELALLAAERGVVVFRDQDFKDIGFDRQKEIVRH 107 
 
Query: 64  FGAIER---------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           +G + +          G    V  ++ K+    +   P    D+         WH D T+ 
Sbjct: 108 YGPLHQHPTMGYPKGTGPEFHVVYADEKSGNLRKLLGPRTTYDL---------WHVDQTF 158 
 
Query: 115 MPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
            P +   + F    +P+ GG  T F  + AAY+AL  A R    Q      L ++ +  G 
Sbjct: 159 TPNVPSTSFFWVLEIPSSGGGDTAFTSLTAAYEALSPAFR----QTLTNLKLHHTSASEG 214 
 
Query: 174 HVQQAGSAY-IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLE 231 
            V++ G    +   ++TT     PLV  HP TG+PSL +    A  + G    ES+  L  
Sbjct: 215 EVKRVGQERALAEAINTT----HPLVIKHPVTGKPSLFVNPTIARQVEGFLPEESDHLLS 270 
 
Query: 232 GL------VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
            L      +D++C+       +W  G VVVWD R + H A P DF+ 
Sbjct: 271 FLKNHIRSLDFSCRV------KWETGTVVVWDQRTVAHSAVP-DFQ 309 
 
 
>ref|YP_001704349.1| taurine dioxygenase [Mycobacterium abscessus ATCC 19977] 
 emb|CAM63695.1| Probable taurine dioxygenase [Mycobacterium abscessus] 
          Length = 292 
 
 Score = 80.5 bits (197), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 71/280 (25%), Positives = 114/280 (40%), Gaps = 36/280 (12%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           + +++ P   T+GA +  V LA  +  D  F  +    L+H +L    Q+++  + +  A 
Sbjct: 8   SKIRVQPLTCTIGAELFDVDLAEASRSDELFGEIRTLLLEHKVLFLRDQNITRGEHVALA 67 
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Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQH-----SPAEWDDMMKVIVGNMAWHADSTYMP 116 
           +RFG +E       VA S+    G VR +     +P  +++         ++H D+T+   
Sbjct: 68  RRFGPLE----DHPVAGSDPDHPGLVRIYKEIDSAPEHYEN---------SYHCDATWRE 114 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
               GAV      P VGG T + +M  AY  L  A R  +    ARHS+  S      ++ 
Sbjct: 115 SPPMGAVLRCVETPPVGGDTIWVNMVEAYRRLPAAVRDRIRDLRARHSIEASFGAAMSMR 174 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF------- 229 
           Q    +  Y          P+V+ HPETG   L +      +      E+ RF        
Sbjct: 175 QRHELHERY-----PDAEHPVVRTHPETGEEILFVNSFTTHLVNYHRPENVRFGIDYAPG 229 
 
Query: 230 LEGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
              L+ +  +   V   Q    W    V +WDNR   H A 
Sbjct: 230 ASELLQYLMRQATVPEFQVRWRWTPNSVAIWDNRSTQHYA 269 
 
 
>ref|YP_004018099.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP82229.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 342 
 
 Score = 80.5 bits (197), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 85/286 (29%), Positives = 120/286 (41%), Gaps = 27/286 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAA-LHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++TP    +GA + G+ L TL  +G A  L  A + H +L  PGQ L  D  +   +  G 
Sbjct: 59  RLTPR---IGARLDGLDLRTLPRSGRAEELRTALVAHKVLFVPGQDLDADDHVALGRALG 115 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                     V  S+    G   +H      D       ++ WH D T+MP     ++   
Sbjct: 116 D---------VTTSHPVVPGADERHPEIYELDSHDGGTSDV-WHTDVTFMPRPPMASILR 165 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
           A  +P +GG T + D+  AY++L  A RAL     A H       + G  +       G  
Sbjct: 166 AVRLPDLGGATNWVDLEQAYESLSPAVRALADGLEAIHD---GNREFG--EYLAHRRGGE 220 
 
Query: 186 GMDTTATPLRPL-------VKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
           G D   T +R L       V+VHPETGR SL +       I G+  AES   L+       
Sbjct: 221 GNDWDGTRVRALVPVRHPVVRVHPETGRRSLFVNPGFTVRIAGVSDAESRGLLDIFFAHL 280 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +   +  H W  GDVV+WDNR   H A+       R+M    L G 
Sbjct: 281 TRPEHLVRHHWRPGDVVLWDNRSTAHYADHDYGDFQRIMHRITLRG 326 
 
 
>emb|CAY27517.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 80.5 bits (197), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 46/124 (37%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A +     RHS +YS+ KLG  +        +           
Sbjct: 1   TEFADMRAAYDALDDRTKAEIEDLVCRHSNMYSRGKLGLAEFTNEERAVFKPVRQRL--- 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
             V+    +GR SL +  HA  I GM   ++   L  L ++A + P V++H W   D+V+ 
Sbjct: 58  --VRRQRVSGRKSLFLSAHAGEIEGMPTPQARMLLLDLTEFATREPFVYSHVWRVNDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
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>ref|XP_002148602.1| alpha-ketoglutarate-dependent taurine dioxygenase [Penicillium 
           marneffei ATCC 18224] 
 gb|EEA22435.1| alpha-ketoglutarate-dependent taurine dioxygenase [Penicillium 
           marneffei ATCC 18224] 
          Length = 389 
 
 Score = 80.5 bits (197), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 68/260 (26%), Positives = 112/260 (43%), Gaps = 15/260 (5%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-RIGGG 73 
           +G  + G+ L  L +     L     + +++ F  Q LS  QQ    + FG IE     G 
Sbjct: 96  IGTEIVGLQLKDLTNQQRDELALLIAERSVVFFRDQDLSPQQQKALGEHFGEIEVHPQVG 155 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +  +  V       Q    E +   +   G   WH+D  +    A       + +P+VG 
Sbjct: 156 QVPGVPGVTVLWPALQ--AVEREPNFRKTGGASTWHSDLVHESQPAGITHLHNDTIPSVG 213 
 
Query: 134 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 193 
           G T +A   +AY+ L  + R  +  ++A +   +S    G+  QAG  ++           
Sbjct: 214 GDTLWASGYSAYEKLSPSFRKFIDGKTAIYRSAHSYLDRGN-PQAGPQFVERE------- 265 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAG 251 
             PLV+ HP TG  +L + R     I G+D AES+  L  L D   ++P +    +W+   
Sbjct: 266 -HPLVRTHPATGWKALWVNRSMTVRIVGLDKAESDLILGYLYDVYERSPDIQVRFKWSPK 324 
 
Query: 252 DVVVWDNRCLLHRAEPWDFK 271 
              +WDNR  +H A  WD++ 
Sbjct: 325 SSALWDNRITIHNAS-WDYE 343 
 
 
>ref|XP_003042850.1| hypothetical protein NECHADRAFT_86763 [Nectria haematococca mpVI 
           77-13-4] 
 gb|EEU37137.1| hypothetical protein NECHADRAFT_86763 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 363 
 
 Score = 80.5 bits (197), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 83/302 (27%), Positives = 126/302 (41%), Gaps = 36/302 (11%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQ 57 
           + +  ++I+    ++GA VTGV L+ LD+     L     Q  +++F  Q  +     Q  
Sbjct: 78  LLKEGVKISEITKSIGAEVTGVQLSQLDNKAKDELALLVAQKKVVVFHDQDFNTIPIQQA 137 
 
Query: 58  ITFAKRFGA--IERIGGGDIVAISNVKADGTV-RQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           + FA  FG   +  + G    A+        V R       D  ++    +++WH+D +Y 
Sbjct: 138 VDFASYFGKLHVHPVSG----AVPGFPQLHMVHRGLDDVGHDKFLETRTTSVSWHSDVSY 193 
 
Query: 115 MPVMAQGAVFSAEV-VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
             +   G  F   + VP  GG T F +   AY+ L  A R  +      HS          
Sbjct: 194 E-LQPPGTTFLYAIDVPEAGGDTLFVNQVKAYERLSPAFRQRLEGLKVVHS--------A 244 
 
Query: 174 HVQ-QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
           H Q QA     G       T + PLV+ HP TG  +L I  + A +I G    ES+  L  
Sbjct: 245 HEQAQAALKNDGQLRRDPITSVHPLVRTHPATGEKALYIQPQFARSIVGYKKEESDSLLN 304 
 
Query: 232 GLV-------DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
            L        D  C+       +W+   VVVWDNR   H     D++ PR  + +RLA + 
Sbjct: 305 FLYHHIAFSQDLQCRV------KWSPRSVVVWDNRVTAHSGL-VDWEGPRFRYIARLAAQ 357 
 
Query: 285 PE 286 
            E 
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Sbjct: 358 AE 359 
 
 
>emb|CAY27494.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 80.5 bits (197), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 48/126 (38%), Positives = 65/126 (51%), Gaps = 10/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQQAGSAYIGYGMDTTATP 193 
           T F DMRAA+D LD  T+  V      HS +YS+  LG    ++   A+        A   
Sbjct: 1   TEFGDMRAAWDMLDARTKEQVKDLVVEHSRIYSKGVLGVPFTEEEKRAF--------APV 52 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +PLV+ H  TGR SL +  HA  I G   +E    L  L++ A Q   V+ H+W  GD+ 
Sbjct: 53  TQPLVRTHQRTGRHSLFLSSHAGRIVGWPVSEGMLLLRELMEHATQREFVYPHKWQVGDL 112 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 113 VMWDNR 118 
 
 
>gb|ADI03640.1| taurine catabolism dioxygenase [Streptomyces bingchenggensis BCW-1] 
          Length = 294 
 
 Score = 80.5 bits (197), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 73/270 (27%), Positives = 105/270 (38%), Gaps = 13/270 (4%) 
 
Query: 6   LQITP-TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++ITP     +GATVT   + TL  +    L  A  Q  LLI   QHLS  Q I   K   
Sbjct: 1   MKITPQVDQKMGATVTEFDVETLSTSDALRLKDAIYQEKLLILKDQHLSPQQFIALGKAL 60 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G IE           +   +      S  E    + V      WHAD ++MP      +  
Sbjct: 61  GTIEVYYEP---MYHHPDHEEIFVSSSTPESTQQVGVPKTGAFWHADYSFMPRPFGITMT 117 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYI 183 
             +VVP     T + DM   +  L E  R++       HS   Y + +   V +     + 
Sbjct: 118 YPQVVPRTNRGTHYIDMGKVFAGLPEELRSVARATKGLHSARRYFKIRPSDVYRPICELV 177 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR------HAHAIPGMDAAESERFLE--GLVD 235 
                 T   + P V VHP TG   L +        H      ++     + LE  G +D 
Sbjct: 178 DEIEKKTPPVMHPTVFVHPVTGEEVLYVSEALTCELHDQHGRALEDDSLHQLLEASGQLD 237 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  +H   +  GD+++WDNR L+HRA 
Sbjct: 238 TTFSDEHIHTQTFTEGDLLIWDNRSLVHRA 267 
 
 
>gb|ACG80552.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 46/128 (35%), Positives = 69/128 (53%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL   T+  +    A HS+ +S+S++G        +  +  D  A  L  
Sbjct: 1   TEFGDMRAAYDALPNDTKRELEGLVAEHSIFHSRSRIG--------FTDFNPDV-AQALP 51 
 
Query: 196 PL----VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P+    V+ HP +GR +L +  HA  + G       + +E L+D+A Q   V+ H+W  G 
Sbjct: 52  PVQQVVVRTHPGSGRKTLYLASHASHVIGWPIERGRKLIEDLLDFATQPQFVYQHRWQVG 111 
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Query: 252 DVVVWDNR 259 
           D+V+WDNR 
Sbjct: 112 DLVMWDNR 119 
 
 
>gb|ADC33937.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 47/128 (36%), Positives = 71/128 (55%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DMR A++AL    +A +    ARHSL  S+ K G    +  ++     D    P   
Sbjct: 1   TEFCDMRLAWEALPPDEQAALEPLIARHSLWLSRRKYG----SDKSFSFNEDDVRRYPPV 56 
 
Query: 195 -RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV VH  TGR  L++G +  ++  +D  +S  FL+ L D A     +++H+W AGD+ 
Sbjct: 57  GRPLVDVHRPTGRRCLMLGANIASVGALDEVDSVAFLDELTDRATAPDFIYSHRWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCI 124 
 
 
>emb|CAY27245.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 49/125 (39%), Positives = 64/125 (51%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDERLKHQIEDLVCLHSNMYSRGKLGLADFTEEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM    +      L ++A + P V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPVARMLPLDLTEFATRDPFVYSHVWRLNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_02894534.1| Taurine dioxygenase [Burkholderia ambifaria IOP40-10] 
 gb|EDS99883.1| Taurine dioxygenase [Burkholderia ambifaria IOP40-10] 
          Length = 282 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 76/274 (27%), Positives = 117/274 (42%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P    +GA +  V LA    DD  FA + A  L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEPLTCAIGAELLDVSLADAVHDDGLFAEIRAQLLRHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+++      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDASWRVAPPFGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L E  +  +    ARHS+  S      + +  +   
Sbjct: 112 VLRCIDGPPVGGDTMWANMVLAYERLPEHVKQQIDGLRARHSIEASFGAAMPIDKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAE-SERFLE 231 
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             Y          P+V+ HPETG   L +             A    G DA   + + L  
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKVLYVNAFTTHFTNFHTPARVRVGQDANPGAGQLLH 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W    V +WDNR   H A 
Sbjct: 227 YLISQAAIPEYQVRWRWKKNSVAIWDNRATQHYA 260 
 
 
>ref|XP_001387107.2| alpha-ketoglutarate catabolism dioxygenase [Scheffersomyces 
           stipitis CBS 6054] 
 gb|EAZ63084.2| alpha-ketoglutarate catabolism dioxygenase [Pichia stipitis CBS 
           6054] 
          Length = 386 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 69/264 (26%), Positives = 113/264 (42%), Gaps = 16/264 (6%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---ITFAKR 63 
           ++TP     G++VTGV L+ LD AG   L     Q  ++IF  Q  ++      + + K  
Sbjct: 86  KVTPK---FGSSVTGVQLSQLDSAGKDELALLVAQRGVVIFREQDFADKGPAFAVEYGKH 142 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +  I        ++ +   T R+    E++ +      N+ WH+D +Y          
Sbjct: 143 FGRL-HIHPTSGAPRNHPELHITYRRPDKGEFERVFSNRTNNVGWHSDVSYELQPPGTTF 201 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
           FS    P  GG T FAD   AY+ L    +  +   +  H L  S+ +  + +  G     
Sbjct: 202 FSVIEGPESGGDTIFADTVEAYNRLSPEFQKRL---AGLHVLHTSKDQASNSRGQG---- 254 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
           G       + + PL++ HP TG  ++ + +  A  I  +   ESE  L+ L D    +   
Sbjct: 255 GIERRKPVSNIHPLIRTHPVTGEKAIFLNKPFARKIVELKEEESEYLLKFLFDHIESSHD 314 
 
Query: 243 VHAH-QWAAGDVVVWDNRCLLHRA 265 
           +     W    VV+WDNR  +H A 
Sbjct: 315 LQLRANWEPNSVVLWDNRRTVHSA 338 
 
 
>gb|ADZ69844.1| Putative taurine dioxygenase protein [Polymorphum gilvum 
           SL003B-26A1] 
          Length = 298 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 72/276 (26%), Positives = 112/276 (40%), Gaps = 47/276 (17%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           ITP    +GA +  V L+  L +   A + +   +H ++ F  Q HL +  Q +FA+  G 
Sbjct: 19  ITPI---IGAEIRNVRLSGNLPEGVIAEIKSRIARHKVVFFRRQDHLDDAGQESFARLLG 75 
 
Query: 66  AIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +        R G   I+ + +    G   Q                  WH D T++P   
Sbjct: 76  ELVPHPTQHIREGSAAILELDSGHG-GRADQ------------------WHTDVTFVPAY 116 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY---------SQ 169 
            + +V     +P  GG T +A+  AAYDAL E  +       A HS  Y         ++ 
Sbjct: 117 PKYSVLRGITIPETGGDTIWANTAAAYDALPEPLKRFADNLRAVHSNAYDYASHRPWATE 176 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 229 
            +  H  +   + + +  D       P+V+VHPETG  +L++G       G D   S +  
Sbjct: 177 VEKKHYDEVFRSKV-FQTD------HPVVRVHPETGEHTLILGSFVQRFAGFDRFASIKL 229 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            E    +          +W AGDV +WDNR   H A 
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Sbjct: 230 YELFQTYITAPENTVRWRWKAGDVAIWDNRATQHIA 265 
 
 
>emb|CAY27344.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27361.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 49/124 (39%), Positives = 66/124 (53%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAA+D LD  T+A        HS ++S++++G     G        D T    R 
Sbjct: 1   TEFADMRAAWDTLDRETQAECLPLVCEHSQLFSRAQIGF----GDFTEQERRDFTPVQQR 56 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA  I G    E+  FL  L + A Q   V++H+W   D+V+ 
Sbjct: 57  -LVRTHPSTGRKSLYLASHAGTIIGWPIPEARAFLRDLTEHATQRKFVYSHRWTQFDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CAY27311.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 48/126 (38%), Positives = 66/126 (52%), Gaps = 10/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQQAGSAYIGYGMDTTATP 193 
           T FADMRAA+D LD  T+  V      HS +YS+  LG    ++   A+        A   
Sbjct: 1   TEFADMRAAWDMLDARTKEQVKDLVVEHSRIYSKGVLGVPFTEEEKRAF--------APV 52 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +PLV+ H  TGR SL +  HA  + G   +E    L  L++ A Q   V+ H+W  GD+ 
Sbjct: 53  TQPLVRTHQRTGRHSLFLSSHAGRMVGWPVSEGMLLLRELMEHATQREFVYRHRWRVGDL 112 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 113 VMWDNR 118 
 
 
>ref|YP_002768589.1| dioxygenase [Rhodococcus erythropolis PR4] 
 dbj|BAH35850.1| putative dioxygenase [Rhodococcus erythropolis PR4] 
          Length = 316 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 83/281 (29%), Positives = 113/281 (40%), Gaps = 18/281 (6%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +TPT   +GA ++G+ L   L DA  A L  A L+  +L F  Q L   +   FA+R+G  
Sbjct: 46  VTPT---IGAEISGIRLGGDLSDAVIAELRRALLEWKVLFFRVQDLGRAEHRAFAERWGD 102 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
           +E+              D T         D M+  +  N  WH D T+    +  AV  A 
Sbjct: 103 LEQHPFFKYTQPGQTDVDVTTLAK-----DAMVGGVENN--WHNDVTWHEFPSFAAVLRA 155 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
             VP VGG T +AD  AAYD L E  +  +    A H  + S    G    A +  +    
Sbjct: 156 VEVPEVGGDTLWADTAAAYDLLPEDVKKRIDPLVAEHDWINS---FGRSMPADAVEMLRP 212 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
                    P+V+V PE+GR  L +       I G+   ES   L  L     +       
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Sbjct: 213 KFPAVQ--HPVVRVIPESGRRVLFVNMTFTQRILGVSEEESNELLTMLYRHVNRPEFQVR 270 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
            +W    V  WDNR   H A    F   RVM    + G RP 
Sbjct: 271 LKWEPNTVAFWDNRTCQHYAASDYFPARRVMDRISIVGDRP 311 
 
 
>ref|ZP_07264205.1| taurine dioxygenase [Pseudomonas syringae pv. syringae 642] 
          Length = 289 
 
 Score = 80.1 bits (196), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 83/296 (28%), Positives = 125/296 (42%), Gaps = 44/296 (14%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V GV L+  L       +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 24  TVNRLTPI---IGAEVGGVDLSQPLSAEQLTEIRRAFLENHVLVFRDQHLTVEQHKAFGR 80 
 
Query: 63  RFGAIERIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            FG +  +      GD   +  V+A+   R                   WH D T      
Sbjct: 81  LFGPLRALPVDSIDGDDPELVVVRANAQSR-------------FAAGELWHTDGTADLEP 127 
 
Query: 119 AQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + G++   +  PA+  GG T FA+M  A + L  A +  +   +A H         G +  
Sbjct: 128 SMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQQFLGGLTAIHD--------GEIP 179 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLV 234 
             G      G+  +     PLV  HPETGR SL +  G  +H +  +   ES   L  L  
Sbjct: 180 WKGYQPPA-GLPKSE---HPLVVRHPETGRRSLFVNSGFTSHIV-QLSPGESHAVLNMLF 234 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
           D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 235 DLIAREPCLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPQ 288 
 
 
>gb|ACG80577.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 80.1 bits (196), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 46/128 (35%), Positives = 69/128 (53%), Gaps = 13/128 (10%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL   T+  +    A HS+ +S+S++G        +  +  D  A  L  
Sbjct: 1   TEFCDMRAAYDALPNDTKRELEGLVAEHSIFHSRSRIG--------FTDFNPDV-AQALP 51 
 
Query: 196 PL----VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P+    V+ HP +GR +L +  HA  + G       + +E L+D+A Q   V+ H+W  G 
Sbjct: 52  PVQQVVVRTHPGSGRKTLYLASHASHVIGWPIERGRKLIEDLLDFATQPQFVYQHRWQVG 111 
 
Query: 252 DVVVWDNR 259 
           D+V+WDNR 
Sbjct: 112 DLVMWDNR 119 
 
 
>ref|YP_001506858.1| taurine dioxygenase [Frankia sp. EAN1pec] 
 gb|ABW11952.1| Taurine dioxygenase [Frankia sp. EAN1pec] 
          Length = 288 
 
 Score = 80.1 bits (196), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 74/294 (25%), Positives = 121/294 (41%), Gaps = 49/294 (16%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           +++L + P   T+GA ++GV L   L       + A  L++ ++ F  Q L+ +Q   FA 
Sbjct: 10  RSSLAVQPLQPTIGAEISGVDLREPLTPEVRDEIKANLLKYKVVFFRDQELTQEQHEAFA 69 
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Query: 62  KRFGAI------ERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMAWHADS 112 
           ++FG +       +   G   AI  + ++   +    H+P   DD          +H D+ 
Sbjct: 70  RQFGPLYTHPGAAKADSGVTPAIHRIASEDFKKYEKAHTPQAGDDTWD------PYHTDT 123 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           ++  V   GAV  A  +P VGG T + D   AY  L +  +A +      H    +  +  
Sbjct: 124 SWRLVPTWGAVLRAVHLPEVGGDTVWVDAALAYQGLSDDVKARLEGHHVAHDYRAALHQS 183 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG----------RPSLLIGRHAHAIPGMD 222 
           GH     +               P+V+VH ETG          RP++L         G+D 
Sbjct: 184 GHDYPVVA--------------HPVVRVHRETGEKIAWVNFTQRPTIL---------GLD 220 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
            AES+  L  ++D   +        W  G V  WDNR  +H A       PR++ 
Sbjct: 221 RAESKELLTAVIDQYRKPANQVRFSWRPGSVAFWDNRATVHYAVRNYGTFPRLL 274 
 
 
>gb|ADC33975.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 80.1 bits (196), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 48/126 (38%), Positives = 71/126 (56%), Gaps = 5/126 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL E TR  +    A HS++ S++KLG      +    +     A P + 
Sbjct: 1   TEFCDMRAAYDALPEKTRQRIAGLVAYHSIMTSRAKLGFADFDEAEREAF----KAVP-Q 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+   ++GR SL +  HA +I GM   ++ + +E L   A Q   V++H+W   D+V+ 
Sbjct: 56  VLVRRLQDSGRMSLYLASHAGSIGGMADDDARQLIEELTAHATQRQFVYSHRWRVKDLVI 115 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 116 WDNRCV 121 
 
 
>emb|CAY27422.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 80.1 bits (196), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 48/126 (38%), Positives = 65/126 (51%), Gaps = 10/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG--HVQQAGSAYIGYGMDTTATP 193 
           T F DMRAA+D LD  T+  V      HS +YS+  LG    ++   A+        A   
Sbjct: 1   TEFGDMRAAWDMLDARTKEQVKDLVVEHSRIYSKGVLGVPFTEEEKRAF--------APV 52 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +PLV+ H  TGR SL +  HA  I G   +E    L  L++ A Q   V+ H+W  GD+ 
Sbjct: 53  TQPLVRTHQRTGRHSLFLSSHAGRIVGWPVSEGMLLLRELMEHATQREFVYRHRWRVGDL 112 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 113 VMWDNR 118 
 
 
>emb|CAY27501.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY27558.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 80.1 bits (196), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 51/125 (40%), Positives = 64/125 (51%), Gaps = 7/125 (5%) 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 547



Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALDE  +         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFGDMRAAYDALDEEIKTECENLICEHSQLFSRSILGSTDFTDDERRRFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+V 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGWLVPEARAFLRDLNEHATQRQFVYAHVWRQWDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_06411856.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC85404.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 315 
 
 Score = 80.1 bits (196), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 72/300 (24%), Positives = 120/300 (40%), Gaps = 41/300 (13%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           ++  L + P    +GA + G+ L   ++    A + AA L+  ++ F  QH++  QQI F 
Sbjct: 19  SEVGLDVRPMSGYIGAEIFGIDLTGPIEPEVVAEVRAALLKWKVVFFRDQHITPAQQIAF 78 
 
Query: 61  AKRFGAIE-------------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 107 
            + FG +               +   D  A ++V ++  VR                    
Sbjct: 79  GRLFGQVTPGHPTLPTLEGHPEVFPLDSRAYADVSSEYQVRS-----------------L 121 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH D T++     G++    V+P  GG T + ++  AY+ L +  R L+    A H     
Sbjct: 122 WHTDVTFVHNPPMGSILRGVVIPPYGGDTQWTNLVVAYETLSKPIRDLIDGLHAVHV--- 178 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAES 226 
             +++   +  GS        T+   + P+V+VHPETG   L +       I  +   ES 
Sbjct: 179 --NQIILERGDGSKLQKMFTRTSYETVHPVVRVHPETGERVLFVSPNFTQRIVELSNTES 236 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF---KLPRVMWHSRLAG 283 
           +R L+ L             +W    +  WDNR   H   P D+      RVM    +AG 
Sbjct: 237 QRVLDLLFSHLATPAFTVRFRWQPDSIAFWDNRATAHLV-PTDYGHLGFDRVMHRITIAG 295 
 
 
>gb|ABR27342.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 45/122 (36%), Positives = 61/122 (50%), Gaps = 5/122 (4%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           F DMRAAYDAL E  ++ +      HS++YS+  LG V      Y     +     L+ L 
Sbjct: 2   FCDMRAAYDALHEXXKSEIGDLICEHSVMYSRGXLGFVD-----YSDEEKEMFKPVLQRL 56 
 
Query: 198 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 257 
           V+ HP  GR  L +  HA  + GM   E    L  L + A Q   V+ H+W   D+V+WD 
Sbjct: 57  VRTHPAHGRKFLYLSSHAGKVVGMSVPEGRLLLRDLTEHATQPEFVYVHRWTVHDLVMWD 116 
 
Query: 258 NR 259 
           NR 
Sbjct: 117 NR 118 
 
 
>ref|YP_298356.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ63512.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 297 
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 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 75/283 (26%), Positives = 115/283 (40%), Gaps = 49/283 (17%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
             + P    +GA + GV+LA LDD  + AL  A L++ +L F  Q ++  Q +  A+RFG 
Sbjct: 19  FSVAPCTPAIGAEIDGVNLARLDDTTYRALRQALLKYKVLFFRDQDITPAQHVAAARRFG 78 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG--------NMAWHADSTYMPV 117 
            +E                  V    P   +    V+ G           +H+D ++  V 
Sbjct: 79  ELE------------------VHPMIPHHPEHPELVVFGRGGDKRGRENLYHSDVSWREV 120 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGHV 175 
            + G++      P +GG T + +M AAY+AL E  +A + +  A H  +  + QS  G   
Sbjct: 121 PSMGSMLRCLECPDMGGDTIWVNMVAAYEALPEDMKARIAELQAVHDAMPTFGQSVEGER 180 
 
Query: 176 QQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGR--------HAHAIP---GMDA 223 
                      M     P+  P+V+ HPETG   L +          +A   P   G D  
Sbjct: 181 YDE--------MRKQYPPMVHPVVRTHPETGEKILYVNEGFTTHFANYARLQPYRIGSDF 232 
 
Query: 224 AESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             +E  L   +     AP      +W A  V +WDNR   H A 
Sbjct: 233 RMAEMDLMQYLFRQAAAPEYQVRLRWRANTVALWDNRATQHYA 275 
 
 
>ref|YP_003731487.1| taurine dioxygenase [Acinetobacter sp. DR1] 
 gb|ADI90114.1| taurine dioxygenase [Acinetobacter sp. DR1] 
          Length = 282 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 72/277 (25%), Positives = 112/277 (40%), Gaps = 34/277 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +QI      +GA ++G+ LA    DD  FA +    L+H +L    QHL+    + FA++ 
Sbjct: 1   MQIEQLTCNIGAELSGIKLADAIYDDGLFAEIRTQLLKHRVLFLRDQHLTRQDHVAFAEK 60 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E     D  A+ S+    G V+ +   E      V     AWH+D+++  V   G  
Sbjct: 61  FGQLE-----DHPAVGSHPDHPGLVQIYKHPE----SPVDRYENAWHSDASWRKVPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T + +M  AY++L    +  +    A HS+   ++  G      +   
Sbjct: 112 VLHCVECPPVGGDTMWTNMVMAYESLPNDIKDKIADLRAYHSI---EASFG-----AAMP 163 
 
Query: 183 IGYGMDTTAT---PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           +   +D  A       P+V+ HPETG   L +             E  RF +     A + 
Sbjct: 164 LEKRLDLKAKFPDAEHPVVRTHPETGEKILYVNAFTTHFSNYHTKERVRFGQDANPGAAE 223 
 
Query: 240 APRVHAHQ-----------WAAGDVVVWDNRCLLHRA 265 
             R    Q           W    + +WDNR   H A 
Sbjct: 224 LLRYLISQAYIPEFQVRWRWKPNSIAIWDNRSTQHYA 260 
 
 
>ref|ZP_07308884.1| taurine catabolism dioxygenase [Streptomyces griseoflavus Tu4000] 
 gb|EFL37253.1| taurine catabolism dioxygenase [Streptomyces griseoflavus Tu4000] 
          Length = 229 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 68/217 (31%), Positives = 98/217 (45%), Gaps = 21/217 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALH--AAWLQHALLIFPGQHLSNDQQITFAKR 63 
           L + P   +    V   +LAT  DA   A H  AA  QH LLI P QHL++   +T A   
Sbjct: 5   LSLRPLDKSGFGAVVDTNLAT--DAEHLAPHLAAALHQHRLLIVPRQHLTHADLLTVASC 62 
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Query: 64  FGAIER-------IGG-GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           FG ++        +GG   +  ISN+  DG  R     + D+  +       WHAD+++  
Sbjct: 63  FGTVDTSVDRRYAVGGFPGLTVISNIVEDG--RHIGVYDGDNEEE-------WHADNSFK 113 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P +    +  + + P  GG T FAD   AY  L +A R  +    ARHSL    +      
Sbjct: 114 PQLTSATMLYSVITPQRGGETRFADATRAYSDLPDAVRQRIGPMRARHSLAQLGALQSQA 173 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 212 
               S+ +   +  +   + PLV  HP TG  SLL+G 
Sbjct: 174 SGGQSSIVAGSLAASPEAVHPLVLPHPVTGARSLLLG 210 
 
 
>ref|YP_001791206.1| taurine dioxygenase [Leptothrix cholodnii SP-6] 
 gb|ACB34441.1| Taurine dioxygenase [Leptothrix cholodnii SP-6] 
          Length = 306 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 75/278 (26%), Positives = 118/278 (42%), Gaps = 30/278 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           Q ++ + P   ++GA ++ V+L  A+ D    A + A  L+H +L F  Q +S  + + F 
Sbjct: 22  QRSIHVEPLTCSIGAELSHVNLGAASRDPDLVAEIRALLLRHRVLFFRDQDISRAEHVAF 81 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           A+ FG +E       VA S+ +  G VR + +P +  D  +      AWH D+T+      
Sbjct: 82  ARHFGELE----DHPVAGSDPEHPGLVRIYKNPDQPADRYE-----NAWHTDATWREKPP 132 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G V      P VGG T +A+M  AY+ L E  +  +    ARHS+   ++  G       
Sbjct: 133 FGCVLRCIECPPVGGDTMWANMVLAYERLPEHVKTQIAGLRARHSI---EASFGAAMPID 189 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER----------- 228 
                      A    P+V+ HPETG   L +            A++ R            
Sbjct: 190 KRLALKAQFPDAE--HPVVRTHPETGEKILFVNAFTTHFSNFHTADNVRVGQDYTHAGPQ 247 
 
Query: 229 FLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            L+ L+  A Q P      +W    + +WDNR   H A 
Sbjct: 248 LLQYLIGQA-QIPEYQVRWRWRPNSMAMWDNRSTQHYA 284 
 
 
>ref|XP_001482071.1| hypothetical protein PGUG_05834 [Meyerozyma guilliermondii ATCC 
           6260] 
 gb|EDK41736.1| hypothetical protein PGUG_05834 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 382 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 77/269 (28%), Positives = 108/269 (40%), Gaps = 26/269 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++TP    LG  VTG+ L+ LDD G   L     Q  ++IF  Q  +      FA  +G  
Sbjct: 82  RVTPK---LGTEVTGIQLSQLDDKGKDELALYVAQRGVVIFREQDFAK-HGPQFAVEYG- 136 
 
Query: 67  IERIGGGDIVAISNVKADG-----TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
               G   I   S    D      T R+    E+D +       + WH+D +Y        
Sbjct: 137 -RHFGRLHIHPTSGAPKDHPEIHVTYRRADKNEFDRLFAQRTNAVGWHSDVSYELQPPGT 195 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
             FS    P  GG T FAD+R AY  L    +  +      H+            QA  A 
Sbjct: 196 TFFSVLEGPDAGGDTIFADVREAYRRLSPEFQKRLEGLHVLHT---------SADQARDA 246 
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Query: 182 YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
            +G G      P   + PL++VHP TG   + + R  +  I  +   ES   L  L D   
Sbjct: 247 -VGLGGIERRKPVSSIHPLIRVHPGTGEKFIYLNRPFSRKIVELKEQESNYLLNFLYDHI 305 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +A  +    +W    VVVWDNR ++H A 
Sbjct: 306 EKAHDLQLRAKWEPNSVVVWDNRLVVHSA 334 
 
 
>emb|CAY27408.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 49/127 (38%), Positives = 67/127 (52%), Gaps = 9/127 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT--TATP 193 
           T F DMRAAYDALD+A +  +      HS  YS+ ++G ++      + YG +      P 
Sbjct: 1   TEFWDMRAAYDALDDAMKTEIEDLITEHSNAYSREQIGFMK------VDYGAENQLKLKP 54 
 
Query: 194 LR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
           +R  LV+  P TGR SL +  H  AI G    E+  F+  L + A Q   V AH W   D 
Sbjct: 55  VRHRLVRHDPRTGRKSLYLSAHIGAIVGWPVPEARMFIRDLAEHATQRRFVFAHSWRQWD 114 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 115 LVMWDNR 121 
 
 
>emb|CAY27224.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 51/124 (41%), Positives = 66/124 (53%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALD+ T+A        HS ++S++ LG      S +        A   + 
Sbjct: 1   TEFADMRAAYDALDDETKAECEGLICEHSQLFSRAILGF-----SDFTDEERRKFAPVKQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA AI G    E+  F   L + A Q   V+AH W   D+V+ 
Sbjct: 56  RLVRRHPVTGRRSLYLASHAGAILGWPVPEARAFQRDLTEHATQRRFVYAHVWRQWDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|ZP_08208480.1| taurine dioxygenase [Novosphingobium nitrogenifigens DSM 19370] 
 gb|EGD59470.1| taurine dioxygenase [Novosphingobium nitrogenifigens DSM 19370] 
          Length = 287 
 
 Score = 79.7 bits (195), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 76/290 (26%), Positives = 121/290 (41%), Gaps = 33/290 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP   ++GA V+GV L+  +  A   A+ AA L++ ++ F  Q LSN+Q   FA +F 
Sbjct: 16  LHITPLQPSIGAEVSGVDLSRPITPAQREAIRAAVLRYKVIFFRDQPLSNEQHAAFAAQF 75 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDD------MMKVIVGNMAWHADSTYMPVM 118 
           G +           +          HS A  DD        +V+    A+H D+++  V  
Sbjct: 76  GPL-------YTHPTTRHQAANTAIHSIAARDDREYGERFKRVLDSGDAYHTDTSWRLVP 128 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
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             GAV     +P  GG T + D   A+DAL +  +  +      H+ + +   +GH     
Sbjct: 129 TWGAVLRDITLPENGGDTIWVDAHLAWDALSDDLKQKLEGLHVTHNFLSALKGVGH---- 184 
 
Query: 179 GSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 235 
                         P+   P+V+ H ETG+  L +       I G++ AES   L+ ++  
Sbjct: 185 ------------EYPIVAHPVVRTHRETGQKILWVNFSQQPQILGVELAESRALLDEILR 232 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
              +        W    V  WDNR  +H A     + PR +    +A  P 
Sbjct: 233 QYKRPELQVRFTWRKNSVAFWDNRSTVHYAVRNYGEFPRELHRILIADEP 282 
 
 
>ref|YP_003609092.1| Taurine dioxygenase [Burkholderia sp. CCGE1002] 
 gb|ADG19581.1| Taurine dioxygenase [Burkholderia sp. CCGE1002] 
          Length = 327 
 
 Score = 79.7 bits (195), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 68/276 (24%), Positives = 113/276 (40%), Gaps = 33/276 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAK 62 
            L+I      +G  V    L+  LD++    LH A +++ +L F  Q HL +     F   
Sbjct: 15  NLRIRRVAGLIGGEVQDFKLSPALDESVIDTLHRALVKYKVLFFRDQGHLDDVSHQAFGA 74 
 
Query: 63  RFG------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           RFG       +    G  +  +   K  G                     +WH D T++  
Sbjct: 75  RFGQTVAHPTVPSPEGTALFELDASKGGGRAD------------------SWHTDVTFVD 116 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY---SQSKLG 173 
              + ++     +PA GG T +A+   AY+ L +  + L     A H+  Y   ++   G 
Sbjct: 117 AFPKISILRGVKIPAYGGDTVWANTAVAYERLPDDLKRLADSLWAVHTNDYDYGAERIAG 176 
 
Query: 174 HVQQAGSAYIGYGMDTTATPL----RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 229 
              Q+ +A + +  +   + +     P+V VHP +G  +LL+G     I G+ ++ES R  
Sbjct: 177 TDTQSAAARLAHHQNVFVSAVYEAEHPIVHVHPVSGERALLLGHFIKRIVGLSSSESARI 236 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            E L +   +       QW   DV +WDNR   H A 
Sbjct: 237 FEILQNRVIRLENTVRWQWRQNDVAIWDNRATQHYA 272 
 
 
>gb|ADC34038.1| TfdA-like protein [uncultured bacterium] 
          Length = 200 
 
 Score = 79.7 bits (195), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 65/211 (30%), Positives = 93/211 (44%), Gaps = 16/211 (7%) 
 
Query: 56  QQITFAKRFGAIE--RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           QQI FA+R+  IE  R        ++       VR+      +   K  +G   WH D + 
Sbjct: 1   QQIAFARRWAPIEINRF----FTPVAGHPEIAEVRK------EKAQKTNIGG-GWHTDHS 49 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y    A G++  A  +P  GG T FA M AAYDAL E  +  +    A HS  +     G 
Sbjct: 50  YDEAPAMGSILVARELPEDGGDTLFASMYAAYDALSEGLQRTLDGLRAIHSDEHVFGAKG 109 
 
Query: 174 HVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
           + ++AG  S  IG         + P+V  HPE+ R +L +         G   A+S+  L 
Sbjct: 110 YHKKAGETSDRIGNAGAVRGEVVHPVVIRHPESKRKALYVNPAFTLRFEGWSEADSKPLL 169 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           E L   A +       +WA G +  WDNRC+ 
Sbjct: 170 EHLYRHATRPEFTCRFRWAPGSIAFWDNRCV 200 
 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 552



>ref|ZP_03267080.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. H160] 
 gb|EEA01304.1| Taurine catabolism dioxygenase TauD/TfdA [Burkholderia sp. H160] 
          Length = 295 
 
 Score = 79.3 bits (194), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 87/303 (28%), Positives = 123/303 (40%), Gaps = 45/303 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             ITP  A LGA V G   A         AL  A   H +LIF  Q L +      A  F 
Sbjct: 14  FTITPLDAPLGAQVRGFDGARAASGPQILALKQALRDHHILIFKDQQLDDAAFSRLASWF 73 
 
Query: 65  GAI-------ERIGG------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--H 109 
           G++         +G        DIV +SNV  DG                ++GN+    H 
Sbjct: 74  GSVYVPPADAPVLGSHDDGTVPDIVLVSNVD-DG----------------VLGNIELPAH 116 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 169 
           +D  + P  + G++  A  VP  GG T + ++ AAY+ L    RA +        L+    
Sbjct: 117 SDHHWTPQPSSGSLLYALEVPEHGGDTTWYNLAAAYEDLSADLRAQIDDLR----LITYN 172 
 
Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLRP-----LVKVHPETGRPSLLIG-RHAHAIPGMDA 223 
             L         +  Y       PLRP     LV+ HPE+GR  + +G R    +   D  
Sbjct: 173 PFLRRKHPLPEGFPLY-RHPGIEPLRPFTDHPLVRTHPESGRRLIYLGARTEVELVDYDP 231 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           +   R +E L          + H+W+ GD+V WDN+  LH  + +D    RV+    LAG 
Sbjct: 232 SAGARLIEALRTHILSPRYAYRHRWSVGDIVFWDNQATLHGRDDFDSGERRVLKRISLAG 291 
 
Query: 284 -RP 285 
            RP 
Sbjct: 292 SRP 294 
 
 
>ref|XP_002179018.1| predicted protein [Phaeodactylum tricornutum CCAP 1055/1] 
 gb|EEC49716.1| predicted protein [Phaeodactylum tricornutum CCAP 1055/1] 
          Length = 329 
 
 Score = 79.3 bits (194), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 73/270 (27%), Positives = 115/270 (42%), Gaps = 33/270 (12%) 
 
Query: 15  LGATVTGVH-LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI----ER 69 
           LGA V  V  L  LD  G + +  A   H +++  GQ+LS  +Q+ F  + G +       
Sbjct: 51  LGAIVDVVDDLTELDSDGASKILDAVRAHGMIVIKGQNLSRAEQVEFTSKLGEVIVLPSS 110 
 
Query: 70  IGGGD-------IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM--PVMAQ 120 
             G D       I  I+N  ADGT +  S                WH D  +   P     
Sbjct: 111 FEGKDPEPFHPAIQRITNFWADGTWKGPSAKL----------GAYWHQDGQFWVPPKHNV 160 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++  A+  P  GG T FAD+R A   L +     + +R++R S+  S   +    +    
Sbjct: 161 LSILHAQATPPKGGETGFADLRGARATLSQP----LLERASRASIQVSVRDIADFAKGSE 216 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER-FLEGLVDWACQ 239 
             +    D +      +++ H   G P L +G     + G+++AE+ +  LE L+  A   
Sbjct: 217 EDLAQFPDAS----HAILQSHLLDGGPLLYVGSPHMKVQGLESAEAGKALLEMLLAHATS 272 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
               + H W  GDV+VWDN   LH A P++ 
Sbjct: 273 PAFTYFHAWDVGDVIVWDNTQTLHHAMPYN 302 
 
 
>ref|YP_004016948.1| taurine dioxygenase [Frankia sp. EuI1c] 
 gb|ADP81078.1| Taurine dioxygenase [Frankia sp. EuI1c] 
          Length = 320 
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 Score = 79.3 bits (194), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 83/284 (29%), Positives = 117/284 (41%), Gaps = 17/284 (5%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKR 63 
           L I P    +GA ++GV +   LD A  AAL AA L++ ++ F  QH L+ + QI FA+  
Sbjct: 16  LDIRPLTVRIGAEISGVRIGGDLDAATVAALRAAILRNRVVFFRDQHHLTPEIQIAFARL 75 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
            G + +         S    DG    H   E D       G  AWH D ++       +V 
Sbjct: 76  LGELTQ------AHPSQAPLDGYPLVH---ELDASKGGRAG--AWHTDVSFTDRPPAFSV 124 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYD----ALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
             A  +P VGG T +A+  AAY      L     AL    + +H        L  + +   
Sbjct: 125 LRAVEIPPVGGDTIWANTVAAYGDLPAPLQHVADALRVYHTNQHDYGLRLQDLDGLPEVF 184 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                           P+V+VHPETG PSLL+G     + G+   +S   L    D   + 
Sbjct: 185 KERFFEFRSKEFEVEHPVVRVHPETGEPSLLLGGFVKQLTGVSQEQSFDLLRTFADAVAK 244 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                   W  GDV +WDNR   H A       PR++    +AG 
Sbjct: 245 PENTVRWHWRTGDVAIWDNRATQHYAINDYADSPRIVHRVTVAG 288 
 
 
>gb|EDK37093.2| hypothetical protein PGUG_01191 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 430 
 
 Score = 79.3 bits (194), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 74/276 (26%), Positives = 110/276 (39%), Gaps = 32/276 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T  ++P     G  + G+ L+ LDDAG   L        L +F  Q    D+   FA+ F 
Sbjct: 92  TFDLSPN---FGTEIDGIQLSKLDDAGKNDLALYLATRGLAVFHDQDFR-DKGPEFAREF 147 
 
Query: 65  GAIERIGGGDIVAISNVKADG------TVRQHS-PAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G   R  G   +       DG      T R+   P  ++        ++ WH+D ++    
Sbjct: 148 G---RYFGPLHIHPVAYSIDGYPELLVTFRKEGGPERYEGEFASRTTSVGWHSDISFEEY 204 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL----G 173 
            +  + F A   P  GG T +AD R AY  L    + L+   +A H+  Y Q+K     G 
Sbjct: 205 PSSFSFFVALEAPESGGDTVYADTREAYRRLSPEFQKLLEGLTAIHTNYY-QNKFSALTG 263 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE---RF 229 
            V +    Y             PLV+ HP TG  SL   +    +I G+   ES     F 
Sbjct: 264 GVARVKKDYF---------TEHPLVRTHPVTGEKSLFFSKGFVKSIKGLKGPESSAILNF 314 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L+  ++      R      +   V+ WDNR +LH A 
Sbjct: 315 LDAHINSTDFQVRAQHRGTSGATVIAWDNRIVLHTA 350 
 
 
>ref|ZP_07572418.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
 gb|EFN11854.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
          Length = 286 
 
 Score = 79.3 bits (194), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 70/265 (26%), Positives = 107/265 (40%), Gaps = 26/265 (9%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG-------- 65 
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            GA V G+ L+    D     L AA  +H +L   GQ L++   + F +++G         
Sbjct: 10  FGAIVEGIDLSVPQSDDILRGLIAALHEHQILAIRGQKLTDADYVAFGRQWGRPLMFHLQ 69 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
           +  +    +++ I+N  A       +P  + D      G   WH DS+Y  V A   +   
Sbjct: 70  SHRKDEFPEMIRITNAAA-------TPERYRD------GAKFWHQDSSYEAVPASVTMLY 116 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
               P  GG T  A    AYD LD+A +A +      H L  S +  G        +I   
Sbjct: 117 GAETPEEGGETLIASTALAYDTLDDAMKARIDGLVGLHCLGGSPALPGE----KIPFIPE 172 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
                     PLV  HP TGR +L +   A    G++  E    +  L     Q   V   
Sbjct: 173 NTARHGIVSHPLVMRHPVTGRKALYLSGSAFGAEGLEIDEGRALINALRTHCTQPQFVTR 232 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEPWDF 270 
           ++   GD+ +WDN  +LH A P ++ 
Sbjct: 233 YKVETGDIFLWDNFQVLHSATPIEY 257 
 
 
>ref|XP_001386601.1| hypothetical protein PICST_33987 [Scheffersomyces stipitis CBS 
           6054] 
 gb|ABN68572.1| predicted protein [Scheffersomyces stipitis CBS 6054] 
          Length = 432 
 
 Score = 79.3 bits (194), Expect = 6e-13,   Method: Compositional matrix adjust. 
 Identities = 76/273 (27%), Positives = 111/273 (40%), Gaps = 25/273 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T+ ++P     G  + G+ L+ LDDAG   L        L +F  Q    D+   FAK+F 
Sbjct: 89  TVDLSPN---YGTEIDGIQLSELDDAGKNDLALYLETRGLAVFRNQDFR-DKGPAFAKQF 144 
 
Query: 65  GAIERIGGGDI--VAISNVKADGTVRQHSPAEWDDMMKVIVGNM----AWHADSTYMPVM 118 
           G  E  G   I  V+ +       +  + PA   +   V   N      WH+D ++     
Sbjct: 145 G--EYFGPLHIHPVSFAAENYPELLVTYRPAGGAERYPVQFANSTNTAGWHSDISFEEYP 202 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           +  + F A   P  GG T F D+R AY  L    +      +  H+  Y Q++   ++   
Sbjct: 203 SSFSFFVALEAPESGGDTVFLDLREAYKRLSPQIQKFFETLTIIHTNYY-QNQFAKLKNY 261 
 
Query: 179 GSAYIG-YGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
            +   G Y  +       PLV+ HP TG  SL   R  A  I G+   ES+  L  L    
Sbjct: 262 EARVKGDYFTE------HPLVRTHPVTGEKSLFFSRGFALRIKGLKQQESDSILSFLESH 315 
 
Query: 237 ACQAPRVH---AHQWAAGDVVV-WDNRCLLHRA 265 
               P +    +HQ      V+ WDNR  LH A 
Sbjct: 316 VLNNPEIQVRASHQGTESRTVIAWDNRISLHTA 348 
 
 
>ref|YP_369080.1| taurine dioxygenase [Burkholderia sp. 383] 
 gb|ABB08436.1| Taurine dioxygenase [Burkholderia sp. 383] 
          Length = 282 
 
 Score = 79.3 bits (194), Expect = 6e-13,   Method: Compositional matrix adjust. 
 Identities = 75/274 (27%), Positives = 117/274 (42%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P    +GA +  V LA    DD  FA + A  L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEPLTCAIGAELLDVSLADAVHDDGLFAEIRAQLLRHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+++      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDASWRVAPPFGC 111 
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Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L    +  +    ARHS+  S      + +  +   
Sbjct: 112 VLRCIDGPPVGGDTMWANMVLAYERLPAHVKQQIDDLRARHSIEASFGAAMPIDKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP----------GMDAAE-SERFLE 231 
             Y          P+V+ HPETG   L +   A              G DA   + + L+ 
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKVLYVNAFATHFTNFHTPARVRVGQDANPGAGQLLQ 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W    V +WDNR   H A 
Sbjct: 227 YLISQAYIPEYQVRWRWKKNSVAIWDNRSTQHYA 260 
 
 
>gb|EFV82889.1| hypothetical protein HMPREF0005_00146 [Achromobacter xylosoxidans 
           C54] 
          Length = 291 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 73/275 (26%), Positives = 113/275 (41%), Gaps = 26/275 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I      LGA +  + LA  L DA + A+ AA  +H ++ FP Q L       FA+RF 
Sbjct: 1   MKIVAGEGPLGARILDIDLARPLADADYRAIEAALGRHGVVSFPKQALEARHLKAFAERF 60 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +E          G  +++ +SN+  +G     S A  D           WH D +Y   
Sbjct: 61  GTLEVNVANMYFEPGLPEVMILSNMVENGKPVGLSDAGQD-----------WHTDMSYSR 109 
 
Query: 117 VMAQGAVFSAEVVPAVGGR----TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
            +A   V     +P   G+    T F +M AAYD L +A +  +   +  H        + 
Sbjct: 110 TIAFSNVLYGIRIPMRDGKSLGNTEFCNMHAAYDDLPQALKDELDGMTITHDFNKFWEMM 169 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
              + +    +         P+  P+   HP TGR  L     ++  I  +  A S   L 
Sbjct: 170 RREKGSTRPPLTEEQKHRKPPVSHPVFLTHPITGRKVLYANPGYSVRINELPEARSAEVL 229 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L     Q    + HQW  GDV++WDN   +H A 
Sbjct: 230 DFLFRHQLQEKYRYRHQWQEGDVLMWDNMGTIHNA 264 
 
 
>gb|ACG80566.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 45/126 (35%), Positives = 68/126 (53%), Gaps = 13/126 (10%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           F DMRAAYDAL   T+  +    A HS+ +S+S++G        +  +  D  A  L P+ 
Sbjct: 3   FGDMRAAYDALPNDTKRELEGLVAEHSIFHSRSRIG--------FTDFNPDV-AQALPPV 53 
 
Query: 198 ----VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
               V+ HP +GR +L +  HA  + G       + +E L+D+A Q   V+ H+W  GD+ 
Sbjct: 54  QQVVVRTHPGSGRKTLYLASHASHVIGWPIERGRKLIEDLLDFATQPQFVYQHRWQVGDL 113 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 114 VMWDNR 119 
 
 
>ref|ZP_03822519.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (sulfate 
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           starvation-induced protein 3) [Acinetobacter sp. ATCC 
           27244] 
 gb|EEH69595.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (sulfate 
           starvation-induced protein 3) [Acinetobacter sp. ATCC 
           27244] 
          Length = 291 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 69/275 (25%), Positives = 114/275 (41%), Gaps = 32/275 (11%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + TL I    +++GA +  V L T+D+     +  A L H ++ F  Q L+   Q   A+ 
Sbjct: 10  EMTLNIEIIKSSIGAIIHDVDLNTVDENTTQQIQQALLDHHVIFFRNQQLAPQAQAELAR 69 
 
Query: 63  RFGA---------IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            FG+         +E +   +I+ + + K D                 +  N  WH D T 
Sbjct: 70  GFGSLHIHPIFPTVENVP--EIIVLDSWKQD-----------------LRDNELWHTDVT 110 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSK 171 
           +      G V  A  +P VGG T ++   AA+  LD++ +  +   +A H +   +   + 
Sbjct: 111 FSKNPPLGCVLQAIKIPPVGGDTLWSSGVAAFAGLDQSLQQKLKGLTATHDIRQSFPIER 170 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
             H        +          + P+V+ HP TG+P L +       I  ++ +ES   L 
Sbjct: 171 FAH-NDVERKKLEETFKRNPPVVHPVVRTHPVTGQPILFVSEGFTTRINELEESESAELL 229 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + L   A         QW  GDV +WDNRC  H+A 
Sbjct: 230 QYLFAHATHEQFHLRWQWQEGDVAIWDNRCTQHKA 264 
 
 
>gb|ADC33972.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 43/126 (34%), Positives = 67/126 (53%), Gaps = 5/126 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR A++ +  A +A +   +A HS+ +S++  G  +       GY       P R 
Sbjct: 1   TEFCDMRQAWEQVPPAEQAELEALTAHHSIAHSRALCGFTEWPE----GYDDLLQKIP-R 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV VHP+TGR +LL   H   + G +  E+  F+  L+  A      ++H+W  GD ++ 
Sbjct: 56  PLVGVHPDTGRKALLTASHIETLTGKNKDETTEFVAELIQRATVPENCYSHRWTKGDFLM 115 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 116 WDNRCV 121 
 
 
>ref|XP_001728977.1| hypothetical protein MGL_3971 [Malassezia globosa CBS 7966] 
 gb|EDP41763.1| hypothetical protein MGL_3971 [Malassezia globosa CBS 7966] 
          Length = 382 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 67/259 (25%), Positives = 102/259 (39%), Gaps = 25/259 (9%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIE---RIGGGDIVAISN---VKADGTVRQHSPAE 94 
           +  ++ F  Q LS D+Q     R G +       G  I  + N   V  D  V +      
Sbjct: 94  RRGVVFFKNQELSADEQKFVTDRLGHLTGKPATSGLHIHPVYNAERVGKDQVVDEKGTQN 153 
 
Query: 95  WDDMMKVIVGNM-------------AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
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            D+ + VI  N+              WH+D  + PV A         +P  GG T +A   
Sbjct: 154 KDNEISVISSNLHRSLDVEPRSGADEWHSDIAFEPVPADYTSLKVHTLPQTGGDTMWASG 213 
 
Query: 142 RAAYDALDEATRALVHQRSARH---SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 198 
              YD L +  R +  +    +     + S ++ G+    G       +DT  T   PL+ 
Sbjct: 214 YEVYDLLSQPFRNMFEKLKGFYYPPEFINSAARHGYALYPGPRGAAENVDTHLTAEHPLI 273 
 
Query: 199 KVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVW 256 
           + +P TG  S+  IG H + I G+   ES+     + D   Q       ++W   D+ +W 
Sbjct: 274 RTNPVTGWKSVFGIGHHFNRILGVSLDESDMLKRYIRDLVTQNHSTQLRYRWGKNDLAIW 333 
 
Query: 257 DNRCLLHRAEPWDFKL-PR 274 
           DNR   H A P  F L PR 
Sbjct: 334 DNRSTYHAATPDYFDLGPR 352 
 
 
>ref|YP_003932509.1| taurine dioxygenase, 2-oxoglutarate-dependent [Pantoea vagans 
C9-1] 
 gb|ADO11060.1| taurine dioxygenase, 2-oxoglutarate-dependent [Pantoea vagans C9-1] 
          Length = 279 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 68/288 (23%), Positives = 121/288 (42%), Gaps = 27/288 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +  TP    +GA V+ + ++  L DA F  L+   L+H +L    Q ++ +Q    A RF 
Sbjct: 5   ISFTPLSPYIGAQVSNLDVSRPLSDAQFEQLYHGLLRHQVLFLRDQKITPEQHRALAIRF 64 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +          G  +I+ +          Q +P + D+          WH D T++   
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLD-------THQDNPPDNDN----------WHTDVTFIDT 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
               A+ +++V+P  GG T +    AAY+AL E  + L+   SA H    S  +  + +  
Sbjct: 108 PPAIALLASKVLPEAGGDTLWTSGIAAYEALSEPFKQLLAGLSAEHDFKKSFQEYKYRKT 167 
 
Query: 178 AGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
                          P++ P+++ HP +G+ +L +       I  +   ES+  L+ L   
Sbjct: 168 EEEHQRWQQAVAKHPPVQHPVIRTHPVSGKKALFVNEGFTTRIVDLSEKESDALLDFLFA 227 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            A +       +W   D+ +WDNR   H A    +   R+M  + + G 
Sbjct: 228 HATKPEFQVRWRWQPDDLAIWDNRVTQHYANADYYPARRIMQRATVLG 275 
 
 
>gb|ADC33957.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 47/126 (37%), Positives = 67/126 (53%), Gaps = 5/126 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL E  +A +    A+H + +S+ ++G  +        Y      +P R 
Sbjct: 1   TEFCDMRAAYDALPETMKAEIDGLVAQHDIFWSRGQIGFTEFPPGEREKY----PPSPQR 56 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV++HP + R +L +  HA  I G   AE    L  L   A Q   V++H+W  GD V+ 
Sbjct: 57  -LVRLHPGSRRKTLYLSAHASHILGWPVAEGRLLLWDLTAHATQNRFVYSHRWRVGDAVI 115 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 116 WDNRCV 121 
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>ref|YP_773478.1| taurine dioxygenase [Burkholderia ambifaria AMMD] 
 gb|ABI87144.1| Taurine dioxygenase [Burkholderia ambifaria AMMD] 
          Length = 282 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 75/274 (27%), Positives = 117/274 (42%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P    +GA +  V LA    DD  FA + A  L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEPLTCAIGAELLDVSLADAVHDDGLFAEIRAQLLRHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+++      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDASWRVAPPFGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L +  +  +    ARHS+  S      + +  +   
Sbjct: 112 VLRCIDGPPVGGDTMWANMVLAYENLPDHVKQQIADLRARHSIEASFGAAMPIDKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAE-SERFLE 231 
             Y          P+V+ HPETG   L +             A    G DA   + + L  
Sbjct: 172 AQY-----PDAEHPVVRTHPETGEKVLYVNAFTTHFTNFHTPARVRVGQDANPGAGQLLH 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W    V +WDNR   H A 
Sbjct: 227 YLISQAAIPEYQVRWRWKKNSVAIWDNRATQHYA 260 
 
 
>gb|ADY82284.1| taurine dioxygenase [Acinetobacter calcoaceticus PHEA-2] 
          Length = 282 
 
 Score = 79.0 bits (193), Expect = 7e-13,   Method: Compositional matrix adjust. 
 Identities = 72/277 (25%), Positives = 111/277 (40%), Gaps = 34/277 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +QI      +GA ++GV LA    DD  F  +    L+H +L    QHL+    + FA++ 
Sbjct: 1   MQIEQLTCNIGAELSGVKLADAIYDDGLFTEIRTQLLKHRVLFLRDQHLTRQDHVAFAEK 60 
 
Query: 64  FGAIERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E     D  A+ S+    G V+ +   E      V     AWH+D+++  V   G  
Sbjct: 61  FGQLE-----DHPAVGSHPDHPGLVQIYKHPE----SPVDRYENAWHSDASWRKVPPMGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T + +M  AY++L    +  +    A HS+   ++  G      +   
Sbjct: 112 VLHCVECPPVGGDTMWTNMVMAYESLPNDIKDKIADLRAYHSI---EASFG-----AAMP 163 
 
Query: 183 IGYGMDTTAT---PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           +   +D  A       P+V+ HPETG   L +             E  RF +     A + 
Sbjct: 164 LEKRLDLKAKFPDAEHPVVRTHPETGEKILYVNAFTTHFSNYHTKERVRFGQDANPGAAE 223 
 
Query: 240 APRVHAHQ-----------WAAGDVVVWDNRCLLHRA 265 
             R    Q           W    + +WDNR   H A 
Sbjct: 224 LLRYLISQAYIPEFQVRWRWKPNSIAIWDNRSTQHYA 260 
 
 
>ref|YP_003521938.1| TauD [Pantoea ananatis LMG 20103] 
 gb|ADD78810.1| TauD [Pantoea ananatis LMG 20103] 
          Length = 279 
 
 Score = 79.0 bits (193), Expect = 8e-13,   Method: Compositional matrix adjust. 
 Identities = 73/293 (24%), Positives = 124/293 (42%), Gaps = 32/293 (10%) 
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Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P G  +GA V  + ++  L DA F  L+ A L+H +L    Q ++ +Q    A RF 
Sbjct: 5   LAIKPLGPFIGAQVGNLDVSRPLSDAQFEQLYHALLRHQVLFLREQVITPEQHRALAIRF 64 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +          G  +I+ +          Q +P + D+          WH D T++   
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLD-------THQDNPPDNDN----------WHTDVTFIQT 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
               A+ +++V+P  GG T +    AAY+AL    + L+ +  A H    +  +  H ++ 
Sbjct: 108 PPAVALLASKVLPESGGDTLWTSGIAAYEALSAPFKTLLAELRAEHDFTKAFPEYKH-RK 166 
 
Query: 178 AGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
              A+  +       P    P+++ HP +G+ +L +       I  +   ES+  L G + 
Sbjct: 167 TEEAHRQWQQAVAKNPPVYHPVIRTHPVSGKKALFVNEGFTTRIMDISQKESDALL-GFL 225 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
                 P      +W   D+ +WDNR   H A    +   RVM  + + G RP 
Sbjct: 226 FAHVTRPEFQVRWRWQPNDLAIWDNRVTQHYANADYYPARRVMQRATVLGDRP 278 
 
 
>ref|ZP_06411796.1| Taurine dioxygenase [Frankia sp. EUN1f] 
 gb|EFC85344.1| Taurine dioxygenase [Frankia sp. EUN1f] 
          Length = 300 
 
 Score = 79.0 bits (193), Expect = 8e-13,   Method: Compositional matrix adjust. 
 Identities = 75/274 (27%), Positives = 114/274 (41%), Gaps = 26/274 (9%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           ++ +T   ++LGA ++GV LA +   D  FA L A  L+H +L    Q +S    +  A+ 
Sbjct: 18  SMTVTRLTSSLGAELSGVDLADVARSDVLFAGLRALLLEHKVLFLRDQDISRADHVALAR 77 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           RFG++E       VA S+    G VR +     +D       N ++H D ++    A GA 
Sbjct: 78  RFGSLE----DHPVAPSDPDHPGLVRIYKS---EDSAPEHYEN-SYHCDGSWRREPAMGA 129 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P+VGG T + +M AAY+ L +  +  +    ARHS+  +      V +      
Sbjct: 130 VLRCVQTPSVGGDTIWVNMAAAYEGLPDHVKERIAGLRARHSIEATFGARLPVAERHRLK 189 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP----------GMDAAESERFLEG 232 
             Y          P+V+ HPETG   L +      I           G D A     L   
Sbjct: 190 ERY-----PDAEHPVVRTHPETGEKILFVNAFTTHIVNYHTPVNVRYGADYAPGASLLLN 244 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +      P      +W+A    +WDNR   H A 
Sbjct: 245 YLIGRAAIPEYQVRWRWSADSFAIWDNRATQHYA 278 
 
 
>ref|XP_001883209.1| predicted protein [Laccaria bicolor S238N-H82] 
 gb|EDR06348.1| predicted protein [Laccaria bicolor S238N-H82] 
          Length = 359 
 
 Score = 79.0 bits (193), Expect = 8e-13,   Method: Compositional matrix adjust. 
 Identities = 77/270 (28%), Positives = 111/270 (41%), Gaps = 31/270 (11%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH---LSNDQQITFAKRFGAIER-I 70 
           LG  VTGV ++ L   G   L     +  +L+F  Q    LS D+QI   + FG I++   
Sbjct: 84  LGTEVTGVQISELSKEGLDELALFAAERKVLLFRDQDFKDLSPDRQIEITRHFGPIQKHP 143 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN----MAWHADSTYMPVMAQGAVFSA 126 
             G++             QH     D   + + G+     +WH+D +Y         F   
Sbjct: 144 TSGNVKGYPEFHVVYRDAQH-----DKFQEYLGGDKINQTSWHSDVSYEKQPPGATFFFI 198 
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Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV----YSQSKLGHVQQAGSAY 182 
              P  GG T F     AY+ L    +  +    A HS V    +S+ + G V++      
Sbjct: 199 LDQPETGGDTLFLSQVEAYNRLSLEFKKRLEGLRAVHSGVPQAEFSRRRDGPVRREP--- 255 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
               ++T      PLV+VHP TG  +L + +     I G    ESE  L+ L D   +   
Sbjct: 256 ----IETE----HPLVRVHPVTGEKALYVNQGFTKHIVGFKQEESEYLLKFLFDHLAKGA 307 
 
Query: 242 RVHAH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
             H    +  G VVVWDNR   H A P DF 
Sbjct: 308 DFHIRATYKPGTVVVWDNRVTAHSATP-DF 336 
 
 
>ref|YP_234880.1| taurine dioxygenase [Pseudomonas syringae pv. syringae B728a] 
 gb|AAY36842.1| Taurine dioxygenase [Pseudomonas syringae pv. syringae B728a] 
          Length = 289 
 
 Score = 79.0 bits (193), Expect = 8e-13,   Method: Compositional matrix adjust. 
 Identities = 83/300 (27%), Positives = 127/300 (42%), Gaps = 52/300 (17%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDA-GFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V GV L+    A     +  A+L++ +L+F  QHL+ +Q   F + 
Sbjct: 24  TVNRLTPI---IGAEVGGVDLSQPPSAEQLTEIRRAFLENHVLVFRDQHLTVEQHKAFGR 80 
 
Query: 63  RFGAIERIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            FG +  +      GD   +  V+A+   R                   WH D T      
Sbjct: 81  LFGPLRALPVDSIDGDDPELVVVRANAQSR-------------FAAGELWHTDGTADLEP 127 
 
Query: 119 AQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           + G++   +  PA+  GG T FA+M  A + L  A +  +   +A H         G +  
Sbjct: 128 SMGSMLYVKETPAIGTGGDTLFANMHLAIEMLSPAMQQFLGGLTAIHD--------GEI- 178 
 
Query: 177 QAGSAYIGY----GMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFL 230 
                + GY    G+  +     P+V  HPETGR SL +  G  +H +  +   ES   L 
Sbjct: 179 ----PWKGYQPPPGLPKSE---HPVVVRHPETGRRSLFVNSGFTSHIV-QLSPGESRTVL 230 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRPE 286 
             L D   + P +    +W    +V WDNRC  H A  WD+  P   +  R   L GRP+ 
Sbjct: 231 SMLFDLIAREPCLSCRVRWEPNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRPQ 288 
 
 
>emb|CAY27545.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 79.0 bits (193), Expect = 8e-13,   Method: Compositional matrix adjust. 
 Identities = 46/125 (36%), Positives = 64/125 (51%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAY+ALD+  +  +      HS +YS+ +LG  +        +       P+R 
Sbjct: 1   TEFGDMRAAYEALDDRLKHQIEDLVCLHSNMYSRGRLGLTEFTEEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA  I GM   E+   L  L + A +   V++H W   D V 
Sbjct: 55  QRLVRRHPVTGRKSLFLSAHAGEIEGMSIPEARMLLLDLTELATREQFVYSHAWRVNDFV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ADC34034.1| TfdA-like protein [uncultured bacterium] 
          Length = 203 
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 Score = 78.6 bits (192), Expect = 9e-13,   Method: Compositional matrix adjust. 
 Identities = 61/219 (27%), Positives = 88/219 (40%), Gaps = 29/219 (13%) 
 
Query: 56  QQITFAKRFGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
           QQI FA+RFG I          G  +++ +   K D               KV  G   W 
Sbjct: 1   QQIAFARRFGPISIHPFAASVEGHPEVMRVFKEKED---------------KVNFGG-GW 44 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--- 165 
           H+D T+      G++  A+ VP  GG T FA+   AYDAL    +  +   +A HS     
Sbjct: 45  HSDMTFQEKPPLGSILYAKEVPPYGGDTMFANQYMAYDALSAGMKKTLESLNAVHSANAQ 104 
 
Query: 166 --VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMD 222 
             V  +S+        S       +  A  + P+V+ HPETG+ +L +         G   
Sbjct: 105 YGVDGRSEANKNNDKRSMKPATSEEAAAEVIHPVVRTHPETGKKTLYVNVGFTTRFEGWT 164 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             ES+  L  L +   +        WA   V  WDNRC+ 
Sbjct: 165 KKESQPLLRWLYEHCAKPEFTCRFNWATNSVAFWDNRCV 203 
 
 
>gb|ADC33941.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 78.6 bits (192), Expect = 9e-13,   Method: Compositional matrix adjust. 
 Identities = 42/126 (33%), Positives = 64/126 (50%), Gaps = 5/126 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR A++ L    +  +   +A HS+ +S++  G  +       GY       P R 
Sbjct: 1   TEFCDMRRAWEMLSPEEQVELEGLTANHSIAHSRALAGFTEWPA----GYEEFLQRVP-R 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV VHP+TGR +LL   H   + G    E+  F+  L+  A      + H+W+ GD ++ 
Sbjct: 56  PLVGVHPDTGRKALLTASHIETLTGKSKEETTEFVAELIQRATMPENCYVHRWSKGDFLM 115 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 116 WDNRCV 121 
 
 
>ref|YP_001166963.1| taurine dioxygenase [Rhodobacter sphaeroides ATCC 17025] 
 gb|ABP69658.1| Taurine dioxygenase [Rhodobacter sphaeroides ATCC 17025] 
          Length = 319 
 
 Score = 78.6 bits (192), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 72/269 (26%), Positives = 113/269 (42%), Gaps = 21/269 (7%) 
 
Query: 8   ITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG 65 
           +TP    +GA V+ + L+  L D+  A L      H +L F  Q HL + +Q  F  RFG 
Sbjct: 16  VTPLAGRVGAIVSNIRLSGDLPDSTIARLEQLLRLHKVLFFRDQSHLDDAEQERFGARFG 75 
 
Query: 66  A-IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQGA 122 
                   G +   ++V    T R   P   +       G  A  WH D T++    +   
Sbjct: 76  EPFAHPTQGALSGTASVLDLDTRRDREPKAGE-----AGGARADQWHTDITFVEAYPRIT 130 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRAL------VHQRSARHSLVYSQSKLGHVQ 176 
           +  + V PA GG T F++  AAY++L E  +AL      VH  +  ++ V   +     + 
Sbjct: 131 ILRSVVAPASGGDTVFSNTVAAYESLPEPLKALADRLWAVHSNAYDYAAVRPHATADEQK 190 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           Q    +     +T      P+V+V P +G  +LL+G       G+  A+ ++      D  
Sbjct: 191 QFARQFTSTVFETE----HPVVRVLP-SGERTLLLGNFVQRFTGIARADFQKLFALFQDH 245 
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Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                     +W AGDV +WDN    H A 
Sbjct: 246 IQAQENTVRWRWQAGDVALWDNTATQHYA 274 
 
 
>ref|XP_001834704.1| alpha-ketoglutarate catabolism dioxygenase [Coprinopsis cinerea 
           okayama7#130] 
 gb|EAU87152.1| alpha-ketoglutarate catabolism dioxygenase [Coprinopsis cinerea 
           okayama7#130] 
          Length = 369 
 
 Score = 78.6 bits (192), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 78/268 (29%), Positives = 115/268 (42%), Gaps = 26/268 (9%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH---LSNDQQITFAKRFGAIER-I 70 
           LG  +  V ++ L   G   L     +  +LIF  Q    L+ ++QI  A  FG I+R   
Sbjct: 92  LGTELRNVQISQLSPEGLNELALYTAERKVLIFRDQDFKDLTPERQIEIANHFGPIQRHP 151 
 
Query: 71  GGGDIVAISNV----KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
             G++          +  G  R +    +D+ + +     +WH+D TY         F   
Sbjct: 152 TSGNVKGFPEFHVVYRDPGFDRLNRYRGFDNKINL----TSWHSDVTYEKQTPGTTFFFI 207 
 
Query: 127 EVVPAVGGRTCFADMRAAYDAL-DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
              P VGG T F     AY+ L DE  + LV  R A HS V    +  H +  G       
Sbjct: 208 LDQPEVGGDTLFTSQVEAYNRLSDEFKKRLVGLR-AIHSAV---PQAEHSRSIGGPVRRE 263 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP--R 242 
            ++T      P+V+VHP TG  +L + +    +I G    ES+  L  L +   +    R 
Sbjct: 264 PIETE----HPVVRVHPVTGEKALFVNQGFTKSIVGFKKEESDFLLNFLFEHIAKGADFR 319 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
           + A  +  G VVVWDNR  +H A P DF 
Sbjct: 320 IRA-SYEPGTVVVWDNRVTVHSATP-DF 345 
 
 
>gb|ACG80559.1| TfdA [uncultured bacterium] 
 gb|ACG80574.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 78.6 bits (192), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 46/124 (37%), Positives = 62/124 (50%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD  TR  +    A HS+ +S+  LG        +     +     +  
Sbjct: 1   TEFGDMRAAYDALDPGTREKLEGLQAHHSIAHSRQTLGF------EFSREEEEKLKGAIH 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+++P T R SL +  HA  I      E    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 55  PLVRINPRTQRRSLYLASHASRIVEWPVPEGRLLLRDLIEHATQVGFVYRHVWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>gb|ADC33942.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 46/128 (35%), Positives = 70/128 (54%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++AL    +A +    ARHSL  S+ K G       ++     D    P   
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Sbjct: 1   TEFCDMRLAWEALPADEQAKLEPLVARHSLWLSRRKYGD----DKSFKFNEEDVRRYPPV 56 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV  H  TGR +L++G +  ++  +D  ES  FL+ L + A     +++H+W AGD+ 
Sbjct: 57  ERPLVNTHRPTGRRALMLGANIASVGDLDEIESVAFLDELTERATAPAFIYSHRWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>ref|YP_002763816.1| dioxygenase [Rhodococcus erythropolis PR4] 
 dbj|BAH31077.1| putative dioxygenase [Rhodococcus erythropolis PR4] 
          Length = 299 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 71/282 (25%), Positives = 117/282 (41%), Gaps = 36/282 (12%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           + +T+++     ++GA ++GV L  +  D A FA +    L+H +L F  Q+ S  + +  
Sbjct: 14  STSTIRVEKLTCSIGAELSGVDLGEVARDAALFAQIKGLLLEHKVLFFRDQNFSKAEHVE 73 
 
Query: 60  FAKRFGAIERIGGGDIVAI-SNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTY 114 
            A+RFG +E     D  A+ S+    G VR +    SP E  +         A+H D+T+ 
Sbjct: 74  LAQRFGELE-----DHPALGSDPDHPGLVRIYKDLDSPPEHFEN--------AYHCDATW 120 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
                 G V      P VGG T + +M  AY+ L    +  +    ARHS+  +       
Sbjct: 121 RVNPPMGCVLRCVETPPVGGDTIWVNMALAYENLPARVKEQIKDLRARHSIESTFGARMP 180 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF----- 229 
           + Q          +       P+V+ HPETG   L +   A  +      E+ R+      
Sbjct: 181 IDQRHQL-----KERFPDAEHPVVRTHPETGEKILFVNSFATHLVNYHTPENVRYGIDYA 235 
 
Query: 230 --LEGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
                L+ +     ++  +Q    W    V +WDNR   H A 
Sbjct: 236 PGAGNLLTYLASQAQIPEYQVRWRWTENSVAIWDNRSTQHYA 277 
 
 
>gb|ADP10566.1| taurine dioxygenase [Erwinia sp. Ejp617] 
          Length = 279 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 73/291 (25%), Positives = 122/291 (41%), Gaps = 33/291 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           ++I   G  +GA V+ ++L+  L DA F  L+ A ++H +L    Q L+  QQ   A RF 
Sbjct: 5   IRIQALGPHIGALVSDINLSRPLSDAQFEQLYHALIRHQVLFLREQPLTPPQQRQLAARF 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV---------GNMAWHADSTYM 115 
           G +                   V  H+P    D+ ++IV          N  WH D T++ 
Sbjct: 65  GDLHI---------------HPVYPHAP----DVEEIIVLDTHDENPPDNDNWHTDVTFI 105 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                 A+ +A+ +PA GG T +A   AA++AL    + L+    A H    S  +  +  
Sbjct: 106 ETPPACAILAAKQLPASGGDTLWASGIAAWNALSAPIQELLEGLQAEHDFRKSFQEYAY- 164 
 
Query: 176 QQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
           + +   +  +       P    P+++ HP +G+ +L +       I G+   ES+  L   
Sbjct: 165 RSSTEEHQRWQQAVAKNPPVQHPVIRTHPVSGKKALFVNEGFTTRIVGLHDKESDALLNF 224 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L     +       +W   DV +WDNR   H A        R+M  + + G 
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Sbjct: 225 LFAHINKPDFQVRWRWQQDDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>ref|YP_003658919.1| taurine dioxygenase [Segniliparus rotundus DSM 44985] 
 gb|ADG98088.1| Taurine dioxygenase [Segniliparus rotundus DSM 44985] 
          Length = 313 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 75/264 (28%), Positives = 112/264 (42%), Gaps = 30/264 (11%) 
 
Query: 13  ATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERI 70 
           A +GA V+GV L+  L     A L    L H +++F GQH L ++ Q  FA+  G +  + 
Sbjct: 21  ADIGAEVSGVVLSGDLGPETVAVLRQTVLDHKVVVFRGQHSLDDEGQRAFARLLGPLT-L 79 
 
Query: 71  GGGDIVAISNVKADGTV----RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
           G   + +    + DG V     +H  ++            +WH D T++      +V    
Sbjct: 80  GHPTLAS----RVDGAVLEVNSEHGRSD------------SWHTDVTFVDRPPAFSVLRP 123 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL-------GHVQQAG 179 
             +P  GG T +A+  AAY+ L E  R L     A H+  Y  ++        GH    G 
Sbjct: 124 VALPEYGGTTAWANTTAAYNRLPEPLRLLAESLRAVHTNRYDYARTHERDAAEGHDDGKG 183 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                    T      P+V+ HPETG  +LL+G+    I  +  AES+       D   + 
Sbjct: 184 RVQYEEFRSTQYETEHPVVRAHPETGERTLLLGQFVSHILDLKPAESDAVYRIFQDRITK 243 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLH 263 
                   W+ GDV VWDNR   H 
Sbjct: 244 LENTLRWHWSLGDVAVWDNRATQH 267 
 
 
>gb|ADC33945.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 43/127 (33%), Positives = 69/127 (54%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR A++ +    +A +   +A HS+ +S++  G  +       GY       P R 
Sbjct: 1   TEFCDMRHAWEQVPAEEQAELEALTAHHSIAHSRALCGFTEWPE----GYDDLLQKIP-R 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR-VHAHQWAAGDVV 254 
           PLV VHP+TGR +LL   H   + G    E+  F+  L++ A   P  +++H+W+ GD + 
Sbjct: 56  PLVGVHPDTGRKALLTASHIETLTGKSKDETTEFVAELIERATAVPENIYSHRWSVGDFL 115 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 116 MWDNRCV 122 
 
 
>gb|ACG80571.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 48/127 (37%), Positives = 67/127 (52%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA--TP 193 
           T F DMR AYD LD+ TRALV +    H+ +YS+  +G        + G+  +  A   P 
Sbjct: 1   TEFGDMRIAYDLLDDDTRALVEELVCEHTQLYSRGSMG--------FSGWTEEELAMFKP 52 
 
Query: 194 LRP-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
           +R  LV+ HP TGR SL +  HA  I G    E+      L + A +   V+ H+W   D 
Sbjct: 53  VRQRLVRTHPVTGRKSLYLSSHAGTIIGWQMPEARDLPRDLNEHATRPELVYVHRWRLHD 112 
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Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>emb|CAY27370.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 64/124 (51%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS ++S+S LG      + +        A   + 
Sbjct: 1   TAFADMRAAYDALDEEIKTECENLICEHSQLFSRSILG-----STDFTDDERRRFAPVTQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP TGR SL +  HA AI G    E+   L  L + A Q   V+AH W   D+V+ 
Sbjct: 56  RLVRRHPVTGRRSLYLASHAGAILGWLVPEARASLRDLNEHATQRQFVYAHVWRQWDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>ref|YP_498356.1| taurine catabolism dioxygenase TauD/TfdA [Novosphingobium 
           aromaticivorans DSM 12444] 
 gb|ABD27522.1| Taurine catabolism dioxygenase TauD/TfdA [Novosphingobium 
           aromaticivorans DSM 12444] 
          Length = 304 
 
 Score = 78.2 bits (191), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 67/243 (27%), Positives = 104/243 (42%), Gaps = 17/243 (6%) 
 
Query: 34  ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-------RIGG-GDIVAISNVKADG 85 
           AL   WL H +L+F G   S + Q+  ++ FG +E       R+ G  +++ ++N   DG 
Sbjct: 32  ALKQVWLDHGVLVFRGIGTSPEVQLELSRCFGELEPHPIEKFRLDGYPELILLTN---DG 88 
 
Query: 86  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 145 
                 P  +D         + WH D  +      GA+         GG+T + D  AAY 
Sbjct: 89  G--PVGPV-YDFAGVATTQRIPWHTDLAFTTTPNAGALLRMVRKVETGGQTGWLDTAAAY 145 
 
Query: 146 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVHPE 203 
           D LD+AT+  +    A +       ++   +  G        +    P    PLV  HPE 
Sbjct: 146 DELDQATKDEIADLEAVYLFRAGLEEMRFNRPDGKRLSPRKDNYPDFPPVANPLVWTHPE 205 
 
Query: 204 TGRPSL-LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 262 
           TGR  L L   +   I G    + +  +  L+D A Q    + H+W   D+V+WDNR  + 
Sbjct: 206 TGRKVLNLSTLNIEYIVGQRDEQGDALIRRLIDHALQPRFQYVHEWENNDMVLWDNRRTM 265 
 
Query: 263 HRA 265 
           H A 
Sbjct: 266 HAA 268 
 
 
>ref|ZP_08156118.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
 gb|EGD22302.1| taurine dioxygenase [Rhodococcus equi ATCC 33707] 
          Length = 320 
 
 Score = 77.8 bits (190), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 88/283 (31%), Positives = 109/283 (38%), Gaps = 34/283 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 566



             +TP   T+GA V+G+ L   L D   A L  A L+  +L F  Q +       FA R+ 
Sbjct: 45  FSLTPKTPTIGAEVSGIRLTGDLSDDVLAELRRALLEWKVLFFRDQDIDRADHRAFAARW 104 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +E+             AD            D M   V NM WH D T+    +  AV  
Sbjct: 105 GELEQHPFFKYTQPGQSDADVATLAK------DAMAAGVENM-WHNDVTWHEFPSFAAVL 157 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               VP VGG T +AD  AAYD L E  RA +    A H  + S               G 
Sbjct: 158 RGVEVPDVGGDTLWADTGAAYDLLPEDLRARIDHLEAEHDWINS--------------FG 203 
 
Query: 185 YGMDT-TATPLR--------PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
            GM   T   LR        P+V+V PETGR  L +       I G+   ES   L  L  
Sbjct: 204 RGMPVETVEMLRPVFPPVVHPVVRVIPETGRRVLFVNSVFTQRIVGVSEEESNEILRALY 263 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               Q P       W+   +  WDNR   H A    F   RVM 
Sbjct: 264 R-HVQRPEFQVRLHWSPDTIAFWDNRTCQHYASSDYFPARRVM 305 
 
 
>gb|ADC33940.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 77.8 bits (190), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 42/126 (33%), Positives = 65/126 (51%), Gaps = 5/126 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR A++ L    ++ +   +A HS+ +S++  G  +       GY       P R 
Sbjct: 1   TEFCDMRRAWEMLSPEEQSELEALTAHHSIAHSRALCGFTEWPE----GYDDLLQKIP-R 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV VHP+TGR +LL   H   + G    E+  F+  L+  A      ++H+W  GD ++ 
Sbjct: 56  PLVGVHPDTGRKALLTASHIETLTGKSKEETTEFVAELIQRATVPENCYSHRWTKGDFLL 115 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 116 WDNRCV 121 
 
 
>ref|YP_003532757.1| taurine dioxygenase, 2-oxoglutarate-dependent [Erwinia amylovora 
           CFBP1430] 
 ref|YP_003540278.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erwinia 
           amylovora ATCC 49946] 
 emb|CBJ47890.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erwinia 
           amylovora ATCC 49946] 
 emb|CBA23625.1| taurine dioxygenase, 2-oxoglutarate-dependent [Erwinia amylovora 
           CFBP1430] 
 emb|CBX82303.1| taurine dioxygenase, 2-oxoglutarate-dependent [Erwinia amylovora 
           ATCC BAA-2158] 
          Length = 279 
 
 Score = 77.8 bits (190), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 73/290 (25%), Positives = 120/290 (41%), Gaps = 31/290 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + I   G  +GA V+ ++L+  L DA F  L+ A ++H +L    Q L+  QQ   A RF 
Sbjct: 5   ISIQALGPHIGALVSEINLSRPLSDAQFEQLYHALIRHQVLFLRDQPLTPHQQRQLAARF 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---------WHADSTYM 115 
           G +                   +  H+P    D+ ++IV +           WH D T++ 
Sbjct: 65  GDLHI---------------HPLYPHAP----DVEEIIVLDTNDDNPPDNDNWHTDVTFI 105 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
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                GA+ +A+ +P  GG T +A   AA++AL    + L+    A H    S  +  +  
Sbjct: 106 ETPPAGAILTAKQLPDSGGDTLWASGIAAWNALSAPIQTLLDGLQAEHDFRKSFQEYKYR 165 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
             A              P++ P+V+ HP +G+ +L +       I G+   ES+  L  L 
Sbjct: 166 SSAEEHQRWQQAVAKNPPVQHPVVRTHPVSGKKALFVNEGFTTRIVGLKEKESDALLNFL 225 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
                +       +W   DV +WDNR   H A        R+M  + + G 
Sbjct: 226 FAHITKPDFQVRWRWRQDDVAIWDNRVTQHYANADYLPQRRIMHRATILG 275 
 
 
>gb|ADC33967.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 77.8 bits (190), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 46/128 (35%), Positives = 70/128 (54%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++AL    +A +    ARH L  S+ K G       ++     D    P   
Sbjct: 1   TEFCDMRLAWEALPAEEQAKLEPLIARHPLWLSRRKYGD----DKSFSFSEEDVRRYPPV 56 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV +H  TGR +L++G +  ++  +D  +S  FL+ L D A     V++H+W AGD+ 
Sbjct: 57  ERPLVDIHRPTGRRALMLGANIASVGELDEIDSVAFLDELTDRATAPEFVYSHRWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>gb|ADC33973.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 77.8 bits (190), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 46/128 (35%), Positives = 70/128 (54%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++AL    +A +    ARHSL  S+ K G       ++     D    P   
Sbjct: 1   TEFCDMRLAWEALPADAQAELEPLVARHSLWLSRRKYGD----DKSFKFNEEDVRRYPPV 56 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV  H  TGR +L++G +  ++  +D  ES  FL+ L + A     +++H+W AGD+ 
Sbjct: 57  ERPLVDTHRPTGRRALMLGANIASVGDLDEIESVAFLDELTERATAPAFIYSHRWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>ref|YP_948716.1| taurine dioxygenase [Arthrobacter aurescens TC1] 
 gb|ABM08520.1| taurine dioxygenase [Arthrobacter aurescens TC1] 
          Length = 309 
 
 Score = 77.8 bits (190), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 77/295 (26%), Positives = 121/295 (41%), Gaps = 31/295 (10%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIF-PGQHLSNDQQI 58 
           + +T L+    G+ +GA + G+ ++  L     A + AA  +H  L+F     LS++ Q+ 
Sbjct: 4   ITETKLEFAKLGSRIGAEIRGLDISGDLSQETVAQIRAALNEHKALVFREANILSDEAQV 63 
 
Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---WHADSTYM 115 
            FA  FG +              KA  TV      E  +++ V   N +   WH D T++ 
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Sbjct: 64  KFASHFGPL-------------TKAHPTVASVEGEE--NVLPVDSENGSANNWHTDVTFV 108 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               Q +   +  +PA GG T  A    AY  L E  R       A H+  Y  S   ++ 
Sbjct: 109 VNPPQASTLRSIDLPAYGGETLIASSAGAYQDLPEELRNFADTLWAIHTNDYDYSVPKNL 168 
 
Query: 176 QQAGS-----AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH--AIPGMDAAESER 228 
           + + +      +     +T      P+V+VHP TG   L IG  A    I G+   ES+  
Sbjct: 169 EHSNAEERRKEFTRLKFETA----HPVVRVHPLTGERGLFIGGFAQRLRIVGLSNTESKD 224 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +  L  +  +   V    W    VV++DNR   H A       PR +    +AG 
Sbjct: 225 IIRLLQAYVTRPENVVRVNWEPNQVVLFDNRITQHYAPDNYDGQPRKLNRVTIAG 279 
 
 
>ref|YP_004006193.1| taurine dioxygenase [Rhodococcus equi 103S] 
 emb|CBH47508.1| putative taurine dioxygenase [Rhodococcus equi 103S] 
          Length = 320 
 
 Score = 77.8 bits (190), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 88/283 (31%), Positives = 109/283 (38%), Gaps = 34/283 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             +TP   T+GA V+G+ L   L D   A L  A L+  +L F  Q +       FA R+ 
Sbjct: 45  FSLTPKTPTIGAEVSGIRLTGDLSDDVLAELRRALLEWKVLFFRDQDIDRADHRAFAARW 104 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +E+             AD            D M   V NM WH D T+    +  AV  
Sbjct: 105 GELEQHPFFKYTQPGQSDADVATLAK------DAMAAGVENM-WHNDVTWHEFPSFAAVL 157 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               VP VGG T +AD  AAYD L E  RA +    A H  + S               G 
Sbjct: 158 RGVEVPDVGGDTLWADTGAAYDLLPEDLRARIDHLEAEHDWINS--------------FG 203 
 
Query: 185 YGMD-TTATPLR--------PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
            GM   T   LR        P+V+V PETGR  L +       I G+   ES   L  L  
Sbjct: 204 RGMPAETVEMLRPVFPPVVHPVVRVIPETGRRVLFVNSVFTQRIVGVSEEESNEILRALY 263 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
               Q P       W+   +  WDNR   H A    F   RVM 
Sbjct: 264 R-HVQRPEFQVRLHWSPDTIAFWDNRTCQHYASSDYFPARRVM 305 
 
 
>gb|ADC33983.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 77.8 bits (190), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 43/127 (33%), Positives = 68/127 (53%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR A++ +    +A +   +A HS+ +S++  G  +       GY       P R 
Sbjct: 1   TEFCDMRRAWEQVPPDEQAELETLTAHHSIAHSRALCGFTEWPE----GYDDLLQKVP-R 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR-VHAHQWAAGDVV 254 
           PLV VHP+TGR +LL   H   + G    E+  F+  L+  A   P  +++H+W+ GD + 
Sbjct: 56  PLVGVHPDTGRKALLTASHIETLTGKSKDETTEFVAELIQRATAVPENIYSHRWSVGDFL 115 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 116 MWDNRCV 122 
 
 
>gb|ADC33986.1| TfdA-like protein [uncultured bacterium] 
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          Length = 121 
 
 Score = 77.4 bits (189), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 41/124 (33%), Positives = 64/124 (51%), Gaps = 5/124 (4%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           F DMR A++ L    +A + + +A HS+ +S++  G  +       GY       P RPL 
Sbjct: 3   FCDMRRAWELLSPEEQAELEELTANHSIAHSRALCGFTEWPE----GYDDLLQKIP-RPL 57 
 
Query: 198 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 257 
           V VH +TGR +LL   H   + G    E+  F+  L+  A      ++H+W  GD ++WD 
Sbjct: 58  VGVHSDTGRKALLTASHIETLTGKSKEETTEFVAELIQRATVPENCYSHRWTKGDFLLWD 117 
 
Query: 258 NRCL 261 
           NRC+ 
Sbjct: 118 NRCV 121 
 
 
>ref|ZP_08206375.1| taurine dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
 gb|EGD53703.1| taurine dioxygenase [Gordonia neofelifaecis NRRL B-59395] 
          Length = 282 
 
 Score = 77.4 bits (189), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 73/277 (26%), Positives = 112/277 (40%), Gaps = 34/277 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           + +     ++GA +  V LA +  DD  FA L +  L H +L F  Q +S  + +  A+R 
Sbjct: 1   MNVERLTCSIGAELHDVDLAEVARDDDLFAELKSHLLDHKVLFFRNQTMSRGEHVALAER 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           FG +E       V  S+ +  G VR +    SP E            ++H D+T+      
Sbjct: 61  FGELE----DHPVLGSDPEHPGLVRIYKGLDSPRE--------AFENSYHCDATWRVNPP 108 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
            G+V      P VGG T + +M  AY+ L E  +  +    ARHS+  S      ++Q   
Sbjct: 109 MGSVLRCVEGPEVGGDTMWVNMGLAYERLPERVKEQIEGLRARHSIEASFGARMPIEQRL 168 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAESERF 229 
           +       +       P+V+ HPETG   L +             A+   G+D A      
Sbjct: 169 AL-----KEKFPDAEHPVVRTHPETGEKILFVNSFTTHLTNFHTDANIRCGIDYAPGAGE 223 
 
Query: 230 LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L   +      P      +W    V +WDNRC  H A 
Sbjct: 224 LLRYLQSQATIPEYQVRWRWTPNSVAIWDNRCTQHYA 260 
 
 
>emb|CAY27400.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 77.4 bits (189), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 49/126 (38%), Positives = 67/126 (53%), Gaps = 10/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH-VQQAGSAYIGYGMDTTATPL 194 
           T F DMRAA+D LD+ T+ +       HSL+YS+  LG  V     A           P+ 
Sbjct: 1   TEFGDMRAAWDMLDDETKRICEPLICEHSLLYSRGLLGFDVTDEERAIF--------RPV 52 
 
Query: 195 RPL-VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           R L V+ HP TGR SL +  HA A+ G    ++  FL  L + A Q   V++H+W   D+ 
Sbjct: 53  RQLLVRAHPVTGRRSLYLSSHAGAVVGWPVPKARAFLRDLTEHATQERFVYSHKWRRHDL 112 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 113 VMWDNR 118 
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>ref|ZP_07300240.1| taurine dioxygenase [Streptomyces hygroscopicus ATCC 53653] 
 gb|EFL28609.1| taurine dioxygenase [Streptomyces hygroscopicus ATCC 53653] 
          Length = 204 
 
 Score = 77.4 bits (189), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 56/180 (31%), Positives = 85/180 (47%), Gaps = 17/180 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGF-AALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            ++TP G T+GA + G  L+   + G    L+ A L+  +L F G HL++ QQ  FA+ + 
Sbjct: 13  FELTPLGRTIGAEIRGADLSRPLEPGLREELNRALLEWKVLFFRGAHLTSAQQRDFARNW 72 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G +E          + + A G+ +  +  +  +       N+ WHAD T+    A GAV  
Sbjct: 73  GELE---------TNPLLASGSSQDVARFDKSEGATPTFENV-WHADVTFRERPALGAVL 122 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV------YSQSKLGHVQQA 178 
               VP VGG T +ADM AAYD L    R  +   +A H  +      Y   +L   Q+A 
Sbjct: 123 QLREVPPVGGDTMWADMAAAYDNLPREVRDRIDGATAVHDFIPGFSRFYGPERLAPFQEA 182 
 
 
>ref|ZP_07379660.1| Taurine dioxygenase [Pantoea sp. aB] 
 gb|EFM18866.1| Taurine dioxygenase [Pantoea sp. aB] 
          Length = 279 
 
 Score = 77.4 bits (189), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 68/289 (23%), Positives = 121/289 (41%), Gaps = 29/289 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L  TP G  +GA V+ + ++  L DA F  L+   L+H +L    Q ++ +Q    A RF 
Sbjct: 5   LSFTPLGPYIGAQVSNLDVSRPLSDAQFEQLYHGLLRHQVLFLRDQKITPEQHRALAIRF 64 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +          G  +I+ +          Q +P + D+          WH D T++   
Sbjct: 65  GDLHIHPVYPHAEGVEEIIVLD-------THQDNPPDNDN----------WHTDVTFIET 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
               A+ +++V+P  GG T +    AAY+AL    + L+    A H    S  +  + ++ 
Sbjct: 108 PPAVALLASKVLPEAGGDTLWTSGIAAYEALSVPFKQLLEGLRAEHDFKKSFQEYKY-RK 166 
 
Query: 178 AGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
               ++ +       P    P+++ HP +G+ +L +       I  +   ES+  L  L  
Sbjct: 167 TEEEHLRWQQAVAKHPPVQHPVIRTHPVSGKKALFVNEGFTTRILDLSEKESDAVLGFLF 226 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
             A +       +W   D+ +WDNR   H A    +   R+M  + + G 
Sbjct: 227 AHATKPEFQVRWRWQPDDLAIWDNRVTQHYANADYYPARRIMQRATVLG 275 
 
 
>ref|YP_003101613.1| taurine dioxygenase [Actinosynnema mirum DSM 43827] 
 gb|ACU37767.1| Taurine dioxygenase [Actinosynnema mirum DSM 43827] 
          Length = 290 
 
 Score = 77.4 bits (189), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 80/302 (26%), Positives = 119/302 (39%), Gaps = 49/302 (16%) 
 
Query: 5   TLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL +      +GA V+G+ L+  L     A L   +L H +L+F  Q L+ +     A   
Sbjct: 22  TLAVRGLTPVIGAEVSGLDLSRELTGDQLAELRTVFLDHHVLVFRDQDLTPEDHQRLAAH 81 
 
Query: 64  FGAIERI------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG +  +      G   I+ ++      TV                GN  WHAD T     
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Sbjct: 82  FGELRPVNPPPEHGNPYILEVATSPEAATV---------------FGN-GWHADGTADAE 125 
 
Query: 118 MAQGAVFSAEVVPA--VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
            + G++     +PA   GG T FA+M  AYD L    + L+             + L  + 
Sbjct: 126 PSLGSMLHITEMPAPGSGGDTLFANMHLAYDMLSPKLKELL-------------TGLTAI 172 
 
Query: 176 QQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
                A+ G+ +     P     P+V  HPET RP L +   +   IP + A ES   L+ 
Sbjct: 173 HDGAHAFRGHKIPEGYEPPVSEHPVVVRHPETDRPLLYVNPAYTSRIPQLSADESRAVLD 232 
 
Query: 232 GLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 290 
            L       P +    +W    +V WDNRC+ H A  +D+       H+R   R    G  
Sbjct: 233 LLFSVVPNRPMLACRVRWEPNTLVFWDNRCVQHHAV-YDY-----YPHTRFGHRVAINGG 286 
 
Query: 291 AL 292 
            L 
Sbjct: 287 PL 288 
 
 
>ref|XP_001270812.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
 gb|EAW09386.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
          Length = 382 
 
 Score = 77.4 bits (189), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 74/276 (26%), Positives = 108/276 (39%), Gaps = 25/276 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQ 57 
           + +   Q+     T+G+ + GV L+ L   G   L     Q  ++ F  Q   HL  DQ  
Sbjct: 91  LPKDKAQVDHLTPTIGSEIRGVQLSQLTKEGKDQLALYVAQRKVVAFRDQDFAHLPIDQA 150 
 
Query: 58  ITFAKRFGA--IERIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           + F   FG   I +  G       + + +  AD T          D +      + WH+D 
Sbjct: 151 LDFGSYFGRHHIHQTSGAPKGYPEIHLVHRGADDT-------SGADFLATRTNTITWHSD 203 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            T+               P  GG T FADM  AY  L    R  +H   A HS +    + 
Sbjct: 204 VTFEKQPPGTTFLYLLDGPTTGGDTLFADMAQAYKRLSPEFRKRLHGLKAAHSGI---EQ 260 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
           + +    G    G       T   P+V+ HP TG  +L +  +    I G    ES+  L 
Sbjct: 261 INNSLNRG----GIARREGITSEHPIVRTHPVTGEKALFVNPQFTRYIVGYKKEESDMLL 316 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           + L D    +  + A  +W  G VVVWDNR + H A 
Sbjct: 317 KFLYDHIALSQDLQARVRWLPGTVVVWDNRVVAHSA 352 
 
 
>ref|XP_001382805.1| hypothetical protein PICST_29419 [Scheffersomyces stipitis CBS 
           6054] 
 gb|ABN64776.1| predicted protein [Scheffersomyces stipitis CBS 6054] 
          Length = 420 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 70/273 (25%), Positives = 112/273 (41%), Gaps = 24/273 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T+ ++P     G  + G+ L+ LD+AG   L        L +F  Q    ++   FAK+F 
Sbjct: 90  TIDLSPN---YGTEIDGIQLSELDEAGKNDLALYLETRGLAVFRNQDFR-EKGPAFAKKF 145 
 
Query: 65  GAIERIGGGDI---VAISNVKADGTVRQHSPA----EWDDMMKVIVGNMAWHADSTYMPV 117 
           G  +  G   I   V+ S  ++   +  + PA     ++           WH+D ++    
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Sbjct: 146 G--QHFGPLHIHPSVSYSAEESPELLVTYRPAGGPERYNAQFAGTTTTTGWHSDVSFEEY 203 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A  + F A   P  GG T F D+R AY  L    +      +  H+  Y    L  + + 
Sbjct: 204 PASFSFFVALEAPETGGDTVFLDLREAYRRLSPPIQKFFESLTIIHTNYY----LNQLAK 259 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
                     D+ A    PLV+ HP TG  SL   +  A  + G+   ES+  L  L D  
Sbjct: 260 LKDLDTRVNADSFAE--HPLVRTHPVTGEKSLFYSKGFALRVKGLKQQESDAILSFLEDH 317 
 
Query: 237 ACQAPRVH---AHQWA-AGDVVVWDNRCLLHRA 265 
               P +    +H+   +G ++ WDNR  +H A 
Sbjct: 318 INNNPEIQVRASHRGTNSGTIIAWDNRISIHTA 350 
 
 
>ref|ZP_05095314.1| Taurine catabolism dioxygenase TauD, TfdA family [marine gamma 
           proteobacterium HTCC2148] 
 gb|EEB78427.1| Taurine catabolism dioxygenase TauD, TfdA family [marine gamma 
           proteobacterium HTCC2148] 
          Length = 274 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 59/261 (22%), Positives = 106/261 (40%), Gaps = 13/261 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P    LGA + G+ L+  L +  FA +     ++ ++    Q +S       A  F 
Sbjct: 2   LDIKPMAGALGAEIHGLDLSGELGEGDFAPVRKLLNEYQVIFIRDQDISPANMKALALSF 61 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G ++     + V       + T+ + +P +   +         WH D T+        +  
Sbjct: 62  GPVQTHPAYETV---EGFPEITILESTPEKPTKIE-------TWHTDMTFNQHPPMATML 111 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            ++++P  GG T ++ M AAYDAL    +  +   +A H   +   K    +  G+  +  
Sbjct: 112 KSDIIPLKGGDTLWSSMTAAYDALSVPMQKFLEDLNAVHDFRWG-FKESLAEPGGAERLK 170 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
             +        P+++ HPETG+ ++ +       I G+   ES+  L  L           
Sbjct: 171 DAVAANPPVRHPVIRTHPETGKKAIFVNELFTTHIDGLRRDESDALLGFLYKHVTTDEFT 230 
 
Query: 244 HAHQWAAGDVVVWDNRCLLHR 264 
               W A  +V+WDNRC  H+ 
Sbjct: 231 CRFHWQANSLVIWDNRCTQHK 251 
 
 
>ref|YP_001206266.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           (TauD-like) (2-aminoethanesulfonate dioxygenase) 
           (Sulfate starvation-induced protein 3) (SSI3) 
           [Bradyrhizobium sp. ORS278] 
 emb|CAL78041.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           (TauD-like) (2-aminoethanesulfonate dioxygenase) 
           (Sulfate starvation-induced protein 3) (SSI3) 
           [Bradyrhizobium sp. ORS278] 
          Length = 312 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 75/284 (26%), Positives = 120/284 (42%), Gaps = 21/284 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+++   G T+GA + GV LA  + +A FA +H A  ++  ++F  Q +S +    FA+R 
Sbjct: 26  TIEVRQLGPTVGAEIGGVDLAKDVSEAQFAEIHRALDENLAIVFRDQDISKEDHKRFARR 85 
 
Query: 64  FG-AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
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           FG ++ R      +A +  + DG       +   D          WH D +  P     + 
Sbjct: 86  FGKSLHR----HELAATRFRHDGPFDPEFLSWKTDANSRFTAGDGWHPDVSCDPSPIAVS 141 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH--SLVYSQSKLGHVQQAGS 180 
           +      P +GG T FA+M  AY+ L +  + L+   +A H  SL ++ +  G     G  
Sbjct: 142 LLRVTKTPPLGGDTAFANMYLAYEFLSDPIKQLLDGLTAIHDGSLAWT-AGYGAKPDPGK 200 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
            Y             P+V  HP TGR  L +       I  +   ES+  L+ L       
Sbjct: 201 TY--------PQSEHPVVVTHPRTGRKFLYVNASFTSHIVQLTRRESDALLQLLFRHVES 252 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
              +    QW    ++VWDN    H A  WD+  P   W  R++ 
Sbjct: 253 QLALQTRVQWRPNSLLVWDNWASQHHAV-WDY-YPEERWGERVS 294 
 
 
>gb|ADD83004.1| PtnO6 [Streptomyces platensis] 
          Length = 280 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 76/256 (29%), Positives = 106/256 (41%), Gaps = 24/256 (9%) 
 
Query: 10  PTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 68 
           PT A  GA V GV L A L     AAL   +    LL+F GQ  S ++QI F    G +  
Sbjct: 4   PTSAGWGARVEGVDLGAPLGAECAAALVELFRARHLLVFSGQGFSLEEQIRFMGCLGPVL 63 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
              G  I  +SNVK    +               V  +++H+D+ +  V   G     E  
Sbjct: 64  HEEGSGIGFVSNVKEGAALG--------------VSELSFHSDTGHCAVPLDGVSLFPED 109 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
           V      T FA+  AAY  L  A R+ V      +++  S       +  G + +  GM  
Sbjct: 110 VEGCVTSTRFANAAAAYGRLPAALRSRVASLVCENAMPVSLDG----RNVGLS-VAEGMP 164 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 247 
                  P+V  HP +G P L++       I G++ AES   LE L         V+ H  
Sbjct: 165 RAE---HPVVWRHPVSGEPGLMVNANQTTRIVGLEDAESRGLLEELFSVMYAEDAVYEHS 221 
 
Query: 248 WAAGDVVVWDNRCLLH 263 
           W  GDVV+W N  + H 
Sbjct: 222 WQQGDVVIWHNLAVQH 237 
 
 
>gb|EFW99864.1| alpha-ketoglutarate-dependent taurine dioxygenase [Grosmannia 
           clavigera kw1407] 
          Length = 392 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 74/278 (26%), Positives = 114/278 (41%), Gaps = 37/278 (13%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++T     +G  + G+ L  L D     L     + +++ F  Q+LS  +Q    + FG  
Sbjct: 85  KVTDLTVNIGTEIEGLQLKDLTDEQRDELALLIAERSVVFFRNQNLSPQEQKKLGEHFGQ 144 
 
Query: 67  IE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           IE      ++ G   V++       T R       D   +   G   WH D  +    A  
Sbjct: 145 IEVHPQVPQVPGVPGVSVIWPALQATER-------DAHFRSPGGASRWHTDLVHEHQPAG 197 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                 + +P VGG T +A    AY+ L  A RA +  R+A +   ++     H  + G  
Sbjct: 198 ITHLHNDTIPPVGGDTLWASGYGAYEKLSPAFRAFIDGRTAIYRSAHTYLDRDH-PELGP 256 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFL-------EG 232 
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            YI            P+V+VHP TG  +L + R   + I G+D AES+  L       EG 
Sbjct: 257 QYIERE--------HPIVRVHPATGWKALWVNRAMTSHIVGLDRAESDVILNYLYSVYEG 308 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
            VD   +       +W  G   +WDNR  +H A  WD+ 
Sbjct: 309 NVDQQVR------FKWTPGTSALWDNRITIHNAS-WDY 339 
 
 
>ref|ZP_02186847.1| Alpha-ketoglutarate-dependent taurine dioxygenase [alpha 
           proteobacterium BAL199] 
 gb|EDP66029.1| Alpha-ketoglutarate-dependent taurine dioxygenase [alpha 
           proteobacterium BAL199] 
          Length = 285 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 81/282 (28%), Positives = 121/282 (42%), Gaps = 11/282 (3%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             + P    LGA +TG+ L   +DDA   AL AA  +  +L  PGQ L         + F 
Sbjct: 5   FDLEPVTPRLGARLTGIDLKRPIDDALADALRAALAERLVLFLPGQFLDGAALKRATEVF 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G + R+     +A S    D            D  ++      WH+D +++     G++  
Sbjct: 65  GPLFRV---PYIAPSAEDPDVVAVLKEA----DEHRISTFGGDWHSDFSFLERPPGGSLL 117 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS-LVYSQSKLGHVQQAGSAYI 183 
            A  +P VGG T +AD   A+D L +  RAL+  R A  +   Y       V  + S  I 
Sbjct: 118 QAVDLPPVGGDTLWADQATAWDTLPDDLRALIAGRRAIQTGAPYGVRHAPTVATSRSIKI 177 
 
Query: 184 GYGMDTTATPL-RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
             G       +  P+V+ HP +GR +L +   +   + GM  AES   L  L     +   
Sbjct: 178 ARGDPEADREIAHPMVRRHPVSGRAALFLNPIYTIRLDGMTEAESAPVLARLYAHMTRPE 237 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               H+W  GD+V+WDNR  LH A        R++W +  AG 
Sbjct: 238 FCCRHRWQPGDLVIWDNRMTLHFAVNDYDGHRRLLWRTTFAG 279 
 
 
>emb|CAY27332.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 48/124 (38%), Positives = 62/124 (50%), Gaps = 7/124 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KLG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEWLKNQIEDLVCLHSNMYSRGKLGLADFTDEERRVF------KPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR S+ +  HA  I GM   E +  L  L ++A + P V  H   A D V 
Sbjct: 55  QRLVRRHPVTGRKSMFLSAHAGKIEGMSIPEPQMLLLYLSEFATREPFVFLHACPANDFV 114 
 
Query: 255 VWDN 258 
           +WD  
Sbjct: 115 IWDT 118 
 
 
>emb|CAY27426.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 117 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 44/123 (35%), Positives = 62/123 (50%), Gaps = 7/123 (5%) 
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Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD LD  T+A +      HSL+YS+  LG  + +      +      TP+R 
Sbjct: 1   TEFGDMRAAYDGLDTKTKAEIEDLVCEHSLIYSRGTLGFTELSDEERRMF------TPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP  GR SL +  H   I      E+  F+  L + A Q    ++H+W   D+V 
Sbjct: 55  QRLVRTHPVAGRKSLYLSSHIGTIVDWPMPEARAFIRDLTEHATQPRYTYSHKWRQFDLV 114 
 
Query: 255 VWD 257 
           +WD 
Sbjct: 115 MWD 117 
 
 
>emb|CAY27215.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 77.0 bits (188), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 46/125 (36%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T FADMRAAYDAL E  +  +    A H++++S+ KLG    +         + T  P+  
Sbjct: 1   TEFADMRAAYDALPEDMKQRLRGLVAEHAIMHSRRKLGFDDFSDEE------NQTYPPVP 54 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           + L++ HP +GR  L +  HA  I GM   E +  L+ L++ A Q   V+ H+W   D+V 
Sbjct: 55  QTLLRRHPGSGRMGLFLASHAGRIFGMPEDEGKALLQRLIEHATQQQFVYTHRWRLYDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|EFW71811.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           WV_060327] 
          Length = 267 
 
 Score = 76.6 bits (187), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 68/267 (25%), Positives = 112/267 (41%), Gaps = 28/267 (10%) 
 
Query: 27  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------RIGGGDIVAISN 80 
           L D  F  L+ A L+H ++    Q ++  QQ   A+RFG +          G D + + + 
Sbjct: 11  LSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRFGELHIHPVYPHAEGVDEIIVLD 70 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 140 
              D      +P + D+          WH D T++     GA+ +A+ +P+ GG T +A  
Sbjct: 71  THND------NPPDNDN----------WHTDVTFIQTPPAGAILAAKELPSTGGDTLWAS 114 
 
Query: 141 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLV 198 
             AAY+AL    R L+    A H    S  +  + ++  + +  +       P  L P+V 
Sbjct: 115 GIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKTEAEHQRWREAVAKNPPLLHPVV 173 
 
Query: 199 KVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVW 256 
           + HP TG+ +L +       I  +   ESE  L G +      P      +W   D+ +W 
Sbjct: 174 RTHPVTGKQALFVNEGFTTRIVDVSEKESEALL-GFLFAHITKPEFQVRWRWQPNDIAIW 232 
 
Query: 257 DNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           DNR   H A        R+M  + + G 
Sbjct: 233 DNRVTQHYANADYLPQRRIMHRATILG 259 
 
 
>emb|CAY27369.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 76.6 bits (187), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 42/124 (33%), Positives = 63/124 (50%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMR AYDAL    R  +   SA   ++Y+++  G+ +       G       + +  
Sbjct: 1   TEFADMRMAYDALPSDLRDTIEDLSAEFDVLYTRALCGYTEFPEEERKGL-----PSAIH 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LVK HP +GR +L I  HA  I G    E+   L  L+++A +   ++ H W   D+V+ 
Sbjct: 56  RLVKTHPRSGRKTLFIATHACRIVGWPVPEALDLLRELLEFATKPEFIYTHSWTVRDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>gb|ACB30160.1| 2,4-D/alpha-ketoglutarate dioxygenase [Paenibacillus sp. Ao3] 
          Length = 121 
 
 Score = 76.6 bits (187), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 47/127 (37%), Positives = 65/127 (51%), Gaps = 7/127 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL    ++ +    A H  + S+  LG    + +            P+  
Sbjct: 1   TEFCDMRAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            PLV+ H  +GR  L IG HA  I G+  AE    L  L++ A Q   V+ H+W  GD+V 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHASHIEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLV 114 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 115 MWDNRCV 121 
 
 
>gb|AAD50457.1|AF170704_7 similar to dioxygenase [Streptomyces spectabilis] 
 gb|ABW87795.1| unknown [Streptomyces spectabilis] 
          Length = 247 
 
 Score = 76.6 bits (187), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 75/268 (27%), Positives = 115/268 (42%), Gaps = 42/268 (15%) 
 
Query: 27  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG---GGDIVAISNVKA 83 
           L D   A +  A+L+H +L+F  Q +  +Q   FA+ FG +  +     G    I  + A 
Sbjct: 2   LTDEQAAEVKRAFLRHHVLVFRDQVIDGEQHKRFARHFGELHPVALAPEGSDPHILEISA 61 
 
Query: 84  DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV--GGRTCFADM 141 
           D   R              V    WHAD T     + G++      P +  GG T F++M 
Sbjct: 62  DKDSRN-------------VAGHGWHADGTADLKPSLGSMLYVTRTPEIGSGGDTMFSNM 108 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 201 
             AY+ L  A + L+   +A H+ + +        +  +    Y +      + P+V  H 
Sbjct: 109 HLAYEMLSPAMKELLDPMTAVHNGLLA-------WEGATPPPEYDVPVN---VHPVVARH 158 
 
Query: 202 PETGRPSLLI-GRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHAHQWAAGDVVVW 256 
           P+TGR  L I G +   I  +   ES   ++ LV    + A  + RV   +W    +V W 
Sbjct: 159 PDTGRKLLFINGIYVSHIEQLSKGESRAIIDMLVKQITNTALLSCRV---RWTPNTLVFW 215 
 
Query: 257 DNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           DNRC+ H A  WD+  P    HSR A R 
Sbjct: 216 DNRCVQHHAI-WDY-FP----HSRYAQR 237 
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>emb|CAY27229.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 76.6 bits (187), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 46/125 (36%), Positives = 69/125 (55%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T FADMRAAYDAL E  +  +    A H++++S+ KLG    +         + T  P+  
Sbjct: 1   TEFADMRAAYDALPEDMKQRLRGLVAEHAIMHSRRKLGFDDFSDEE------NQTYPPVP 54 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           + L++ HP +GR  L +  HA  I GM   E +  L+ L++ A Q   V+ H+W   D+V 
Sbjct: 55  QTLLRRHPGSGRMGLFLASHAGRIFGMPEDEGKALLQRLIEHATQQQFVYTHRWRLHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ADC33984.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 76.6 bits (187), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 45/128 (35%), Positives = 70/128 (54%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++ L    +A +    ARHSL  S+ K G       ++     D    P   
Sbjct: 1   TEFCDMRLAWEELSAEEQASLEPLIARHSLWLSRRKYGD----DKSFKFNEEDVRRYPPV 56 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV +H  TGR +L++G +  ++  +D  +S  FL+ L + A     V++H+W AGD+ 
Sbjct: 57  ERPLVDLHRPTGRRALMLGANIASVGDLDEIDSVAFLDELTERATAPAFVYSHRWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>ref|YP_003072835.1| taurine dioxygenase [Teredinibacter turnerae T7901] 
 gb|ACR10979.1| taurine dioxygenase [Teredinibacter turnerae T7901] 
          Length = 266 
 
 Score = 76.6 bits (187), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 72/274 (26%), Positives = 110/274 (40%), Gaps = 28/274 (10%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M+  T+   P    +GA ++GV L   L+      L  A   + ++ F  Q L        
Sbjct: 1   MSYKTIAAAPLTPHIGALISGVDLTQELNPETVEDLRQAIADYQVIFFRDQQLDPASLKR 60 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
             K FG ++      I A+  +  +   VR+      D+  K + G   WH D +   V  
Sbjct: 61  VGKYFGELQ------IHALKGLSEEHPEVRK---LHADENSKHVAGE-EWHTDMSCAAVP 110 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             G++     +P +GG T FA M AAYDAL +  +  +   +A H     +   G      
Sbjct: 111 PLGSILYLHTLPTLGGDTMFASMYAAYDALSDRMKTYLEGLTATHD---GKLAFGRFDPT 167 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
           G+  +            P+++ HP TG+  L + R     I  +   ESE  L  L     
Sbjct: 168 GNFPVA---------THPVIRTHPVTGKKLLFVNRGFTSHINEISKEESESILAYLFR-H 217 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
           C+ P      +W    V  WDNRC  H A  WD+ 
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Sbjct: 218 CENPLFQLRFRWEPHSVAFWDNRCTQHLA-IWDY 250 
 
 
>ref|XP_001487814.1| hypothetical protein PGUG_01191 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 430 
 
 Score = 76.6 bits (187), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 74/276 (26%), Positives = 108/276 (39%), Gaps = 32/276 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T  ++P     G  + G+ L+ LDDAG   L        L +F  Q    D+   FA+ F 
Sbjct: 92  TFDLSPN---FGTEIDGIQLSKLDDAGKNDLALYLATRGLAVFHDQDFR-DKGPEFAREF 147 
 
Query: 65  GAIERIGGGDIVAISNVKADG------TVRQHS-PAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G   R  G   +       DG      T R+   P  ++         + WH+D ++    
Sbjct: 148 G---RYFGPLHIHPVAYSIDGYPELLVTFRKEGGPERYEGEFASRTTLVGWHSDISFEEY 204 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL----G 173 
            +  + F A   P  GG T +AD R AY  L    + L+   +A H+  Y Q+K     G 
Sbjct: 205 PSSFSFFVALEAPESGGDTVYADTREAYRRLSPEFQKLLEGLTAIHTNYY-QNKFSALTG 263 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE---RF 229 
            V +    Y             PLV+ HP TG  SL   +    +I G+   ES     F 
Sbjct: 264 GVARVKKDYF---------TEHPLVRTHPVTGEKSLFFSKGFVKSIKGLKGPESSAILNF 314 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L+  ++      R          V+ WDNR +LH A 
Sbjct: 315 LDAHINSTDFQVRAQHRGTLGATVIAWDNRIVLHTA 350 
 
 
>ref|ZP_02906590.1| Taurine dioxygenase [Burkholderia ambifaria MEX-5] 
 gb|EDT42255.1| Taurine dioxygenase [Burkholderia ambifaria MEX-5] 
          Length = 282 
 
 Score = 76.3 bits (186), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 73/274 (26%), Positives = 115/274 (41%), Gaps = 28/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++ P    +GA +    LA    DD  FA +    L+H +L    Q ++  + + FA+R 
Sbjct: 1   MRVEPLTCAIGAELLDASLADAVHDDGLFAEIRTQLLRHRVLFLRDQDITRAEHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG +E       VA S+ +  G VR + SP + +D  +      AWH+D+++      G  
Sbjct: 61  FGELE----DHPVAGSDPEHPGLVRIYKSPDQPNDRYE-----NAWHSDASWRVAPPFGC 111 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V      P VGG T +A+M  AY+ L +  +  +    ARHS+  S      + +  +   
Sbjct: 112 VLRCIDGPPVGGDTMWANMVLAYENLPDHVKQQIADLRARHSIEASFGAAMPIDKRLALK 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH----------AHAIPGMDAAE-SERFLE 231 
             Y          P+V+ HPETG   L +             A    G DA   + + L  
Sbjct: 172 TQY-----PDAEHPVVRTHPETGEKVLYVNAFTTHFTNFHTPARVRVGQDANPGAGQLLH 226 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W    V +WDNR   H A 
Sbjct: 227 YLISQATIPEYQVRWRWKKNSVAIWDNRATQHYA 260 
 
 
>ref|XP_002485629.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
 gb|EED15676.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
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          Length = 388 
 
 Score = 76.3 bits (186), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 70/262 (26%), Positives = 110/262 (41%), Gaps = 19/262 (7%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-RIGGG 73 
           +G  + G+ L  L +     L     + +++ F  Q LS  QQ    + FG +E     G 
Sbjct: 96  IGTEIVGLQLKDLTNQQRDELALLIAERSVVFFRDQDLSPQQQKELGEHFGEVEVHPQVG 155 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +  +  V       Q    E +   +   G  AWH D  +    A       + +P+VG 
Sbjct: 156 QVPGVPGVTVLWPALQA--VEREPNFRKTGGASAWHTDLVHENQPAGITHLHNDTIPSVG 213 
 
Query: 134 GRTCFADMRAAYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 191 
           G T +A   +AY+ L  + R  +  ++A  R +  Y   K     +AG  YI         
Sbjct: 214 GDTLWASGYSAYEKLSPSFRKFIDGKTAIYRSAHTYLDRK---NPEAGPQYIERE----- 265 
 
Query: 192 TPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH-QWA 249 
               PLV+ HP TG  +L + R     I G+D AES+  L  L D   + P +    +W+ 
Sbjct: 266 ---HPLVRTHPATGWRALWVNRAMTVRIVGLDKAESDLILGYLYDVYERNPDIQVRFKWS 322 
 
Query: 250 AGDVVVWDNRCLLHRAEPWDFK 271 
                +WDNR  +H A  WD++ 
Sbjct: 323 PRTSALWDNRITIHNAS-WDYE 343 
 
 
>ref|YP_002007367.1| taurine dioxygenase; taud/tfda taurine catabolism dioxygenases 
           family [Cupriavidus taiwanensis LMG 19424] 
 emb|CAQ71309.1| Taurine dioxygenase; TauD/TfdA taurine catabolism dioxygenases 
           family [Cupriavidus taiwanensis LMG 19424] 
          Length = 319 
 
 Score = 76.3 bits (186), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 76/301 (25%), Positives = 126/301 (41%), Gaps = 33/301 (10%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLA--TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           Q ++++      +GA ++ + LA    D    A + A WL+H +L F  Q ++  +Q  F 
Sbjct: 28  QHSIKVELCTPAIGAELSNISLADAAQDPDLIAEIRALWLKHKVLFFRDQDITPLEQQAF 87 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTV---RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           A +FG +E       +A S+  A+  +   R   P + + + K+   N+ WH+D TY    
Sbjct: 88  AAQFGELE----AHPLAPSHPDANKLLMLYRNLDPNKQNFVEKISRENI-WHSDVTYKKA 142 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS---LVYSQSKLGH 174 
             +GAV   E+ P  GG T +++M  AY+ L EA +  +    A+HS   +  +Q      
Sbjct: 143 PPRGAVLRREMGPENGGDTIWSNMVMAYERLPEAVKQRIDGLYAKHSAEHVFLAQYPKDE 202 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-----RHAHAIPGMDAAESERF 229 
              A +   G           P+V +HPET    L +         +     D    + F 
Sbjct: 203 RHAAAAKNPGNE--------HPVVLIHPETQEKVLFVNSAFTTHFVNYFNFTDIRYGQDF 254 
 
Query: 230 LEG---LVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
           +     L+ + C    +  +Q    W    V +WDN    H A       PR M  + L  
Sbjct: 255 MPESHHLMYYLCSQAAIPEYQVRLKWRDNTVAMWDNLLCQHYAVADYGNAPRKMLRATLT 314 
 
Query: 283 G 283 
           G 
Sbjct: 315 G 315 
 
 
>ref|XP_001557971.1| hypothetical protein BC1G_03553 [Botryotinia fuckeliana B05.10] 
 gb|EDN20163.1| hypothetical protein BC1G_03553 [Botryotinia fuckeliana B05.10] 
          Length = 381 
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 Score = 76.3 bits (186), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 75/273 (27%), Positives = 107/273 (39%), Gaps = 32/273 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH---LSNDQQITFAK 62 
           +++TP    +G  + GV L+ L +AG   L     +  ++ F  Q    LS    + +   
Sbjct: 98  VELTPA---MGTEIKGVQLSKLSNAGKDQLARFVAERKVVAFRDQDFADLSIADAVEYGS 154 
 
Query: 63  RFGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            FG   I    G      +I  +     D T         +   +    ++AWH+D TY  
Sbjct: 155 YFGRPHIHPTSGAPLNHPEIHLVHRAAGDKTA--------ESFFEARTNSVAWHSDVTYE 206 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                        VP  GG T FA+   AY+ L +A +  +H  SA HS        G   
Sbjct: 207 KQPPGTTFLYVLDVPETGGDTLFANGVEAYNRLSDAFKERLHGLSATHS--------GIE 258 
 
Query: 176 QQAGSAY-IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
           Q   S Y  G         + P+V+ HP TG  +L + R     I G+   ES+  L  L 
Sbjct: 259 QVNASRYRNGIARREPVVNVHPIVRTHPVTGEKALYVNRQFTRKIVGLKQEESDVLLNFL 318 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            D        H   +WA   VVVWDNR   H A 
Sbjct: 319 YDHIALGADFHVRVKWAPKTVVVWDNRVATHTA 351 
 
 
>ref|XP_001937023.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pyrenophora 
           tritici-repentis Pt-1C-BFP] 
 gb|EDU49610.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pyrenophora 
           tritici-repentis Pt-1C-BFP] 
          Length = 382 
 
 Score = 76.3 bits (186), Expect = 5e-12,   Method: Compositional matrix adjust. 
 Identities = 70/267 (26%), Positives = 111/267 (41%), Gaps = 25/267 (9%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE---- 68 
           A +G  V G+ L  L D     L     + +++ F  Q LS  QQ    + +G IE     
Sbjct: 95  AHIGTEVVGLQLKDLTDQQKDELGLLIAERSVVFFRDQDLSPQQQKKLGEWYGEIEVHPQ 154 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
              + G  +  ++ +  D    + +P+      +   G   WH D  +    A        
Sbjct: 155 VPFVPG--VPGVTVLWPDLQATEVTPS-----FRKTGGASRWHTDLVHERQPAGVTHLHN 207 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           + +P +GG T ++   AAY+ L  A R ++  R A +   +      +   AG  YI    
Sbjct: 208 DTIPKIGGDTLWSSGYAAYEKLSPAFRKIIDGREAVYRSAHPYLDRDNT-SAGPKYIER- 265 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD-WACQAPRVH 244 
                  + P+V+VHP TG  SL + R     I G+D AES+  L  L D +         
Sbjct: 266 -------VHPIVRVHPATGWKSLWVNRAFTDRIVGLDKAESDVILNYLFDVYENNVDTQV 318 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
             +W  G   +WDNR  +H A  WD++ 
Sbjct: 319 RFRWTPGTSALWDNRITIHNAS-WDYE 344 
 
 
>ref|XP_760142.1| hypothetical protein UM03995.1 [Ustilago maydis 521] 
 gb|EAK85005.1| hypothetical protein UM03995.1 [Ustilago maydis 521] 
          Length = 413 
 
 Score = 75.9 bits (185), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 72/264 (27%), Positives = 109/264 (41%), Gaps = 24/264 (9%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGG 72 
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           T+G  + G+ L  L D     L     +  ++ F GQ   + ++Q+   + +G + +    
Sbjct: 103 TIGTELEGIKLGQLTDQQKDELALLVAERGVVFFRGQDDWTIEEQLALGRYWGPLHKHAT 162 
 
Query: 73  GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA------WHADSTYMPVMAQGAVFSA 126 
             + A  ++     V  H  +  D   K+  G +       WH+D TY         F   
Sbjct: 163 TGVPARGDLDEVHVVYAHPTS--DPQEKIYRGPVKHSRSDLWHSDVTYEVNPPSYTSFKL 220 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
            V P  GG T +A   AAYD L    R  + + +A HS          V QA  A   +G 
Sbjct: 221 LVSPEAGGDTLWASGYAAYDRLSYPMREYLEKLTAIHSA---------VDQADGAR-RHG 270 
 
Query: 187 MDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
                 P+    PLV+VHP T   +L         IPG+  AES+  ++ L +    A   
Sbjct: 271 NTVRRDPVETEHPLVRVHPVTNHKALFFNPGFVRYIPGVPKAESDYLVQFLTNHVSTASD 330 
 
Query: 243 VHAH-QWAAGDVVVWDNRCLLHRA 265 
                +W AGDV +WDNR  +H A 
Sbjct: 331 FSVRFKWNAGDVAIWDNRTNIHSA 354 
 
 
>ref|XP_001396406.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           niger CBS 513.88] 
 emb|CAK41667.1| unnamed protein product [Aspergillus niger] 
          Length = 385 
 
 Score = 75.9 bits (185), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 69/262 (26%), Positives = 112/262 (42%), Gaps = 19/262 (7%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE---RIG 71 
           +G  + G+ L  L D     L     + +++ F  Q +S  QQ    + FG +E   ++  
Sbjct: 93  IGTEIVGLQLKDLTDQQKDELGLLIAERSVVFFRDQDISPQQQKELGEWFGEVEVHPQVP 152 
 
Query: 72  GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 131 
               VA   V         SPA +    +   G   WH D  +    A       + +P+ 
Sbjct: 153 QVPGVAGVTVIWPALQATESPANF----RRPGGASRWHTDLVHERQPAGVTHLHNDTIPS 208 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 191 
           +GG T +A   AAY+ L  A R ++  ++A +   +      H ++ G  Y+         
Sbjct: 209 IGGDTLWASGYAAYEKLSPAFRKIIDGKTAIYRSAHPYLDRNHPEE-GPKYVERE----- 262 
 
Query: 192 TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA 249 
               PLV+VHP TG  +L + R     I G+D AES+  L  L D   +   +    +W+ 
Sbjct: 263 ---HPLVRVHPATGWKALWVNRAMTDRIVGLDKAESDVILGYLCDVYEKNIDIQVRFKWS 319 
 
Query: 250 AGDVVVWDNRCLLHRAEPWDFK 271 
            G   +WDNR  +H A  WD++ 
Sbjct: 320 PGTSALWDNRITIHNAS-WDYE 340 
 
 
>ref|XP_001935765.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pyrenophora 
           tritici-repentis Pt-1C-BFP] 
 gb|EDU48352.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pyrenophora 
           tritici-repentis Pt-1C-BFP] 
          Length = 387 
 
 Score = 75.9 bits (185), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 78/267 (29%), Positives = 108/267 (40%), Gaps = 31/267 (11%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLI-FPGQHLSN---DQQITFAKRFGA-- 66 
           A +GA V G+ L+ L+DAG   L A ++ H  ++ F  Q  ++      + F   FG    
Sbjct: 100 ANIGAEVHGIQLSKLNDAGKDEL-ALFVAHKKVVAFREQDFADIPIKDALAFGGYFGRHH 158 
 
Query: 67  IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
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           I    G      +I  +     D + R        D  +    ++ WH+D TY        
Sbjct: 159 IHPTSGAPEGYPEIHLVHRGTDDTSAR--------DFFEERTNSITWHSDVTYEKQPPGT 210 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS- 180 
                   PAVGG T FA+  AAY+ L    R  +H     HS V         Q  GS  
Sbjct: 211 TFLYILDGPAVGGDTLFANQVAAYNRLSPEFRKRLHGLKVVHSAV--------EQADGSR 262 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
            + G       T + PLV+ HP TG  +L    + +  I G    ES+  L  L D   + 
Sbjct: 263 NHGGIVRRDPVTSIHPLVRTHPATGEKALYANPQFSRRIVGYKKEESDFLLNFLYDHIAK 322 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                   +WA G VVVWDNR   H A 
Sbjct: 323 GQDFQVRIKWAPGTVVVWDNRVTAHSA 349 
 
 
>ref|ZP_05006078.1| taurine dioxygenase [Streptomyces clavuligerus ATCC 27064] 
 ref|ZP_06774783.1| Taurine dioxygenase [Streptomyces clavuligerus ATCC 27064] 
 ref|ZP_08219207.1| Taurine dioxygenase [Streptomyces clavuligerus ATCC 27064] 
 gb|EDY50377.1| taurine dioxygenase [Streptomyces clavuligerus ATCC 27064] 
 gb|EFG10382.1| Taurine dioxygenase [Streptomyces clavuligerus ATCC 27064] 
          Length = 324 
 
 Score = 75.9 bits (185), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 81/259 (31%), Positives = 113/259 (43%), Gaps = 11/259 (4%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           +GA + GV LA  L  A  AA+ AA L+H ++ F GQ LS+   I F +R G + R  G  
Sbjct: 20  IGAEIPGVDLAAPLSAAVLAAIRAALLRHKVVFFRGQRLSHPAHIAFGRRLGPLTRRPGP 79 
 
Query: 74  D-------IVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                      I  V  D    R     E     K +  +  WH D          +V   
Sbjct: 80  KHGVHPEGYPEILTVDPDAEDTRYGRRFEERLRPKELRPDSGWHVDLAAAVNPPAISVLR 139 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
           AE VP  GG T +  + AA+  L    R L     A H+L ++  +L    +   A I   
Sbjct: 140 AETVPDHGGDTQWTSLVAAHQGLSAPLRELAAGLRAEHTL-FAGCELLLSDEEDVAVIRR 198 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVH 244 
             + T   + P+V+VHPETG  +L +   + + I G+   ES   LE       +      
Sbjct: 199 LTEDTLLSVHPVVRVHPETGERALFVPPASVSRIAGLLPWESRLLLELFHGHIGRPEHTV 258 
 
Query: 245 AHQWAAGDVVVWDNRCLLH 263 
             +WAAGDV VWDNR + H 
Sbjct: 259 RWRWAAGDVAVWDNRAVAH 277 
 
 
>gb|ADC34002.1| TfdA-like protein [uncultured bacterium] 
          Length = 206 
 
 Score = 75.9 bits (185), Expect = 7e-12,   Method: Compositional matrix adjust. 
 Identities = 64/230 (27%), Positives = 103/230 (44%), Gaps = 33/230 (14%) 
 
Query: 38  AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 97 
           A+ ++ ++ F  Q +S + QI  A  FG + R  G     IS    +  VR+     +D+ 
Sbjct: 4   AFARYLVIFFRDQKISFEDQIRLAGYFGPLGRHVGKS--TISKATENELVRKF---HYDE 58 
 
Query: 98  MMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 155 
             K I G   +H+D +   MP +    +++  V P  GG T FA M AAYDAL +  +   
Sbjct: 59  TSKQISGE-NFHSDQSCAAMPPLG-SMLYNHTVPPDGGGDTMFASMYAAYDALSDKMKKY 116 
 
Query: 156 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG--- 212 
           +   +A H               G+   G G   T   + P++  HP TG+ S+ +     
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Sbjct: 117 LEGLTATHD--------------GTRIFGPG---TPVSVHPVIVRHPVTGKKSIYVNTDF 159 
 
Query: 213 -RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             H + +P +   E +R L+ LVD   +A      +W    +  WDNRC+ 
Sbjct: 160 TSHINELPRL---EGQRMLQFLVDHCDKAEWTTRFRWRPHSIAFWDNRCV 206 
 
 
>ref|YP_372823.1| taurine dioxygenase [Burkholderia sp. 383] 
 gb|ABB12179.1| Taurine dioxygenase [Burkholderia sp. 383] 
          Length = 315 
 
 Score = 75.9 bits (185), Expect = 7e-12,   Method: Compositional matrix adjust. 
 Identities = 75/290 (25%), Positives = 118/290 (40%), Gaps = 18/290 (6%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   + + P  A +GA + GV L   L  A  +A+ AA L+  ++ F  Q L+++Q + F 
Sbjct: 8   AAQPVDVIPLSAHIGAEIRGVDLTQPLTTAQISAIRAALLKWRVIFFREQFLTHEQHVAF 67 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           + +FG    IG      +    A  ++ +H  A   +   V      WH D T        
Sbjct: 68  SAQFGE-PTIGHPVFGHVDGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++  AY+ L    R  V      H              AG+ 
Sbjct: 127 ASILRGVTIPPYGGDTHWTNLVRAYETLSAPLRGFVDGLRGIHRF---------TPPAGA 177 
 
Query: 181 AYIGYGMDTTA-TPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 235 
              G   D     PL    PLV+VHPETG  +L +      +I G+   ES+  LE L + 
Sbjct: 178 RATGAFDDAVERRPLVTEHPLVRVHPETGERALYVSPSFLKSIIGLTPRESQALLELLWE 237 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
              +       +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 238 HVTRPEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLIG 287 
 
 
>emb|CBJ20070.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 135 
 
 Score = 75.9 bits (185), Expect = 7e-12,   Method: Compositional matrix adjust. 
 Identities = 49/141 (34%), Positives = 69/141 (48%), Gaps = 8/141 (5%) 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P+ A  +  SA VVP+ GG T F  MR AY+AL E  R  V  R   HS  +S+S +    
Sbjct: 2   PIPAHSSALSARVVPSEGGETEFVSMRVAYEALPEDLRRQVDGRIVVHSFGFSRSLI--- 58 
 
Query: 176 QQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
                  IG  +     P+R  LV+ +P  GR ++ IG HA  I G+   ES   +  L+ 
Sbjct: 59  ----DPGIGTEVGRDYPPVRHALVRANPRNGRKNIYIGSHAWRIEGLGIDESRILIAKLL 114 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           +   +   V  H W  GD+V+ 
Sbjct: 115 EVTVRPEHVFRHHWRVGDLVM 135 
 
 
>ref|ZP_02359146.1| taurine dioxygenase [Burkholderia oklahomensis EO147] 
          Length = 278 
 
 Score = 75.9 bits (185), Expect = 7e-12,   Method: Compositional matrix adjust. 
 Identities = 71/279 (25%), Positives = 109/279 (39%), Gaps = 41/279 (14%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T L++T     +GA V    LA  +DD   +A+  A  +H +L F  Q LS  Q   FA  
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Sbjct: 2   TRLKLTRLTPAIGAIVDNADLANAVDDDVRSAIRDALARHQVLFFRDQRLSAVQHRDFAA 61 
 
Query: 63  RFGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            FG +             +I+ + N   D                 +  N  WH D T+  
Sbjct: 62  GFGDLHVHPIYPSHPDAREIMVLDNEVFD-----------------LKDNAIWHTDVTFA 104 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLG 173 
                 ++ +A  +P  GG T +    AAYDAL +  +  +   +A+H     +   + G 
Sbjct: 105 ETPPCASILAARTLPDTGGDTLWGSGFAAYDALSDRVKTQLEGLTAQHDFTKSFPLKRFG 164 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLR------PLVKVHPETGRPSLLIGR-HAHAIPGMDAAES 226 
                 + +         T +R      P+V+ HPE+GR +L +       I  +   ES 
Sbjct: 165 LTADDRARW-------EETRIRHPPVTHPVVRTHPESGRRALFVNDGFTTEINELPEEES 217 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              L  L     +       +W AGDV  WDNR  +H A 
Sbjct: 218 AALLRFLFAHQSRPEFTLRWRWQAGDVAFWDNRSTIHYA 256 
 
 
>gb|ADC33938.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 75.5 bits (184), Expect = 7e-12,   Method: Compositional matrix adjust. 
 Identities = 44/128 (34%), Positives = 70/128 (54%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++A     +A +    ARHSL  S+ K G    +  ++     D    P   
Sbjct: 1   TEFCDMRLAWEAFPPDEQAALEPLIARHSLWLSRRKYG----SDKSFSFNEEDVRRYPPV 56 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV +H  TGR +L++G +  ++  +D  +S  FL+ L + A     +++H W AGD+ 
Sbjct: 57  ERPLVDIHRPTGRRALMLGANIASVGELDEIDSVAFLDALTERATAPAFIYSHCWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>gb|ADC33946.1| TfdA-like protein [uncultured bacterium] 
          Length = 124 
 
 Score = 75.5 bits (184), Expect = 7e-12,   Method: Compositional matrix adjust. 
 Identities = 44/128 (34%), Positives = 70/128 (54%), Gaps = 6/128 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMR A++A     +A +    ARHSL  S+ K G    +  ++     D    P   
Sbjct: 1   TEFCDMRLAWEAFPPDEQAALEPLIARHSLWLSRRKYG----SDKSFSFNEEDVRRYPPV 56 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            RPLV +H  TGR +L++G +  ++  +D  +S  FL+ L + A     +++H W AGD+ 
Sbjct: 57  ERPLVDIHRPTGRRALMLGANIASVGELDEIDSVAFLDALTERATALAFIYSHCWTAGDL 116 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 117 LLWDNRCV 124 
 
 
>ref|ZP_00990204.1| Probable taurine catabolism dioxygenase [Vibrio splendidus 12B01] 
 gb|EAP94904.1| Probable taurine catabolism dioxygenase [Vibrio splendidus 12B01] 
          Length = 180 
 
 Score = 75.5 bits (184), Expect = 8e-12,   Method: Compositional matrix adjust. 
 Identities = 51/168 (30%), Positives = 82/168 (48%), Gaps = 23/168 (13%) 
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Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           L+I P    +GA + GV+LAT        ++ A L + ++    Q LS++Q +  A+RFG 
Sbjct: 2   LKIEPITPHIGARIHGVNLATCSATELDEVYQALLTNQVIFLDDQTLSSEQHLMIAERFG 61 
 
Query: 66  AIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            +E       R+     V++       T R ++P E             WH D T+  +  
Sbjct: 62  QLEPAHPFFPRVEHAPQVSVIE-----TTRGNAPME-----------SYWHTDLTWRELP 105 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           ++ ++  A+ VP VGG T +  M A +D+LDE  +A +   SA HSLV 
Sbjct: 106 SKASLLLAQHVPNVGGDTIWCSMTAVFDSLDEDIKAKLRSLSATHSLV 153 
 
 
>ref|YP_001625716.1| alkylsulfate dioxygenase (2-oxoglutarate-dependent) 
[Renibacterium 
           salmoninarum ATCC 33209] 
 gb|ABY24302.1| alkylsulfate dioxygenase (2-oxoglutarate-dependent) [Renibacterium 
           salmoninarum ATCC 33209] 
          Length = 330 
 
 Score = 75.5 bits (184), Expect = 8e-12,   Method: Compositional matrix adjust. 
 Identities = 66/262 (25%), Positives = 108/262 (41%), Gaps = 24/262 (9%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL-SNDQQITFAKRFGAIERIG 71 
           A +GA + G+ L ++ +     + AA  +H  L+F   ++ SN++Q+ FA  FG + +   
Sbjct: 23  ARIGAEIRGLDLTSVTEEQIKQIRAALNEHKALVFREANVHSNEEQVAFASNFGPLTQAH 82 
 
Query: 72  GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 131 
                  +    DG     +P       ++ V N  WH D T++    Q +   +  +P  
Sbjct: 83  P------TTYSVDG-----APEVLPVDSEISVAN-TWHTDVTFVVNPPQASTLRSVTLPE 130 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA-----YIGYG 186 
            GG T  A    AYD L    R+      A HS  Y      +++   S      +     
Sbjct: 131 YGGETLIASTVGAYDDLPVELRSFAESLWAIHSNDYDYVNPKNLEHKNSEEQRKIFTRIK 190 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGRHAH--AIPGMDAAESERFLEGLVDWACQAPRVH 244 
            +T      P+ +VHP TG+ +L IG  A    I G+   ES   L  L  +  +   +  
Sbjct: 191 FETA----HPVARVHPLTGKRNLFIGAFAQRLRILGVSNTESRDLLRLLQAYVTRPENIV 246 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRAE 266 
                   VV++DNR   H A+ 
Sbjct: 247 RVNCEPNQVVLFDNRATQHYAQ 268 
 
 
>emb|CAY27319.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 75.5 bits (184), Expect = 8e-12,   Method: Compositional matrix adjust. 
 Identities = 45/125 (36%), Positives = 68/125 (54%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DMRAAYDAL E  +  +    A H++++S+ KLG    +         + T  P+  
Sbjct: 1   TEFGDMRAAYDALPEDMKQRLRGLVAEHAIMHSRRKLGFDDFSDEE------NQTYPPVP 54 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           + L++ HP +GR  L +  HA  I GM   E +  L+ L++ A Q   V+ H+W   D+V 
Sbjct: 55  QTLLRRHPGSGRMGLFLASHAGRIFGMPEDEGKALLQRLIEHATQQQFVYTHRWRLHDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
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>ref|YP_438996.2| taurine dioxygenase [Burkholderia thailandensis E264] 
          Length = 277 
 
 Score = 75.5 bits (184), Expect = 9e-12,   Method: Compositional matrix adjust. 
 Identities = 70/277 (25%), Positives = 111/277 (40%), Gaps = 38/277 (13%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L++T     +GA V  V L+         + AA  +H +L F  Q LS  +   FA   
Sbjct: 2   TRLKLTRLTPAIGAIVDNVDLSNATGDLRDGIRAALARHQVLFFRDQRLSAVRHRDFAAG 61 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 62  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LKDNAIWHTDVTFAE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL +  +A +   +A+H     +   + G  
Sbjct: 105 TPPRASILAARTLPETGGDTLWGSGFAAYDALSDRVKAQLDGLTAQHDFTKSFPLKRFGL 164 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFL 230 
                + +    +        P+V+ HPETGR +L +        + +P  + A   RFL 
Sbjct: 165 TADDRARWEDTRIKHPPV-THPVVRTHPETGRRALFVNEGFTTEINELPEEEGAALLRFL 223 
 
Query: 231 EGLVDWACQA-PRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                +A Q+ P      +W  GDV  WDNR  +H A 
Sbjct: 224 -----FAHQSRPEFTLRWRWQPGDVAFWDNRSTIHYA 255 
 
 
>gb|EFQ87300.1| hypothetical protein PTT_17264 [Pyrenophora teres f. teres 0-1] 
          Length = 382 
 
 Score = 75.1 bits (183), Expect = 9e-12,   Method: Compositional matrix adjust. 
 Identities = 69/267 (25%), Positives = 111/267 (41%), Gaps = 25/267 (9%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE---- 68 
           A +G  V G+ L  L D     L     + +++ F  Q LS  QQ    + +G +E     
Sbjct: 95  AHIGTEVVGLQLKDLTDQQKDELGLLVAERSVVFFRDQDLSPQQQKKLGEWYGEVEVHPQ 154 
 
Query: 69  --RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
              + G  +  ++ +  D    + +P+      +   G   WH D  +    A        
Sbjct: 155 VPFVPG--VPGVTVLWPDLQATEITPS-----FRKTGGASRWHTDLVHERQPAGVTHLHN 207 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           + +P +GG T ++   AAY+ L  A R ++  R A +   +      +   AG  YI    
Sbjct: 208 DTIPKIGGDTLWSSGYAAYEKLSPAFRKIIDGREAVYRSAHPYLDRDNT-SAGPKYIER- 265 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD-WACQAPRVH 244 
                  + P+V+VHP TG  SL + R     I G+D AES+  L  L D +         
Sbjct: 266 -------VHPIVRVHPATGWKSLWVNRAFTDRIVGLDKAESDVILNYLFDVYENNVDTQV 318 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
             +W  G   +WDNR  +H A  WD++ 
Sbjct: 319 RFRWTPGTSALWDNRITIHNAS-WDYE 344 
 
 
>gb|ACO31277.1| PtmO3 [Streptomyces platensis] 
          Length = 285 
 
 Score = 75.1 bits (183), Expect = 9e-12,   Method: Compositional matrix adjust. 
 Identities = 73/256 (28%), Positives = 106/256 (41%), Gaps = 24/256 (9%) 
 
Query: 10  PTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 68 
           PT A  GA V G+ L A L     AAL   +    LL+F GQ  S ++QI F    G +  
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Sbjct: 4   PTSAGWGARVEGLDLRAPLGAECAAALVELFRARHLLVFSGQGFSLEEQIRFMGHLGPVL 63 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
              G  I  +SNVK    +                  +++H+D+ +  V  +     AE  
Sbjct: 64  HEEGSGIGFVSNVKEGAALG--------------TSELSFHSDTGHCAVPLEAVSLFAED 109 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
           V      T FA++ AAY  L    R+ V      +++  S       +  G + +  GM  
Sbjct: 110 VEGCVTSTRFANVAAAYGRLPADLRSRVASLVCENAMPVSLDG----RNVGLS-VAEGMP 164 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 247 
                  P+V  HP +G P L++       I G++ AES   LE L         V+ H  
Sbjct: 165 RAE---HPVVWRHPVSGEPGLMVNANQTTRIVGLEDAESRELLEELFSVMYAEDAVYEHS 221 
 
Query: 248 WAAGDVVVWDNRCLLH 263 
           W  GDVV+W N  + H 
Sbjct: 222 WQQGDVVIWHNLAVQH 237 
 
 
>ref|ZP_02384176.1| taurine dioxygenase [Burkholderia thailandensis Bt4] 
 ref|ZP_05590364.1| taurine dioxygenase [Burkholderia thailandensis E264] 
          Length = 310 
 
 Score = 75.1 bits (183), Expect = 9e-12,   Method: Compositional matrix adjust. 
 Identities = 69/282 (24%), Positives = 109/282 (38%), Gaps = 48/282 (17%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L++T     +GA V  V L+         + AA  +H +L F  Q LS  +   FA   
Sbjct: 35  TRLKLTRLTPAIGAIVDNVDLSNATGDLRDGIRAALARHQVLFFRDQRLSAVRHRDFAAG 94 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 95  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LKDNAIWHTDVTFAE 137 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL +  +A +   +A+H     +   + G  
Sbjct: 138 TPPRASILAARTLPETGGDTLWGSGFAAYDALSDRVKAQLDGLTAQHDFTKSFPLKRFGL 197 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFL 230 
                + +    +        P+V+ HPETGR +L +        + +P  + A   RFL 
Sbjct: 198 TADDRARWEDTRIKHPPV-THPVVRTHPETGRRALFVNEGFTTEINELPEEEGAALLRFL 256 
 
Query: 231 -------EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  E  + W          +W  GDV  WDNR  +H A 
Sbjct: 257 FAHQSRPEFTLRW----------RWQPGDVAFWDNRSTIHYA 288 
 
 
>ref|YP_003940920.1| Taurine dioxygenase [Enterobacter cloacae SCF1] 
 gb|ADO47636.1| Taurine dioxygenase [Enterobacter cloacae SCF1] 
          Length = 282 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 71/273 (26%), Positives = 110/273 (40%), Gaps = 26/273 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAG-FAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++      +GA ++GV LA  + DAG F  + A  L+H +L    Q +S  + + FA+  
Sbjct: 1   MRVEQLTCHIGAELSGVRLADAIHDAGLFTEIRAQLLKHRVLFLRQQEISRAEHVAFARL 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       V  S+    G VR +      D++     N AWH D+T+      G V 
Sbjct: 61  FGELE----DHPVVGSDPDHPGLVRIYKTP---DVVNERYEN-AWHTDATWREKPPMGCV 112 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
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                 P VGG T +A+M  AY  L E  +  +    A HSL  S   +  ++Q  +    
Sbjct: 113 LRCVESPQVGGDTLWANMVVAYQNLPEEVKQKIAGLRAYHSLEASFGAVKPIEQRLALKA 172 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LEG 232 
            +          P+V+ HP+T    L +             E  R+           L   
Sbjct: 173 QF-----PDAEHPVVRTHPDTDEKILFVNAFTTHFSNYHTPEHIRYGQDYNMGSSDLLRY 227 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L+  A         +W  G + +WDNR   H A 
Sbjct: 228 LISQAYLPEYQVRWRWQPGSIAIWDNRSTQHYA 260 
 
 
>gb|ACO31282.1| PtmO6 [Streptomyces platensis] 
          Length = 280 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 73/256 (28%), Positives = 106/256 (41%), Gaps = 24/256 (9%) 
 
Query: 10  PTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 68 
           PT A  GA V G+ L A L     AAL   +    LL+F GQ  S ++QI F    G +  
Sbjct: 4   PTSAGWGARVEGLDLRAPLGAECAAALVELFRARHLLVFSGQGFSLEEQIRFMGHLGPVL 63 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
              G  I  +SNVK    +                  +++H+D+ +  V  +     AE  
Sbjct: 64  HEEGSGIGFVSNVKEGAALG--------------TSELSFHSDTGHCAVPLEAVSLFAED 109 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
           V      T FA++ AAY  L    R+ V      +++  S       +  G + +  GM  
Sbjct: 110 VEGCVTSTRFANVAAAYGRLPADLRSRVASLVCENAMPVSLDG----RNVGLS-VAEGMP 164 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 247 
                  P+V  HP +G P L++       I G++ AES   LE L         V+ H  
Sbjct: 165 RAE---HPVVWRHPVSGEPGLMVNANQTTRIVGLEDAESRELLEELFSVMYAEDAVYEHS 221 
 
Query: 248 WAAGDVVVWDNRCLLH 263 
           W  GDVV+W N  + H 
Sbjct: 222 WQQGDVVIWHNLAVQH 237 
 
 
>ref|XP_001560734.1| hypothetical protein BC1G_00762 [Botryotinia fuckeliana B05.10] 
 gb|EDN23289.1| hypothetical protein BC1G_00762 [Botryotinia fuckeliana B05.10] 
          Length = 389 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 75/270 (27%), Positives = 111/270 (41%), Gaps = 31/270 (11%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ----HLSNDQQITFAKR 63 
           ITP    +G  ++GV +  L DAG   L     +  +++   Q    H     Q  F    
Sbjct: 87  ITPK---MGTILSGVKMEELSDAGKDELALLITERKIVVLREQSDFLHAGPQFQQDFMSY 143 
 
Query: 64  FG--AIERIGGGDIVAISNVKADGTV----RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG  +I+ + G       +VK         R H+  E  +  +  + +  WH D +Y    
Sbjct: 144 FGPLSIQPVSG-------SVKGHPPFHVIHRDHNEEEIANFFQKKLTSTLWHHDVSYEK- 195 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              G +      P VGG T FAD   AY  L    RA++    A HS   SQ  +G+ +  
Sbjct: 196 QPPGYIMLG-TCPDVGGDTVFADTVEAYKRLSPTFRAMIQDLKANHS---SQKMIGYARA 251 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
           A        +D+    L P+V+VHP +G  +L +       I G+   E E  ++ LVD  
Sbjct: 252 ARGTVRTDPIDS----LHPIVRVHPVSGEKALYLNSEFLTDIVGLKDGEKEMLMKFLVDH 307 
 
Query: 237 ACQAPRVHAHQ-WAAGDVVVWDNRCLLHRA 265 
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            C      A   W    VV++D R  LH A 
Sbjct: 308 VCMGHDFQARVGWEKHSVVMFDGRSTLHTA 337 
 
 
>ref|YP_001584538.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 ref|YP_001948338.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 gb|ABX18246.1| Taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
 dbj|BAG45802.1| taurine dioxygenase [Burkholderia multivorans ATCC 17616] 
          Length = 315 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 72/286 (25%), Positives = 116/286 (40%), Gaps = 18/286 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P  A +GA + GV L   L  A  AA+  A L+  ++ F  Q L+++Q + F+ +F 
Sbjct: 12  IDVIPLSAHIGAEIRGVDLTQPLTTAQIAAIRHALLKWRVIFFREQFLTHEQHVAFSAQF 71 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G    +G      +    A  ++ +H  A   +   V      WH D T        ++  
Sbjct: 72  GE-PTVGHPVFGHVEGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPWASIL 130 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               +P  GG T + ++  AY+ L    R  V      H              AG+   G 
Sbjct: 131 RGVTIPPYGGDTQWTNLVRAYETLSAPLRGFVDGLRGIHRFT---------PPAGARATG 181 
 
Query: 185 -YGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
            +       PL    PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFDAAVERRPLVTEHPLVRVHPETGERALYVSPSFLKSIVGLTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLVG 287 
 
 
>ref|XP_001209049.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
 gb|EAU38441.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
          Length = 382 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 73/270 (27%), Positives = 109/270 (40%), Gaps = 25/270 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQITFAKR 63 
           +I     T+G+ V GV L+ L D G   L     Q  ++ F  Q   HL  D+ + +    
Sbjct: 97  EIDDLTPTIGSEVKGVQLSQLSDKGKDQLALFVAQRKVVAFRDQDFAHLPIDKALEWGGY 156 
 
Query: 64  FGA--IERIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG   I +  G       + + +  AD T  Q       D +     ++ WH+D T+    
Sbjct: 157 FGRHHIHQTSGAPKGFPEIHLVHRGADDTSGQ-------DFLATRTNSITWHSDVTFEKQ 209 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                       P+ GG T F DM  AY  L    R  +H   A HS +    ++ +    
Sbjct: 210 PPGTTFLYLLDGPSSGGDTLFCDMAQAYRRLSPEFRRRLHGLRAVHSGI---EQINNSLN 266 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
            G      G+ T      P+V+ HP TG  +L +  +    I G    ES+  L+ L D  
Sbjct: 267 KGGIARREGIMTE----HPIVRTHPVTGEKALFVNPQFTRYIVGYKKEESDFLLKFLYDH 322 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
              +  +    +W  G VVVWDNR + H A 
Sbjct: 323 IALSQDIQTRVRWRPGTVVVWDNRVVAHSA 352 
 
 
>gb|ABC34147.1| alpha-ketoglutarate-dependent taurine dioxygenase [Burkholderia 
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           thailandensis E264] 
          Length = 335 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 69/282 (24%), Positives = 109/282 (38%), Gaps = 48/282 (17%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L++T     +GA V  V L+         + AA  +H +L F  Q LS  +   FA   
Sbjct: 60  TRLKLTRLTPAIGAIVDNVDLSNATGDLRDGIRAALARHQVLFFRDQRLSAVRHRDFAAG 119 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 120 FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LKDNAIWHTDVTFAE 162 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +P  GG T +    AAYDAL +  +A +   +A+H     +   + G  
Sbjct: 163 TPPRASILAARTLPETGGDTLWGSGFAAYDALSDRVKAQLDGLTAQHDFTKSFPLKRFGL 222 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFL 230 
                + +    +        P+V+ HPETGR +L +        + +P  + A   RFL 
Sbjct: 223 TADDRARWEDTRIKHPPV-THPVVRTHPETGRRALFVNEGFTTEINELPEEEGAALLRFL 281 
 
Query: 231 -------EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  E  + W          +W  GDV  WDNR  +H A 
Sbjct: 282 FAHQSRPEFTLRW----------RWQPGDVAFWDNRSTIHYA 313 
 
 
>ref|ZP_03585565.1| taurine dioxygenase [Burkholderia multivorans CGD1] 
 gb|EEE00157.1| taurine dioxygenase [Burkholderia multivorans CGD1] 
          Length = 315 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 72/286 (25%), Positives = 116/286 (40%), Gaps = 18/286 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P  A +GA + GV L   L  A  AA+  A L+  ++ F  Q L+++Q + F+ +F 
Sbjct: 12  IDVIPLSAHIGAEIRGVDLTQPLTTAQIAAIRHALLKWRVIFFREQFLTHEQHVAFSAQF 71 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G    +G      +    A  ++ +H  A   +   V      WH D T        ++  
Sbjct: 72  GE-PTVGHPVFGHVEGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPWASIL 130 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               +P  GG T + ++  AY+ L    R  V      H              AG+   G 
Sbjct: 131 RGVTIPPYGGDTQWTNLVRAYETLSAPLRGFVDGLRGIHRFT---------PPAGARATG 181 
 
Query: 185 -YGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
            +       PL    PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFDEAVERRPLVTEHPLVRVHPETGERALYVSPSFLKSIVGLTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLVG 287 
 
 
>ref|YP_001239290.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Bradyrhizobium sp. BTAi1] 
 gb|ABQ35384.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Bradyrhizobium sp. BTAi1] 
          Length = 312 
 
 Score = 75.1 bits (183), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 75/290 (25%), Positives = 120/290 (41%), Gaps = 33/290 (11%) 
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Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T+++     T+GA + GV L+  L D  F  +  A  ++  ++F  Q LS D    FA+R 
Sbjct: 26  TIEVRQLSPTVGAEIGGVDLSKDLPDEQFTEIQRALDENLAIVFRDQDLSKDDHKRFARR 85 
 
Query: 64  FG-AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG ++ R      +A +  + DG       +   D          WH D +  P   + + 
Sbjct: 86  FGKSLHR----HELAATRFRHDGPFDPEFLSWKTDANSRFTAGDGWHPDVSCDPSPIRVS 141 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH--SLVYSQSKLGHVQQAGS 180 
           +      P++GG T FA+M  AY+ L +  + L+   +A H  SL ++ +  G     G  
Sbjct: 142 LLRVTKTPSLGGDTAFANMYLAYEFLSDPIKQLLEGLTAIHDGSLAWT-AGYGAKPDPGK 200 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESE-------RFLEG 232 
            Y             P+V  HP TGR  L +       I  +   ES+       R +EG 
Sbjct: 201 TY--------PQSEHPVVVSHPRTGRKFLYVNASFTSHIVQLTRRESDALLQLLFRHIEG 252 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            +    + P      W    ++VWDN    H A  WD+  P   W  R++ 
Sbjct: 253 QLALQTRVP------WRPNSLLVWDNWASQHHAV-WDY-YPEERWGERVS 294 
 
 
>ref|ZP_07045848.1| Taurine catabolism dioxygenase TauD/TfdA family protein 
[Comamonas 
           testosteroni S44] 
 gb|EFI60508.1| Taurine catabolism dioxygenase TauD/TfdA family protein [Comamonas 
           testosteroni S44] 
          Length = 299 
 
 Score = 74.7 bits (182), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 65/264 (24%), Positives = 107/264 (40%), Gaps = 17/264 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +Q  P      A +  V L   L D   A L  A     ++ F  Q ++ +Q I   + F 
Sbjct: 19  IQPVPRMPNFAAWIESVDLTKPLTDEVKAELRQALFDFEVIFFKPQTITPEQHIALGQVF 78 
 
Query: 65  GAIERIGGGDIVAIS-NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           G I      D  A +  ++   + R   PA         + N  WH D ++      G   
Sbjct: 79  GPISNGSYFDRNANAPEMEMIVSDRDRPPA---------IDN--WHTDISWKLTPPLGTA 127 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL-GHVQQAGSAY 182 
               V P  GG TC++    A++ L    +  +   SA H+  + QS    ++ + G    
Sbjct: 128 IQITVTPPAGGNTCWSSTSKAFEWLSPGMQQYLEGLSAVHT--WEQSGFREYLGKKGDEA 185 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAP 241 
           +   +        P+V+V+P++GR  + +       I G+D  E+   L  L+ W  +   
Sbjct: 186 LIAAIKAGKPVTHPVVRVNPDSGRKCIFVNADFTRNIIGVDRHEARGVLHFLLGWLQRPE 245 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
            +  HQW AG + +WDNR   H A 
Sbjct: 246 FMVHHQWEAGGIAIWDNRSTQHYA 269 
 
 
>gb|ADC33980.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 74.7 bits (182), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 42/127 (33%), Positives = 66/127 (51%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AY+ L  A +A +    A H+L +S+++     + G   +         P+  
Sbjct: 1   TEFCDMYGAYERLSPAWKARIAGLRAVHNLDFSRTR-----RHGEDLMTEAQRRERPPVD 55 
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Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            P+V+ HPETGR  + +G HA +I GMD       +E L   A      +AH+W+ G ++ 
Sbjct: 56  HPIVRTHPETGRKCIFLGDHAESILGMDYDAGRALIEELNALAVHPDLTYAHRWSPGQLI 115 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 116 LWDNRCV 122 
 
 
>ref|ZP_02366215.1| taurine dioxygenase [Burkholderia oklahomensis C6786] 
          Length = 278 
 
 Score = 74.7 bits (182), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 69/273 (25%), Positives = 107/273 (39%), Gaps = 29/273 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T L++T     +GA V    LA  +DD   +A+  A  +H +L F  Q LS  Q   FA  
Sbjct: 2   TRLKLTRLTPAIGAIVDNADLANAVDDDVRSAIRDALARHQVLFFRDQRLSAVQHRDFAA 61 
 
Query: 63  RFGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            FG +             +I+ + N   D                 +  N  WH D T+  
Sbjct: 62  GFGDLHVHPIYPSHPDAREIMVLDNEVFD-----------------LKDNAIWHTDVTFA 104 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLG 173 
                 ++ +A  +P  GG T +    AAYDAL +  +  +   +A+H     +   + G 
Sbjct: 105 ETPPCASILAACTLPDTGGDTLWGSGFAAYDALSDRVKTQLEGLTAQHDFTKSFPLKRFG 164 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
                 + +    +        P+V+ HPE+GR +L +       I  +   ES   L   
Sbjct: 165 LTADDRARWEETRIKHPPV-THPVVRTHPESGRRALFVNDGFTTEINELPEEESAALLRF 223 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L     +       +W AGDV  WDNR  +H A 
Sbjct: 224 LFAHQSRPEFTLRWRWQAGDVAFWDNRSTIHYA 256 
 
 
>ref|XP_001598281.1| hypothetical protein SS1G_00367 [Sclerotinia sclerotiorum 1980] 
 gb|EDN90967.1| hypothetical protein SS1G_00367 [Sclerotinia sclerotiorum 1980 
           UF-70] 
          Length = 389 
 
 Score = 74.7 bits (182), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 76/270 (28%), Positives = 110/270 (40%), Gaps = 31/270 (11%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ----HLSNDQQITFAKR 63 
           ITP    +G  +TGV L  L D G   L     +  +++   Q    H     Q  F    
Sbjct: 87  ITPK---MGTILTGVKLEELSDEGKDELALLITERKIVVLREQSDFLHSGPQFQQDFMSY 143 
 
Query: 64  FG--AIERIGGGDIVAISNVKADGTV----RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG  +I+ + G       +VK         R H+  E  +  +  + +  WH D +Y    
Sbjct: 144 FGPLSIQPVSG-------SVKGHPPFHVIHRDHNEEEIANFFQKKLTSTLWHHDVSYEK- 195 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
              G +      P VGG T FAD   AY  L    RA++    A HS   SQ  +G+ +  
Sbjct: 196 QPPGYIMLG-TCPDVGGDTVFADTVEAYKRLSPTFRAMIQDLKATHS---SQKMIGYARA 251 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
           A        +D+    L P+V+VHP +G  +L +       I G+   E E  ++ LVD  
Sbjct: 252 ARGTVRTDPIDS----LHPIVRVHPVSGEKALYLNSEFLTDIVGLKDGEREMLMKFLVDH 307 
 
Query: 237 ACQAPRVHAHQ-WAAGDVVVWDNRCLLHRA 265 
            C      A   W    VV++D R  LH A 
Sbjct: 308 VCMGHDFQARVGWEKHSVVMFDGRSTLHTA 337 
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>ref|NP_826592.1| taurine catabolism dioxygenase [Streptomyces avermitilis MA-4680] 
 dbj|BAC73127.1| putative taurine catabolism dioxygenase [Streptomyces avermitilis 
           MA-4680] 
          Length = 299 
 
 Score = 74.7 bits (182), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 75/291 (25%), Positives = 119/291 (40%), Gaps = 32/291 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T ++I    A +GA V+GV +   LD+    AL  A   H  L+F    L +  Q  FA+ 
Sbjct: 2   TAIEIRKVTAHIGAQVSGVDIGKPLDEETVTALRDALNAHKALVFDDVDLDDAGQQAFAR 61 
 
Query: 63  RFGAIERI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
            FGA+           G  +++ + + +                         WH D T+ 
Sbjct: 62  HFGALTTAHPTVPAVEGAPNVLPVDSERGRAN--------------------HWHTDVTF 101 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           +    Q +   +  +P  GG T  A+  AAY  L E  RAL     A H+  Y  +     
Sbjct: 102 VLNPPQASTLRSITIPPYGGETLIANAAAAYRDLPEPLRALADTLWAEHTNDYDYAVPDE 161 
 
Query: 175 -VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
            V +  +         T     P+V+VHP TG   L IG  A  I G+   ES + L+   
Sbjct: 162 AVDEEQARQRAQFTSITYRTAHPVVRVHPLTGERGLFIGGFAQRIVGLSTGESRKLLDLF 221 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRVMWHSRLAG 283 
             +  +   +   +W+   +V++DNR   H A + +D + PR +    +AG 
Sbjct: 222 QSYVTRPENILRWRWSPNQLVLFDNRITQHYAIDNYDGR-PRRLNRVTVAG 271 
 
 
>ref|XP_001836817.2| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
 gb|EAU85034.2| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
          Length = 385 
 
 Score = 74.7 bits (182), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 77/289 (26%), Positives = 116/289 (40%), Gaps = 27/289 (9%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIE--- 68 
           LG  V GV L+ L + G   L     +  +++F  Q L +   ++Q+ F+  FG       
Sbjct: 109 LGTEVRGVQLSQLSNEGLDELALFVAERKVVVFREQDLKDQPPEKQLKFSSYFGRSHVHP 168 
 
Query: 69  -RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
             +   D   ++ +  D      +P   D+++K  + +  WH+D +Y         F    
Sbjct: 169 LSVNVKDYPELAVIYRD----PENPGFLDELVKPRINHTNWHSDVSYEKQPPGTTAFYIL 224 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
             P VGG T F     AY+ L  A R  +    A H+        G  Q  G+     G+ 
Sbjct: 225 DGPDVGGDTLFLSQVEAYNRLSPAFRERLIGLKAVHT--------GIPQAEGAK--KRGV 274 
 
Query: 188 DTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                P+    P+V+VHP T   +L +       I G    ES+  L  L D   +     
Sbjct: 275 HVRREPVESEHPVVRVHPVTKEKALYVNPGFTTRIVGFKKEESDALLGFLFDHITKGADF 334 
 
Query: 244 HAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 291 
           H    +  G VV+WDNR  +H A P DF       H RL  + E   AA 
Sbjct: 335 HVRASYEPGTVVIWDNRVTVHSAIP-DFDRSLRRHHIRLTPQAEVPIAA 382 
 
 
>gb|ADC33989.1| TfdA-like protein [uncultured bacterium] 
          Length = 187 
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 Score = 74.7 bits (182), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 65/215 (30%), Positives = 93/215 (43%), Gaps = 37/215 (17%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVA----ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           QQI FA +FG +      D+ +    I  V AD T  +             V    WH+D 
Sbjct: 1   QQIAFAAQFGKLYIHPVADMASRHPEILPVYADETTTK-------------VFGEDWHSD 47 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
           ++       G++   + +P VGG T F+ M AAYDAL E  + L+   +A H         
Sbjct: 48  ASCDTEPPMGSILQLQEIPDVGGDTMFSSMYAAYDALSEPLKQLLEGLTAVHD------- 100 
 
Query: 172 LGHVQQAGSAYIGYGMDTT---ATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESE 227 
            GHV         +  D T    T  +P+V  HPE+GR +L +  ++   I  +   ES+ 
Sbjct: 101 GGHV-------FRHRFDKTRFYPTTEQPVVTRHPESGRKALYVNAQYTTHIVQLKPRESD 153 
 
Query: 228 RFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCL 261 
             L  L     + P  H    W  G VV WDNRC+ 
Sbjct: 154 ALLAFLYR-HVETPEFHCRFSWRQGSVVFWDNRCV 187 
 
 
>gb|ADC33944.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 74.3 bits (181), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 45/127 (35%), Positives = 69/127 (54%), Gaps = 7/127 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DMR A++AL  A +A +   +A HS+++S++  G  + +      +       P+  
Sbjct: 1   TEFCDMRLAWEALPLADQARLEGLTAYHSIMHSRATYGFDEWSREEQKRF------PPIP 54 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           RPLV +H E+GR SLL+  H   I GM   ES   +  L   A      +AH+W  GD++ 
Sbjct: 55  RPLVGLHEESGRKSLLLASHVADIAGMARDESAALVRELTARATVTEHCYAHRWTQGDLL 114 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 115 LWDNRCV 121 
 
 
>ref|XP_001799620.1| hypothetical protein SNOG_09325 [Phaeosphaeria nodorum SN15] 
 gb|EAT83517.2| hypothetical protein SNOG_09325 [Phaeosphaeria nodorum SN15] 
          Length = 328 
 
 Score = 74.3 bits (181), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 72/288 (25%), Positives = 122/288 (42%), Gaps = 45/288 (15%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T+       + GA + G       D  F  + +A  ++ +L+F    LS+ + + F+ R  
Sbjct: 13  TITFKELHPSYGAEIIGADFENATDEQFQEIKSAMAKYGVLVFRNTGLSDAKHVEFSSRI 72 
 
Query: 65  GAIERI----GGG--------DIVAISNVKADGT-VRQHSP-AEWDDMMKVIVGNMAWHA 110 
           GA++ +     GG        ++    NV  +G  +   SP A ++       GN  +H  
Sbjct: 73  GALDNVRRYLTGGRKLRYTHYELFDAGNVDEEGNAIDPDSPRAHYNK------GNALFHV 126 
 
Query: 111 DSTYMPVMAQGAVFSAEVV--PAVGGRTCFADMRAAYDALDEATRA--LVHQRSARHSLV 166 
           DS++ P  A  ++  A  +  P +GG T FAD R A+D LDE  +   L       H+L+ 
Sbjct: 127 DSSFNPRRASWSLLRAVKLPPPGMGGETEFADSRTAWDDLDEDFKIELLDCDLVGAHTLL 186 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLIGRHAHAIPGMDAA 224 
                  H ++ GS      +   + P+    +V+ H  +G        H   +P    + 
Sbjct: 187 -------HSRKLGSPEFFADLVPESEPMMRHKIVQTHEPSG--------HCKPLP---ES 228 
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Query: 225 ESERFLEGLVDWACQAPRVHAHQW-AAGDVVVWDNRCLLHRAEPWDFK 271 
           ES    E L+    Q   + +  W   GD+V WDN  ++HRA    F+ 
Sbjct: 229 ESAALFERLLKHVTQPKYILSVDWLNEGDMVAWDNTAVMHRATGGSFE 276 
 
 
>ref|YP_001777150.1| taurine dioxygenase [Burkholderia cenocepacia MC0-3] 
 gb|ACA92660.1| Taurine dioxygenase [Burkholderia cenocepacia MC0-3] 
          Length = 315 
 
 Score = 74.3 bits (181), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 70/286 (24%), Positives = 114/286 (39%), Gaps = 10/286 (3%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   + + P  A +GA + GV L   L     AA+ AA L+  ++ F  Q L+++Q + F 
Sbjct: 8   AAQPVDVIPLSAHIGAEIRGVDLTQPLTTPQIAAIRAALLKWRVIFFREQFLTHEQHVAF 67 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           + +FG    +G      +    A  ++ +H  A   +   V      WH D T        
Sbjct: 68  SAQFGE-PTVGHPVFGHVDGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++  AY+ L    R  V      H             +A   
Sbjct: 127 ASILRGVTIPPYGGDTHWTNLVRAYETLSAPLRGFVDTLRGIHRFTPPPGA-----RATG 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A+             PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFDDAVERRPLVTEHPLVRVHPETGERALYVSPSFLKSIVGLTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLIG 287 
 
 
>ref|ZP_07576730.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
 gb|EFN08861.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingobium 
           chlorophenolicum L-1] 
          Length = 308 
 
 Score = 74.3 bits (181), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 67/269 (24%), Positives = 118/269 (43%), Gaps = 22/269 (8%) 
 
Query: 12  GATLGATVTGVHLATLD-DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI 70 
           G   G  V G+    ++ +A    L   WL   L++F G  ++ + QI  ++ FG +E   
Sbjct: 11  GLGFGREVIGLTPGDIEREAVRRELRDYWLNDGLMVFRGSEVTPEFQIALSRVFGELEVH 70 
 
Query: 71  GGGDIVAISNVKADGTVR-QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              ++V     +    V  QH    ++   K  +  + WH+D  +   +  G V +A+ + 
Sbjct: 71  PVRELVTEGMPELITLVSDQHKEGLFEVDGKPSIAFLPWHSDLVFTDRINHGGVLTAQRI 130 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV----YSQS---------KLGHVQ 176 
            + GG+T F D   A+  L E  +A +      + L     YS+          ++G  + 
Sbjct: 131 SSWGGQTGFIDQVQAHALLPEELKARIEHLEIVYQLTINPGYSRYGTRSRVRTIRMGDFE 190 
 
Query: 177 QAGSAYIGYGMDTTATP-LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
           ++    +G  +D+   P + P+V   P+TGR  L I    A  I G D  E    L+ LV 
Sbjct: 191 KS----VGPRLDSDFPPVVHPMVFTQPDTGRKVLNISPFGALYILGHDDEEGHALLQRLV 246 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
           D     P  + H W   ++++WDN  ++H 
Sbjct: 247 DHLVDCP-AYYHGWQPSEMLLWDNWRMVH 274 
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>ref|YP_001834136.1| taurine dioxygenase [Beijerinckia indica subsp. indica ATCC 9039] 
 gb|ACB96647.1| Taurine dioxygenase [Beijerinckia indica subsp. indica ATCC 9039] 
          Length = 290 
 
 Score = 74.3 bits (181), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 76/286 (26%), Positives = 120/286 (41%), Gaps = 31/286 (10%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   L I+P   T+GA + GV L   L  A    + AA L++ ++ F  QH++ +QQ  F 
Sbjct: 11  ASFPLTISPLQPTIGAEIAGVDLREPLTPALRDEIKAAILKYKVVFFRDQHITREQQAAF 70 
 
Query: 61  AKRFGAI------ERIGGGDIVAISNVKA-DGTVRQHSPA--EWDDMMKVIVGNMAWHAD 111 
           A++FG +      ++   G   +I  + A D  + +   A    D++ +       +H D 
Sbjct: 71  ARQFGPLYTHPTTKQTDTGVDASIHRIAAVDFQLYEKEAAVRAKDEIQEF------YHTD 124 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
           +++  V   GAV  A  +P VGG T + D   AY  L +  R  +      H         
Sbjct: 125 TSWRLVPTWGAVLRAVTLPDVGGDTIWVDAGLAYRNLPDDIRERLEGLHVTHDF------ 178 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH-AIPGMDAAESERFL 230 
                   +A +  G D      + +V+ H ETG   L +    H  I G+D AES   L 
Sbjct: 179 -------RNALLCAGHDYPIVAHK-IVRTHRETGEKILWVNFSQHPTIIGLDRAESRALL 230 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
           E +     +        W  G +  WDNR  +H A       PR++ 
Sbjct: 231 EEVAAVYRRPEHQVRFSWRPGSIAFWDNRASVHYAVRNYGDFPRLL 276 
 
 
>ref|YP_002406356.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           IAI39] 
 emb|CAR16453.1| taurine dioxygenase, 2-oxoglutarate-dependent [Escherichia coli 
           IAI39] 
          Length = 375 
 
 Score = 74.3 bits (181), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 62/248 (25%), Positives = 103/248 (41%), Gaps = 26/248 (10%) 
 
Query: 27  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------RIGGGDIVAISN 80 
           L D  F  L+ A L+H ++    Q ++  QQ   A+RFG +          G D + + + 
Sbjct: 86  LSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRFGELHIHPVYPHAEGVDEIIVLD 145 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 140 
              D      +P + D+          WH D T++     GA+ +A+ +P+ GG T +   
Sbjct: 146 THND------NPPDNDN----------WHTDVTFIETPPAGAILAAKELPSTGGDTLWTS 189 
 
Query: 141 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLV 198 
             AAY+AL    R L+    A H    S  +  + ++    +  +       P  L P+V 
Sbjct: 190 GIAAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKTEEEHQRWREAVAKNPPLLHPVV 248 
 
Query: 199 KVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 257 
           + HP +G+ +L +       I  +   ESE  L  L     +       +W   D+ +WD 
Sbjct: 249 RTHPVSGKQALFVNEGFTTRIVDVSEKESEALLSFLFAHITKPEFQVRWRWQPNDIAIWD 308 
 
Query: 258 NRCLLHRA 265 
           NR   H A 
Sbjct: 309 NRVTQHYA 316 
 
 
>ref|ZP_01742153.1| taurine dioxygenase, 2-oxoglutarate-dependent [Rhodobacterales 
           bacterium HTCC2150] 
 gb|EBA03267.1| taurine dioxygenase, 2-oxoglutarate-dependent [Rhodobacterales 
           bacterium HTCC2150] 
          Length = 277 
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 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 66/264 (25%), Positives = 106/264 (40%), Gaps = 13/264 (4%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +QI     T+GA ++GV     L  A    ++ A L H ++   G  +S    + FA+ F 
Sbjct: 1   MQIKKITPTIGAELSGVDFTKDLTTAQQDEIYQALLDHQVIFVRGCDISPANHVAFAQTF 60 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G ++           N    G     +    ++  K      +WH D T+    +  ++  
Sbjct: 61  GDLDE---------PNPMYPGVDGFKNIMLLENDAKRPPDTNSWHTDLTFKVEQSFASIL 111 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAY 182 
            + VVP  GG T ++   AAYDAL E  +A +   SA H L   ++     +   +G    
Sbjct: 112 VSRVVPDCGGDTLWSSNYAAYDALSEGMKADLEGLSAVHDLGDFRNNFAQPKDGLSGEER 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
           +   +      ++P++  HP T R  L         I G    ES      L +   Q   
Sbjct: 172 LNAAVGRMGHAIKPIIDEHPVTKRKFLNFNEAFITHIVGKTPNESNALRIWLANHMNQPE 231 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
                +W A DV +WDNR  +H A 
Sbjct: 232 FQIRWRWCANDVAMWDNRVTMHYA 255 
 
 
>ref|NP_962663.1| hypothetical protein MAP3729 [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
 gb|AAS06279.1| hypothetical protein MAP_3729 [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
          Length = 258 
 
 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 74/262 (28%), Positives = 107/262 (40%), Gaps = 40/262 (15%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L + P  A  GA + G+ L A L       L     ++ +L F GQ LS   QI FA+ F 
Sbjct: 3   LSLRPAAALFGAEIGGIDLRAPLTREQRDELQRLLQRYRVLFFRGQQLSTAHQIEFAEAF 62 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G I       ++  S V AD    QH       +  V    + WH D++ +      +V  
Sbjct: 63  GPI-------LIFRSVVPADP---QHP-----GVHNVDGSTVGWHLDASGLIEPPVASVL 107 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            A  +P  GG T +AD  AAYD + +  ++ +   SA H+       + H           
Sbjct: 108 RAVEIPDRGGDTVWADGMAAYDGMPDDLKSRLEGLSATHTAPNQHPLVAH---------- 157 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAP 241 
                      PLV  HP+ GR  L I         I GM  + S   +E L     ++  
Sbjct: 158 -----------PLVSHHPDIGRRYLNINLAPWVDTRILGMSTSHSSALVEQLRAHHLRSD 206 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLH 263 
                +W+AG VV+WDNR + H 
Sbjct: 207 YQLRFRWSAGAVVLWDNRGMQH 228 
 
 
>gb|ADC33963.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 43/127 (33%), Positives = 70/127 (55%), Gaps = 7/127 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DMR A++AL  A +A +   +A HS+++S++  G  + +      +       P+  
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Sbjct: 1   TEFCDMRLAFEALPAAEQARLEGLTAHHSIMHSRATYGFDEWSREEQQRF------PPVP 54 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           R LV  H E+GR +LL+  H  AI G D AE+   +  L+  A      + H+W+ GD++ 
Sbjct: 55  RALVARHEESGRKALLLASHIEAIDGCDDAETAAMVRDLMARATSRENCYVHRWSEGDLL 114 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 115 LWDNRCV 121 
 
 
>ref|ZP_02370264.1| taurine dioxygenase [Burkholderia thailandensis TXDOH] 
          Length = 310 
 
 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 67/272 (24%), Positives = 105/272 (38%), Gaps = 28/272 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T L++T     +GA V  V L+         + AA  +H +L F  Q LS  +   FA   
Sbjct: 35  TRLKLTRLTPAIGAIVDNVDLSNATGDLRDGIRAALARHQVLFFRDQRLSAVRHRDFAAG 94 
 
Query: 64  FGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG +             +I+ + N   D                 +  N  WH D T+   
Sbjct: 95  FGDLHVHPIYPSHPDAREIMVLDNAVFD-----------------LKDNAIWHTDVTFAE 137 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV--YSQSKLGH 174 
              + ++ +A  +PA GG T +    AAYDAL +  +A +   +A+H     +   + G  
Sbjct: 138 TPPRASILAARTLPATGGDTLWGSGFAAYDALSDRVKAQLDGLTAQHDFTKSFPLKRFGL 197 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
                + +    +        P+V+ HPETGR +L +       I  +   E    L  L 
Sbjct: 198 TADDRARWEDTRIKHPPV-THPVVRTHPETGRRALFVNEGFTTEINELPEEEGAALLCFL 256 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                +       +W  GDV  WDNR  +H A 
Sbjct: 257 FAHQSRPEFTLRWRWQPGDVAFWDNRSTIHYA 288 
 
 
>ref|XP_001397270.2| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase 
           [Aspergillus niger CBS 513.88] 
          Length = 344 
 
 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 83/312 (26%), Positives = 127/312 (40%), Gaps = 59/312 (18%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TL   P   TLGA   GV  +  + DA    L AA  ++ +L+F    L + +   FA++ 
Sbjct: 19  TLTFRPLHPTLGAECEGVDFSKPVPDAVIEQLRAAMAKNGILVFRATGLDDARHTAFARQ 78 
 
Query: 64  FG------AIERIG-------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 110 
            G      A+ + G        G+++ I NV  DG  R  S   W    +++ G   +H  
Sbjct: 79  LGEPMVDSAVGKPGVPNRLDPKGELMDIGNVDGDG--RILSTTSWRS--QLLRGTRLFHV 134 
 
Query: 111 DSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           D +Y    A  ++  A  +P    GG T FAD R AY  L E T+  +      HSL+ S 
Sbjct: 135 DGSYFQRRAGYSLLRAHQLPPRGTGGATAFADTRTAYADLAEETKNEIQNHVLWHSLMQS 194 
 
Query: 169 Q----------------------SKLGHVQQAG-----------SAYIGYGMDTTATPLR 195 
           +                       +L ++   G              I   +      +R 
Sbjct: 195 RYLGAPENWLIRLLVFVSDLDDLRRLPYLMAVGLIARVLEIWVQIVDISLLLVFCYALMR 254 
 
Query: 196 PLV-KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGDV 253 
            LV ++ PE        GRH   I G   A+S+  +E L+  A Q   V    W   GD+ 
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Sbjct: 255 ILVLRLLPEAATSR---GRH-QLIDGWSRADSKPVIEALMRHASQDKYVLTVDWQNNGDM 310 
 
Query: 254 VVWDNRCLLHRA 265 
           ++WDN C++HR+ 
Sbjct: 311 IMWDNTCVMHRS 322 
 
 
>ref|ZP_03569866.1| taurine dioxygenase [Burkholderia multivorans CGD2M] 
 ref|ZP_03576507.1| taurine dioxygenase [Burkholderia multivorans CGD2] 
 gb|EEE09850.1| taurine dioxygenase [Burkholderia multivorans CGD2] 
 gb|EEE15773.1| taurine dioxygenase [Burkholderia multivorans CGD2M] 
          Length = 315 
 
 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 71/286 (24%), Positives = 115/286 (40%), Gaps = 18/286 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P  A +GA + GV L   L     AA+  A L+  ++ F  Q L+++Q + F+ +F 
Sbjct: 12  IDVIPLSAHIGAEIRGVDLTQPLTSGQIAAIRDALLKWRVIFFREQFLTHEQHVAFSAQF 71 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G    +G      +    A  ++ +H  A   +   V      WH D T        ++  
Sbjct: 72  GE-PTVGHPVFGHVEGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPWASIL 130 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               +P  GG T + ++  AY+ L    R  V      H              AG+   G 
Sbjct: 131 RGVTIPPYGGDTQWTNLVRAYETLSAPLRGFVDGLRGIHRFT---------PPAGARATG 181 
 
Query: 185 -YGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
            +       PL    PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFDEAVERRPLVTEHPLVRVHPETGERALYVSPSFLKSIVGLTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLVG 287 
 
 
>ref|ZP_01864402.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           sp. SD-21] 
 gb|EDL48556.1| alpha-ketoglutarate-dependent taurine dioxygenase [Erythrobacter 
           sp. SD-21] 
          Length = 197 
 
 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 60/190 (31%), Positives = 82/190 (43%), Gaps = 13/190 (6%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL- 165 
            WH D +Y  + A G++  A  +P  GG T +A M AAYD+L +  +  +    A H+   
Sbjct: 15  GWHTDHSYDQIPAMGSILVARTLPPKGGDTLWAHMGAAYDSLSDEIKQRIEGLEAYHTAD 74 
 
Query: 166 -VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI--GRHAHAIPGMD 222 
            +Y+   +      G A  G    T AT   P+V  HP TG+  L +  G   H   GM  
Sbjct: 75  HIYAPGGVYAKTDQGEALRGQERRTGAT--HPVVVRHPRTGQKLLYVNPGFTIH-FTGMT 131 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
             ES   L  L D A Q       +WA G V +WDNR        W + +     H+R   
Sbjct: 132 REESVPLLRELYDHAMQPAHQCRVEWAPGTVAIWDNRTT------WHYAMNDYHGHAREM 185 
 
Query: 283 GRPETEGAAL 292 
            R    G AL 
Sbjct: 186 HRITLSGEAL 195 
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>gb|AAS64591.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 73.9 bits (180), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 48/125 (38%), Positives = 61/125 (48%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFADMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|EDZ70798.1| YLL057Cp-like protein [Saccharomyces cerevisiae AWRI1631] 
          Length = 398 
 
 Score = 73.9 bits (180), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 108/267 (40%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           L++      LG  + G+ L  L DA    L     Q  +++F  Q+ ++   D    + + 
Sbjct: 99  LKVKKITPKLGLEINGIQLTDLSDAAKDELALLVAQKGVVVFRNQNFADEGPDYVTEYGR 158 
 
Query: 63  RFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG   I +  G      +N +   T R+    E+  +      +  WH D +Y       
Sbjct: 159 HFGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPS 215 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
              FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G  
Sbjct: 216 YTFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG- 271 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   +  L + R  +  I  +   ESE  L  L +     
Sbjct: 272 ---GIKRRAPVTHIHPLVRVHPVLKKKCLYVNRAFSRKIVELKRQESESLLNFLYNLVES 328 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    VV+WDNR + H A 
Sbjct: 329 SHDLQLRAKWEPHSVVIWDNRRVQHSA 355 
 
 
>ref|YP_002233738.1| putative taurine dioxygenase [Burkholderia cenocepacia J2315] 
 emb|CAR54978.1| putative taurine dioxygenase [Burkholderia cenocepacia J2315] 
          Length = 315 
 
 Score = 73.9 bits (180), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 70/286 (24%), Positives = 114/286 (39%), Gaps = 10/286 (3%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   + + P  A +GA + GV L   L     AA+ AA L+  ++ F  Q L+++Q + F 
Sbjct: 8   AAQPVDVIPLSAHIGAEIRGVDLTQPLTTPQIAAIRAALLKWRVVFFREQFLTHEQHVAF 67 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           + +FG    +G      +    A  ++ +H  A   +   V      WH D T        
Sbjct: 68  SAQFGE-PTVGHPVFGHVDGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++  AY+ L    R  V      H             +A   
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Sbjct: 127 ASILRGVTIPPYGGDTHWTNLVRAYETLSAPLRGFVDTLRGIHRFTPPPGA-----RATG 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A+             PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFDDAVERRPLVTEHPLVRVHPETGERALYVSPSFLKSIVGLTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLIG 287 
 
 
>ref|YP_837646.1| taurine dioxygenase [Burkholderia cenocepacia HI2424] 
 gb|ABK10753.1| Taurine dioxygenase [Burkholderia cenocepacia HI2424] 
          Length = 315 
 
 Score = 73.9 bits (180), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 70/286 (24%), Positives = 113/286 (39%), Gaps = 10/286 (3%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   + + P  A +GA + GV L   L     AA+ AA L+  ++ F  Q L+++Q + F 
Sbjct: 8   AAQPVDVIPLSAHIGAEIRGVDLTQPLTTPQIAAIRAALLKWRVIFFREQFLTHEQHVAF 67 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           + +FG    +G      +    A  ++ +H  A   +   V      WH D T        
Sbjct: 68  SAQFGE-PTVGHPVFGHVDGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPW 126 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++  AY+ L    R  V      H             +A   
Sbjct: 127 ASILRGVTIPPYGGDTHWTNLVRAYETLSAPLRGFVDTLRGIHRFTPPPGA-----RATG 181 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A+             PLV+VHPETG  +L +       I G+   ES+  LE L +   + 
Sbjct: 182 AFDDAVERRPLVTEHPLVRVHPETGERALYVSPSFLKTIVGLTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLIG 287 
 
 
>ref|XP_003049797.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
 gb|EEU44084.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
          Length = 380 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 72/263 (27%), Positives = 105/263 (39%), Gaps = 25/263 (9%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           T+G  V GV L+ L  AG   L     +  ++ F  Q  + D  I+ A  FG      G  
Sbjct: 103 TIGTEVEGVQLSQLSKAGKDELARYVAERKVVAFRNQDFA-DLPISEALEFGGY---FGR 158 
 
Query: 74  DIVAISNVKADGTVRQH------SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
             +  ++   +G    H           +   K  V ++AWH+D TY              
Sbjct: 159 HHIHPTSGSPEGHPEIHLVHRGAGDKSHETFFKTRVSSVAWHSDITYEQQPPGTTFLYIL 218 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
             P  GG T FA+   AY+ L  A + L+H   A HS +          +  +A +  G  
Sbjct: 219 DTPDTGGDTLFANTVEAYERLSPAFQKLLHGLKATHSGI----------EQVNASVKKGS 268 
 
Query: 188 DTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                P+    P+V+ HP TG  SL +  +    I G+   ES+  L  L +         
Sbjct: 269 IKRREPVVNEHPIVRTHPVTGEKSLFVNPQFTRDIVGLKKEESDAILNFLYEHIAWGADF 328 
 
Query: 244 HAH-QWAAGDVVVWDNRCLLHRA 265 
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           HA  +W    VVVWDNR + H A 
Sbjct: 329 HARVKWQEKTVVVWDNRSVQHTA 351 
 
 
>ref|NP_013043.1| Jlp1p [Saccharomyces cerevisiae S288c] 
 sp|Q12358.1|JLP1_YEAST RecName: Full=Alpha-ketoglutarate-dependent sulfonate 
dioxygenase 
 emb|CAA88000.1| ORF L0572 [Saccharomyces cerevisiae] 
 emb|CAA97510.1| unnamed protein product [Saccharomyces cerevisiae] 
 gb|AAT92756.1| YLL057C [Saccharomyces cerevisiae] 
 gb|EDN59494.1| dnaJ-like protein [Saccharomyces cerevisiae YJM789] 
 gb|EEU07677.1| Jlp1p [Saccharomyces cerevisiae JAY291] 
 tpg|DAA09267.1| TPA: Fe(II)-dependent sulfonate/alpha-ketoglutarate dioxygenase, 
           involved in sulfonate catabolism for use as a sulfur 
           source; contains sequence that resembles a J domain 
           (typified by the E. coli DnaJ protein); induced by 
           sulphur starvation [Saccharomyces cerevisiae S288c] 
 gb|EGA85860.1| Jlp1p [Saccharomyces cerevisiae VL3] 
          Length = 412 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 108/267 (40%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           L++      LG  + G+ L  L DA    L     Q  +++F  Q+ ++   D    + + 
Sbjct: 113 LKVKKITPKLGLEINGIQLTDLSDAAKDELALLVAQKGVVVFRNQNFADEGPDYVTEYGR 172 
 
Query: 63  RFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG   I +  G      +N +   T R+    E+  +      +  WH D +Y       
Sbjct: 173 HFGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPS 229 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
              FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G  
Sbjct: 230 YTFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG- 285 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   +  L + R  +  I  +   ESE  L  L +     
Sbjct: 286 ---GIKRRAPVTHIHPLVRVHPVLKKKCLYVNRAFSRKIVELKRQESESLLNFLYNLVES 342 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    VV+WDNR + H A 
Sbjct: 343 SHDLQLRAKWEPHSVVIWDNRRVQHSA 369 
 
 
>ref|ZP_06274956.1| Taurine catabolism dioxygenase TauD/TfdA [Streptomyces sp. ACTE] 
 gb|EFB64784.1| Taurine catabolism dioxygenase TauD/TfdA [Streptomyces sp. ACTE] 
          Length = 293 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 71/269 (26%), Positives = 112/269 (41%), Gaps = 12/269 (4%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWL-QHALLIFPGQHLSNDQQITFA 61 
           +T ++I      +GA +TGV    L D       +  L +  L++     ++++QQI  A 
Sbjct: 7   ETEIRINDLTPFIGAEMTGVTYEDLQDPVLWDKVSTLLHERELVVIRSLDITSEQQIELA 66 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI--VGNMAWHADSTYMPVMA 119 
            R G  +      ++A         +   S A+ +DM   +  VGN  WH DS+Y      
Sbjct: 67  SRIGRPKPF----LMAKYRHPEHAEIMISSNAKKNDMAIGVARVGNF-WHQDSSYQKDAP 121 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
              +     VP   G T +A+    YD L E  +  +  R A H++   Q           
Sbjct: 122 PYTMLHGIDVPGTSGHTLYANAADVYDRLPEEWKERIEGRIAVHTVAKRQRISAEHAGLS 181 
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Query: 180 SAYIGYGMDTTATPLR-PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWA 237 
            A     ++    P++ PLVK  P TGR  +     +   + G DA E+E F   L++   
Sbjct: 182 IAEFKALVEEQYPPVQHPLVKTDPTTGRRYVYGAPEYMERVIGFDANENEEFF-ALLNRL 240 
 
Query: 238 CQAPR-VHAHQWAAGDVVVWDNRCLLHRA 265 
            Q P  V+ H+W   D+VVW      H A 
Sbjct: 241 IQDPEHVYTHRWTPRDLVVWKCELTYHAA 269 
 
 
>gb|AAS64584.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 48/125 (38%), Positives = 61/125 (48%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFADMRAAYDDLPEDFKKELQGLRAEHYALSSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>ref|ZP_04941966.1| Taurine dioxygenase [Burkholderia cenocepacia PC184] 
 gb|EAY65137.1| Taurine dioxygenase [Burkholderia cenocepacia PC184] 
          Length = 329 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 70/286 (24%), Positives = 113/286 (39%), Gaps = 10/286 (3%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   + + P  A +GA + GV L   L     AA+ AA L+  ++ F  Q L+++Q + F 
Sbjct: 22  AAQPVDVIPLSAHIGAEIRGVDLTQPLTTPQIAAIRAALLKWRVIFFREQFLTHEQHVAF 81 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           + +FG    +G      +    A  ++ +H  A   +   V      WH D T        
Sbjct: 82  SAQFGE-PTVGHPVFGHVDGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPW 140 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++     +P  GG T + ++  AY+ L    R  V      H             +A   
Sbjct: 141 ASILRGVTIPPYGGDTHWTNLVRAYETLSAPLRGFVDTLRGIHRFTPPPGA-----RATG 195 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A+             PLV+VHPETG  +L +       I G+   ES+  LE L +   + 
Sbjct: 196 AFDDAVERRPLVTEHPLVRVHPETGERALYVSPSFLKTIVGLTPRESQALLELLWEHVTR 255 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 256 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLIG 301 
 
 
>gb|EGA57698.1| Jlp1p [Saccharomyces cerevisiae FostersB] 
          Length = 412 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 108/267 (40%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
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           L++      LG  + G+ L  L DA    L     Q  +++F  Q+ ++   D    + + 
Sbjct: 113 LKVXKITPKLGLEINGIQLTDLSDAAKDELALLVAQKGVVVFRNQNFADEGPDYVTEYGR 172 
 
Query: 63  RFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG   I +  G      +N +   T R+    E+  +      +  WH D +Y       
Sbjct: 173 HFGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPS 229 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
              FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G  
Sbjct: 230 YTFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG- 285 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   +  L + R  +  I  +   ESE  L  L +     
Sbjct: 286 ---GIKRRAPVTHIHPLVRVHPVLKKKCLYVNRAFSRKIVELKRQESESLLNFLYNLVES 342 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    VV+WDNR + H A 
Sbjct: 343 SHDLQLRAKWEPHSVVIWDNRRVQHSA 369 
 
 
>ref|XP_681848.1| hypothetical protein AN8579.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA60613.1| hypothetical protein AN8579.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF78403.1| TPA: conserved hypothetical protein [Aspergillus nidulans FGSC A4] 
          Length = 429 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 81/299 (27%), Positives = 117/299 (39%), Gaps = 39/299 (13%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITF 60 
           T  ++TPT    G+ +TG+ L++L D     L     Q  +L+F  Q  ++   DQ + F 
Sbjct: 76  TVKRLTPT---TGSEITGIQLSSLTDKAKDQLALFAAQRKVLVFRDQDFADLPIDQAVAF 132 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---WHADSTYMPV 117 
              FG   R        +     +  V      +  D    + G  +   WH+D TY    
Sbjct: 133 GGYFG---RHHVHTTAGVPEGYPEVHVVYMMDTKNGDFATFLAGKNSTVLWHSDVTYDEQ 189 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                +  A  +P VGG T FA+   AY  L  A R  +H     H  V SQ++       
Sbjct: 190 PPGMTILYALELPEVGGDTAFANQVEAYKRLSPALRERLHGLKGVHDGV-SQAE------ 242 
 
Query: 178 AGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
               Y   G      P+    PLV+ HP TG  +L +      I GM   ES+  L  L+ 
Sbjct: 243 ---PYYRAGRLVRREPVIVEHPLVRTHPVTGEKALFVNALTTRIVGMKKEESDMLLGFLM 299 
 
Query: 235 DWA--CQAPRVHAHQWAAGDVVVWDNRCLLHRA-----------EPWDFKLPRVMWHSR 280 
           +    C   +V   +W    VV+WDNR +  R              W   LPR+  H R 
Sbjct: 300 NHIGHCLEHQVRV-RWEPKTVVIWDNRTVSLRTLRSSTGELVSVGTWHASLPRLSVHLR 357 
 
 
>gb|EGA77784.1| Jlp1p [Saccharomyces cerevisiae Vin13] 
          Length = 412 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 108/267 (40%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           L++      LG  + G+ L  L DA    L     Q  +++F  Q+ ++   D    + + 
Sbjct: 113 LKVKKITPKLGLEINGIQLXDLSDAAKDELALLVAQKGVVVFRNQNFADEGPDYVTEYGR 172 
 
Query: 63  RFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG   I +  G      +N +   T R+    E+  +      +  WH D +Y       
Sbjct: 173 HFGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPS 229 
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Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
              FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G  
Sbjct: 230 YTFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG- 285 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   +  L + R  +  I  +   ESE  L  L +     
Sbjct: 286 ---GIKRRAPVTHIHPLVRVHPVLKKKCLYVNRAFSRKIVELKRQESESLLNFLYNLVES 342 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    VV+WDNR + H A 
Sbjct: 343 SHDLQLRAKWEPHSVVIWDNRRVQHSA 369 
 
 
>gb|EDV09264.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Saccharomyces 
           cerevisiae RM11-1a] 
          Length = 412 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 108/267 (40%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           L++      LG  + G+ L  L DA    L     Q  +++F  Q+ ++   D    + + 
Sbjct: 113 LKVKKITPKLGLEINGIQLTDLSDAAKDELALLVAQKGVVVFRNQNFADEGPDYVTEYGR 172 
 
Query: 63  RFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG   I +  G      +N +   T R+    E+  +      +  WH D +Y       
Sbjct: 173 HFGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPS 229 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
              FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G  
Sbjct: 230 YTFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG- 285 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   +  L + R  +  I  +   ESE  L  L +     
Sbjct: 286 ---GIKRRAPVTHIHPLVRVHPVLKKKCLYVNRAFSRKIVELKRQESESLLNFLYNLVES 342 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    VV+WDNR + H A 
Sbjct: 343 SHDLQLRAKWEPHSVVIWDNRRVQHSA 369 
 
 
>gb|ADI34062.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 1HD1] 
 gb|ADI34066.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 2HD1] 
          Length = 119 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 45/123 (36%), Positives = 61/123 (49%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  ++S+  LG  + + S            P+  P 
Sbjct: 2   FCDMRAAYDDLPEDFKKELQGLRAEHYALHSRFILGDTEYSES------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           L++ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+W 
Sbjct: 56  LIRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVMW 115 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 116 DNR 118 
 
 
>ref|XP_457814.2| DEHA2C03036p [Debaryomyces hansenii CBS767] 
 emb|CAG85859.2| DEHA2C03036p [Debaryomyces hansenii] 
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          Length = 385 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 70/266 (26%), Positives = 111/266 (41%), Gaps = 20/266 (7%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +ITP    LG  VTG+ L+ LDD G   L     Q  +++F  Q  +  +   FA  +G+ 
Sbjct: 85  RITPK---LGTEVTGIQLSQLDDKGKDELALFVAQRGVVVFREQDFAT-KGPKFATEYGS 140 
 
Query: 67  IERIGGGDIVAISNVKADG-----TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
               G   I   S    D      T R+    E+  +    + ++ WH+D +Y        
Sbjct: 141 --HFGRLHIHPTSGAPKDHPELHITYRRADEGEFSRVFSNRLNSIGWHSDVSYELQPPGT 198 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
             F+    P  GG T FAD+  AY+ L    +  +   +  H L  S+ +  + +  G   
Sbjct: 199 TFFTVLQGPDAGGDTNFADVVEAYNRLSPEFQKRL---ANLHVLHTSEDQASNSRTQG-- 253 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
             G       + + PL++ HP TG   + + R  +  I  +   ES+  L  L      A 
Sbjct: 254 --GIERRKPVSNIHPLIRQHPATGDKFIYLNRPFSRRIVELKEDESDYLLNFLFQHIESA 311 
 
Query: 241 PRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             +    +W    VVVWDNR ++H A 
Sbjct: 312 HDLQLRARWEPNSVVVWDNRRVVHSA 337 
 
 
>gb|EGA61415.1| Jlp1p [Saccharomyces cerevisiae FostersO] 
          Length = 399 
 
 Score = 73.6 bits (179), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 108/267 (40%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           L++      LG  + G+ L  L DA    L     Q  +++F  Q+ ++   D    + + 
Sbjct: 113 LKVXKITPKLGLEINGIQLTDLSDAAKDELALLVAQKGVVVFRNQNFADXGPDYVTEYGR 172 
 
Query: 63  RFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG   I +  G      +N +   T R+    E+  +      +  WH D +Y       
Sbjct: 173 HFGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPS 229 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
              FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G  
Sbjct: 230 YTFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG- 285 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   +  L + R  +  I  +   ESE  L  L +     
Sbjct: 286 ---GIKRRAPVTHIHPLVRVHPVLKKKCLYVNRAFSRKIVELKRQESESLLNFLYNLVES 342 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    VV+WDNR + H A 
Sbjct: 343 SHDLQLRAKWEPHSVVIWDNRRVQHSA 369 
 
 
>ref|XP_001834709.1| alpha-ketoglutarate catabolism dioxygenase [Coprinopsis cinerea 
           okayama7#130] 
 gb|EAU87157.1| alpha-ketoglutarate catabolism dioxygenase [Coprinopsis cinerea 
           okayama7#130] 
          Length = 368 
 
 Score = 73.6 bits (179), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 72/267 (26%), Positives = 108/267 (40%), Gaps = 25/267 (9%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIER-I 70 
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           +G  + GV ++ L   G   L     +  +L+F  Q   +   ++QI  A  FG I R   
Sbjct: 92  IGTEIQGVQISQLSKEGLDELALLTAERKVLVFRNQDFKDLGPERQIEIASHFGPIHRHP 151 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN-----MAWHADSTYMPVMAQGAVFS 125 
             G++           V    P+   D  K  +G       +WH+D +Y         F  
Sbjct: 152 TSGNVKGFPEFH----VVYRDPSH--DHFKEYIGGDRINLTSWHSDVSYEKQPPGTTFFF 205 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
               P  GG T FA    AY  L +  +  +      HS V  Q++    ++ G       
Sbjct: 206 ILDQPETGGDTLFASQVEAYSRLSDEFKKRLEGLRVVHSAV-RQAEFS--RRIGGPVRRE 262 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
            ++T      P+V+VHP TG  +L I +  A  I G+   ES+  L+ L D   +      
Sbjct: 263 PIETE----HPIVRVHPVTGEKALYINQGFARRIVGLKQEESDFLLKFLFDHIAKGADFQ 318 
 
Query: 245 AH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
               +  G VVVWDNR  +H A P DF 
Sbjct: 319 IRASYEPGTVVVWDNRVTVHSATP-DF 344 
 
 
>ref|ZP_00515418.1| similar to Probable taurine catabolism dioxygenase [Crocosphaera 
           watsonii WH 8501] 
 gb|EAM51361.1| similar to Probable taurine catabolism dioxygenase [Crocosphaera 
           watsonii WH 8501] 
          Length = 295 
 
 Score = 73.6 bits (179), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 69/280 (24%), Positives = 120/280 (42%), Gaps = 37/280 (13%) 
 
Query: 13  ATLGATV-TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR-FGAIERI 70 
           + LG  V  G +L  L +   + L  A  Q  +++   QH+S  +   FA++ FG +  + 
Sbjct: 14  SRLGLEVLKGCNLIDLTELQRSQLKQALWQQGVIVVKNQHISASELEEFARKTFGNL--M 71 
 
Query: 71  GGGDIVAISNVKADGTVRQHS-----PAEWDDMM-KVIVGNMAWHADSTYMPVMAQGAVF 124 
            G +  ++    +     Q+S     P   D    + I G   WH D   +P++ +  +  
Sbjct: 72  FGSNSFSLDPEISPEIQSQYSAILGNPKGLDRKPPEKIYGARIWHQDKDGVPIIKELEMN 131 
 
Query: 125 SAEVVPAVGGR------------TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +  VV   G +            T + D+  AY+ LD +     HQ++    L+Y    + 
Sbjct: 132 ALYVVMLYGIKVPEEGENGQPHTTEYLDLVEAYNNLDSS-----HQKALEEILMYQMPPV 186 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP-GMD--AAESERF 229 
              Q           D     + PLV  H  TG+  L +G    AIP GM+    E++++ 
Sbjct: 187 WFWQ-------NLDWDNVPKKVHPLVSTHKVTGKKGLYLGSWNTAIPLGMEDKQEEAQQY 239 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
            + L +   +   V++H W  GD+V WDN  ++HR   +D 
Sbjct: 240 WQDLWNMVLERTPVYSHVWEPGDIVFWDNSQVMHRGTFYD 279 
 
 
>ref|ZP_06922104.1| taurine catabolism dioxygenase [Streptomyces sviceus ATCC 29083] 
 gb|EDY54814.1| taurine catabolism dioxygenase [Streptomyces sviceus ATCC 29083] 
          Length = 297 
 
 Score = 73.2 bits (178), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 72/253 (28%), Positives = 103/253 (40%), Gaps = 15/253 (5%) 
 
Query: 15  LGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           +GA V GV L AT D +   AL  A   H  ++F    L N  Q   A+ FG +       
Sbjct: 12  IGAVVEGVDLTATPDLSTVTALRDALNTHKAIVFDHVDLDNAGQERVARWFGEL------ 65 
 
Query: 74  DIVAISNVKA-DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 132 
              A  NV A DGT   +  A   +  K       WH D T++    Q     + V     
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Sbjct: 66  -TTAHPNVPATDGTT--NVLAVDSETSKA----NEWHTDVTFVINPPQLTTLRSIVTTPY 118 
 
Query: 133 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 192 
           GG T  A+  AAY  L    RAL       H+  Y  ++          Y    + T    
Sbjct: 119 GGETLIANAAAAYRDLPAPLRALADTLRVVHTNQYDYARPASTTAQRQEYDRAFVSTPYE 178 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
              P+V+VHP TG   L IG  A  I G+ +++S   L  L  +  +   + +  W+    
Sbjct: 179 AEHPVVRVHPLTGERGLFIGGFAKRIVGLPSSDSADLLRILQSYVTRPENILSWTWSPNQ 238 
 
Query: 253 VVVWDNRCLLHRA 265 
           ++++DNR   H A 
Sbjct: 239 LLIFDNRITQHYA 251 
 
 
>gb|ABR27328.1| TfdA [uncultured bacterium] 
 gb|ABR27329.1| TfdA [uncultured bacterium] 
 gb|ABR27331.1| TfdA [uncultured bacterium] 
 gb|ABR27332.1| TfdA [uncultured bacterium] 
 gb|ABR27333.1| TfdA [uncultured bacterium] 
 gb|ABR27334.1| TfdA [uncultured bacterium] 
 gb|ABR27335.1| TfdA [uncultured bacterium] 
 gb|ADI34065.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 1HD6] 
 gb|ADI34069.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 2HD6] 
 gb|ADI34072.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 3HD6] 
 gb|ADI34075.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 10DK.1] 
 gb|ADI34076.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 10DK.2] 
          Length = 118 
 
 Score = 73.2 bits (178), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 45/123 (36%), Positives = 61/123 (49%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  ++S+  LG  + + S            P+  P 
Sbjct: 2   FCDMRAAYDDLPEDFKKELQGLRAEHYALHSRFILGDTEYSES------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           L++ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+W 
Sbjct: 56  LIRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVMW 115 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 116 DNR 118 
 
 
>gb|ADC33962.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 73.2 bits (178), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 40/127 (31%), Positives = 65/127 (51%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AY+ L  A +  +    A H+L +S+++     + G   +         P+  
Sbjct: 1   TEFCDMYGAYERLSPAWKNRIATLRAMHNLDFSRTR-----RHGEEPMTEAQRDAVPPVD 55 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            P+V+ HP+TGR  L +G HA  + GM+  +    +E L   A  A   + H+W  G+++ 
Sbjct: 56  HPIVRTHPDTGRKCLFLGDHAQYVVGMNYEDGRALIEELNALAIHADLTYEHRWTPGELL 115 
 
Query: 255 VWDNRCL 261 
           VWDNRC+ 
Sbjct: 116 VWDNRCV 122 
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>gb|ACB30159.1| 2,4-D/alpha-ketoglutarate dioxygenase [Rhodococcus sp. HDN3] 
          Length = 118 
 
 Score = 73.2 bits (178), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 45/123 (36%), Positives = 60/123 (48%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  ++S+  LG  +   S            P+  P 
Sbjct: 2   FCDMRAAYDDLPEDFKKELQGLRAEHYALHSRFILGDTEYCES------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           L++ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+W 
Sbjct: 56  LIRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVMW 115 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 116 DNR 118 
 
 
>ref|XP_660564.1| hypothetical protein AN2960.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA63531.1| hypothetical protein AN2960.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF83665.1| TPA: alpha-ketoglutarate-dependent taurine dioxygenase 
           (AFU_orthologue; AFUA_3G07960) [Aspergillus nidulans 
           FGSC A4] 
          Length = 384 
 
 Score = 73.2 bits (178), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 75/267 (28%), Positives = 110/267 (41%), Gaps = 33/267 (12%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQITFAKRFGA--IE 68 
           T+G+ V+G+ L+ L   G   L     Q  ++ F  Q   HL  D+ + F   FG   I  
Sbjct: 107 TIGSEVSGIQLSQLSKEGKDQLALFVAQRKVVAFRDQDFAHLPIDKALEFGGYFGRHHIH 166 
 
Query: 69  RIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           +  G       + + +  AD T          D +     ++ WH+D T+  V   G  F 
Sbjct: 167 QASGAPRGYPEIHLVHRGADDT-------SGADFLAQHTNSITWHSDVTFE-VQPPGTTF 218 
 
Query: 125 SAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
              +  P  GG T FADM  AY  L    R  +H   A HS          V+Q  ++ + 
Sbjct: 219 LYLLDGPTTGGDTLFADMAQAYKRLSPEFRKRLHGLKAVHS---------GVEQVNNS-L 268 
 
Query: 184 GYGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
             G      P+    P+V+ HP TG  +L +  +    I G    ES+  L+ L D     
Sbjct: 269 NKGGIARRDPIMTEHPIVRTHPVTGEKALFVNAQFTRYIVGYKKEESDFLLKFLYDHIAL 328 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W  G VVVWDNR   H A 
Sbjct: 329 SQDIQTRVRWRPGTVVVWDNRVACHSA 355 
 
 
>ref|YP_832515.1| taurine dioxygenase [Arthrobacter sp. FB24] 
 gb|ABK04415.1| Taurine dioxygenase [Arthrobacter sp. FB24] 
          Length = 306 
 
 Score = 73.2 bits (178), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 78/295 (26%), Positives = 118/295 (40%), Gaps = 31/295 (10%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIF-PGQHLSNDQQI 58 
           + +T L+    G+ +GA + G+ L   L     A + AA  +H  L+F     L+++ Q+ 
Sbjct: 4   ITETKLEFAKLGSRIGAEIRGLDLGGDLSAETVAQIRAALNEHKALVFREANILTDEAQV 63 
 
Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---WHADSTYM 115 
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            FA  FG +              KA  TV      E   ++ V   N +   WH D T++ 
Sbjct: 64  KFAGHFGPL-------------TKAHPTVASVEGKE--SVLPVDSENGSANNWHTDVTFV 108 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS---KL 172 
               Q +   +  +PA GG T  A    AY  L E  R       A H+  Y  S    L 
Sbjct: 109 VNPPQASTLRSIDLPAYGGETLIASSAGAYRDLPEELRNFADTLWAIHTNDYDYSVPKNL 168 
 
Query: 173 GH--VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH--AIPGMDAAESER 228 
            H   ++    +     +T      P+V+VHP TG   L IG  A    I G+   ES+  
Sbjct: 169 EHENAEERRKEFTRLKFETA----HPVVRVHPLTGERGLFIGGFAQRLRIVGLSNTESKD 224 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            +  L  +  +   V    W    +V++DNR   H A       PR +    +AG 
Sbjct: 225 IIRLLQAYVTRPENVVRVNWEPNQLVLFDNRITQHYAPDNYDGQPRKLNRVTIAG 279 
 
 
>ref|XP_001834272.1| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
 gb|EAU87552.1| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
          Length = 364 
 
 Score = 72.8 bits (177), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 73/270 (27%), Positives = 108/270 (40%), Gaps = 31/270 (11%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIER-I 70 
           LG  V GV ++ L   G   L     +  ++IF  Q   +   ++QI  AK FG I+R   
Sbjct: 88  LGTEVEGVQISQLSKEGLDELALFVAERKVVIFRNQDFKDLGFERQIEIAKHFGPIQRHP 147 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVI----VGNMAWHADSTYMPVMAQGAVFSA 126 
             G++            R +S   +D   + +    +   AWH+D  Y         F   
Sbjct: 148 TSGNVKGYPEFHV--VYRDNS---YDYFKEYVTDSRINYTAWHSDVAYEKQPPGTTFFFI 202 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGHVQQAGSAY 182 
              P+VGG T F     AY+ L +  +  +      HS V     S+ + G V++      
Sbjct: 203 LDQPSVGGDTLFVSQVEAYNRLSDEFKKRLEGLKIVHSAVEQAEGSRKRNGPVRREP--- 259 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
               ++T      P+V+VHP TG  +L +       I G    ES+  L  L D   +   
Sbjct: 260 ----IETE----HPIVRVHPATGEKALYVNPVFGRRIVGFKKEESDALLNFLYDHIARGA 311 
 
Query: 242 RVHAH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
                  +  G VVVWDNR   H A P DF 
Sbjct: 312 DFQIRASYEPGTVVVWDNRVTAHSAIP-DF 340 
 
 
>gb|ADC33953.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 72.8 bits (177), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 40/127 (31%), Positives = 64/127 (50%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AY+ L  A +  +    A H+L +S+++     + G   +         P+  
Sbjct: 1   TEFCDMYGAYERLSPAWKNRIATLRAMHNLDFSRTR-----RHGEEPMTEAQRDAVPPVD 55 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            P+V+ HP+TGR  L +G HA  + GM+  +    +E L   A  A   + H W  G+++ 
Sbjct: 56  HPIVRTHPDTGRKCLFLGDHAQYVVGMNYEDGRALIEELNALAIHADLTYEHHWTPGELL 115 
 
Query: 255 VWDNRCL 261 
           VWDNRC+ 
Sbjct: 116 VWDNRCV 122 
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>ref|YP_556155.1| putative taurine catabolism dioxygenase TauD/TfdA [Burkholderia 
           xenovorans LB400] 
 gb|ABE36805.1| Putative taurine catabolism dioxygenase TauD/TfdA [Burkholderia 
           xenovorans LB400] 
          Length = 321 
 
 Score = 72.8 bits (177), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 64/265 (24%), Positives = 102/265 (38%), Gaps = 18/265 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHL---ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           + + P    +GA V G+ +    T+     A L+ +  ++  L F    +S  +       
Sbjct: 51  IHVEPYSPVVGARVRGLRINGKETVPAEVRAFLYDSLTRYGFLAFEPGTVSAAEFAYLVD 110 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG  E  G              T+        D  +K    N  WH D  + P   +   
Sbjct: 111 LFGHSEYTGTPYTPVAEESSNVNTI--------DSKVKKTRMNFIWHIDQAFRPEPPRFT 162 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V   + VP  GG T F +  AAY+ LD     L  Q     S+      +G +  A     
Sbjct: 163 VLFGKKVPPFGGDTVFTNATAAYELLD----PLFAQYLETLSVAQDVETMGFLTLAYREE 218 
 
Query: 183 IGYGMDTTATP-LR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
                     P +R PL++VHP+TG+  + +   +   I G+    S+  L  L D     
Sbjct: 219 EELARQKARFPWIRTPLIRVHPDTGKKQIYVNELYTQRILGLSRIASQNILGILFDLIKS 278 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHR 264 
              +  ++W  G V++WDNR + HR 
Sbjct: 279 PEVLTRYRWEEGSVLIWDNRVVQHR 303 
 
 
>ref|YP_298736.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ63892.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 301 
 
 Score = 72.8 bits (177), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 70/307 (22%), Positives = 121/307 (39%), Gaps = 53/307 (17%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           Q+   +T     LGA V  + L   LDD   AAL  A ++H +L+F  Q ++  Q ++ A 
Sbjct: 23  QSAFTLTRISPALGAEVGNIDLNVPLDDDTIAALRRALVEHKVLVFRDQDITPSQHVSLA 82 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG--------NMAWHADST 113 
           +RFG +E                  V    P   +    V++G           +H+D + 
Sbjct: 83  RRFGELE------------------VHPAFPHHEEFPELVLLGGDDKKPAMENGYHSDVS 124 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           +  + +  ++      P +GG T + +M  AY+ L E  +  +    A H ++ +      
Sbjct: 125 WREIPSMASMLRCVQCPEIGGDTVWVNMALAYEKLPEHRKQQIEGLFAAHDILPA----- 179 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG----------RHAHAIPGMDA 223 
                G              + P+V+ HPE+G   L +           R  +A+ G    
Sbjct: 180 ----FGDKMTPEQRKQFPPAIHPVVRTHPESGEKILYVNGAFVTHFLNFRSRNAVRGAFE 235 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 279 
            +SE+    L+++  + P +  +Q    W    +  WDNR   H A    F   R M  + 
Sbjct: 236 GQSEK--HDLMEYLLRQPAILEYQMRLRWRPNTIAFWDNRSTQHYAIQDYFPAVRRMMRA 293 
 
Query: 280 RLAG-RP 285 
            + G RP 
Sbjct: 294 TIIGDRP 300 
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>ref|XP_002563150.1| Pc20g06210 [Penicillium chrysogenum Wisconsin 54-1255] 
 emb|CAP85950.1| Pc20g06210 [Penicillium chrysogenum Wisconsin 54-1255] 
          Length = 380 
 
 Score = 72.8 bits (177), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 74/273 (27%), Positives = 111/273 (40%), Gaps = 34/273 (12%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           +ITP    +G+ + GV L+ L D G   L     Q  ++ F  Q  ++    + + +A   
Sbjct: 99  EITPF---IGSEIHGVQLSQLSDKGKDQLALYVAQRRVVAFRDQDFASRPIQEVVDYAGY 155 
 
Query: 64  FGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG   I +  G      +I  +     D T         +  +K     + WH+D T+   
Sbjct: 156 FGRHHIHQTSGAPKGFPEIHLVFRGADDRT--------GETFLKERTNTITWHSDVTFEK 207 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                        P+ GG T FADM  AY  L    R  +H   A HS          ++ 
Sbjct: 208 QPPGTTFLYVLDGPSTGGDTLFADMVQAYKRLSPGFRERLHGLKAVHS---------GLE 258 
 
Query: 177 QAGSAYIGYGM--DTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGL 233 
           Q  ++  G G+      T   P+V+ HP TG  +L +  +    I G    ES+  L+ L 
Sbjct: 259 QINASLNGGGIARRDPVTSEHPIVRTHPVTGEKALYVNPQFTRYIVGYKKEESDHLLKFL 318 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            D    +  + A  +W AG VVVWDNR   H A 
Sbjct: 319 YDHIALSQDLQARIRWKAGTVVVWDNRLACHSA 351 
 
 
>gb|EGD74176.1| hypothetical protein PTSG_06184 [Salpingoeca sp. ATCC 50818] 
          Length = 285 
 
 Score = 72.8 bits (177), Expect = 6e-11,   Method: Compositional matrix adjust. 
 Identities = 66/271 (24%), Positives = 107/271 (39%), Gaps = 47/271 (17%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG- 73 
           +G  + G+ + TL   G   +  A L++++++ P Q L  +     A+ FGA   +     
Sbjct: 16  IGHVLEGIDMKTLTPEGAEKVREAVLKYSVVVLPKQDLEEEDMARIAELFGAPVDLPSEM 75 
 
Query: 74  ----------DIVAISNVKADGTV-RQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQ 120 
                      +  +SN++ DGT+   +  AE+            WH D  +   P     
Sbjct: 76  AFGHQAKSQPRVTVVSNMRPDGTIIPNNKAAEY------------WHQDGNFWVAPREYV 123 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQSKLGHVQ 176 
                + +VP  GG T FAD   A   +D   R     L  +  AR    +S  K      
Sbjct: 124 MNFLYSVIVPEEGGDTGFADTVLALQQMDPELRKELEGLQIEVDARKIPDFSSLK----- 178 
 
Query: 177 QAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 234 
                      D    P  L  ++  H E+G  SL  G     I G    ES   +  ++ 
Sbjct: 179 ----------EDDERFPVALHSIIFNHDESGIESLYPGNGNVTIKGKTKEESRDIIGRVL 228 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               + P V+ H+W  GD+V+WDN+  +HR+ 
Sbjct: 229 AHLDREPYVYYHKWTKGDLVLWDNKTCMHRS 259 
 
 
>ref|ZP_03541596.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
 gb|EED65882.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
          Length = 280 
 
 Score = 72.8 bits (177), Expect = 6e-11,   Method: Compositional matrix adjust. 
 Identities = 67/274 (24%), Positives = 110/274 (40%), Gaps = 30/274 (10%) 
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Query: 6   LQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++     ++GA V+ +HL  A+ D      + A  LQH +L F  Q ++  + + FA+  
Sbjct: 1   MKVEQLTCSIGAEVSDIHLGDASRDKGLAEEIRALLLQHKVLFFRDQDITRAEHVGFARH 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+ +  G V+ +   + ++          +H+D  +      G V 
Sbjct: 61  FGDLE----DHPVAGSDPEHPGLVQIYRSEKRENYENT------YHSDGQWRENPTMGCV 110 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 PAVGG T + +M  AY  L E  +  +    A+ S+ +     G V         
Sbjct: 111 LRCIEGPAVGGDTIWVNMAEAYRNLPEDIKQKIDGLKAKSSIEHG---FGAVMPEDKR-- 165 
 
Query: 184 GYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LE 231 
              +     P+  P+V+ HPETG   L +             E+ R+           L  
Sbjct: 166 -LELGRQHPPVEHPVVRTHPETGEKVLYVCSFTTHFANYHTPENVRYGQDKTPGASMLLN 224 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W  G V +WDNRC  H A 
Sbjct: 225 YLISQAAIPEYQVRFRWKPGSVAMWDNRCTQHYA 258 
 
 
>gb|EFW97628.1| alpha-ketoglutarate catabolism dioxygenase [Pichia angusta DL-1] 
          Length = 398 
 
 Score = 72.4 bits (176), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 73/272 (26%), Positives = 106/272 (38%), Gaps = 19/272 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--- 62 
           +Q       LG  VTGV L+ L       L     Q  +++F  Q    DQ   F K    
Sbjct: 82  VQTRKLSPKLGTEVTGVQLSALTPRQKDDLALLVEQRGVVVFRDQDFK-DQSFDFIKDWG 140 
 
Query: 63  -RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
             FG +  +       +   +   T R+ S  E        + N++WH+D TY      G 
Sbjct: 141 RHFGPLH-VHPTSGAPLGQPEFHITFRRGSKDEARKTFANKLNNISWHSDVTY-ETQPPG 198 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
                 +   VGG T F D   AY+ L    + L+      H+   S+ +  + +Q G   
Sbjct: 199 ITLFGMLQTDVGGDTQFLDTVEAYERLSPTMKKLLDGLKVLHT---SKDQAFNARQQG-- 253 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW--AC 238 
             G    T    + PLV+ HP   +  L + R  +  I G+   ES+  L  L      C 
Sbjct: 254 --GIERKTPIDSIHPLVRYHPVLKKKCLFVNRGFSRRILGLKEEESQALLNFLFRHLDTC 311 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAE-PWD 269 
               + A QW    + +WDNR LLH A   WD 
Sbjct: 312 LDAHIRA-QWDERTITIWDNRRLLHTATLDWD 342 
 
 
>ref|YP_001237505.1| putative taurine dioxygenase, 2-oxoglutarate-dependent 
           [Bradyrhizobium sp. BTAi1] 
 gb|ABQ33599.1| putative taurine dioxygenase, 2-oxoglutarate-dependent 
           [Bradyrhizobium sp. BTAi1] 
          Length = 308 
 
 Score = 72.4 bits (176), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 76/292 (26%), Positives = 113/292 (38%), Gaps = 56/292 (19%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + I P    +GA +  + L   L D     L+ A +QH ++ F  Q LS  Q +  A+ F 
Sbjct: 19  ISIRPYKPLIGAVIENIDLTRPLSDQNKQDLNRALVQHGVIFFRKQALSFAQHVDLARIF 78 
 
Query: 65  G----------AIERIGGGDIVA-ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
           G          ++E     +++A   N K  GT                     WH D + 
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Sbjct: 79  GNPIRKNIYLPSVEGFPEIEVIAHDENTKTGGTDN-------------------WHVDVS 119 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +     +  V   + +P  GG  T +A   A YD LD        + +A ++   S  K  
Sbjct: 120 WQRQPPKATVLHIKQLPPDGGGDTIWASSTAVYDLLDPDLARYFEKLTAVNTFFASPKK- 178 
 
Query: 173 GHVQQAGSAYIGY--GMDTTAT--------------PLR-PLVKVHPETGRPSLLIGR-H 214 
              +       GY  G + TA               P+  P+VK HPETGR  + +   H 
Sbjct: 179 ---EALSDLLTGYAEGREETAEEGLARVQDATVKFPPIEVPVVKTHPETGRKLIFVNEAH 235 
 
Query: 215 AHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
              + G+    S+  L  L D   + P V A   W  GDV +WDNR + H A 
Sbjct: 236 TSHLLGVSKTASQSLLNYLYDL-VKTPEVQARFAWQEGDVAIWDNRQVQHYA 286 
 
 
>gb|EGD03387.1| taurine dioxygenase [Burkholderia sp. TJI49] 
          Length = 315 
 
 Score = 72.4 bits (176), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 71/286 (24%), Positives = 115/286 (40%), Gaps = 18/286 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           + + P  A +GA + GV L   L     AA+  A L+  ++ F  Q L+++Q + F+ +F 
Sbjct: 12  VDVIPLSAHIGAEIRGVDLTQPLTTPQIAAIRHALLKWRVVFFREQFLTHEQHVAFSAQF 71 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G    +G      +    A  ++ +H  A   +   V      WH D T        ++  
Sbjct: 72  GE-PTVGHPVFGHVDGHPAVYSIAKHRKATRFEGEPVRRPWTGWHTDVTAAVNPPWASIL 130 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
               +P  GG T + ++  AY+ L    R  V      H              AG+   G 
Sbjct: 131 RGVTIPPYGGDTQWTNLVRAYETLSAPLRGFVDGLRGIHRFT---------PPAGARATG 181 
 
Query: 185 -YGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
            +       PL    PLV+VHPETG  +L +      +I G+   ES+  LE L +   + 
Sbjct: 182 AFDEAVERRPLVTEHPLVRVHPETGERALYVSPSFLKSIVGLTPRESQALLELLWEHVTR 241 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA--EPWDFKLPRVMWHSRLAG 283 
                  +W    +  WDNR   H A  + +D    R ++ + L G 
Sbjct: 242 PEFTIRFKWEPRSIAFWDNRATAHLAPVDIFDLDFDRQLYRTTLVG 287 
 
 
>ref|ZP_06844898.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
 gb|EFG67428.1| Taurine dioxygenase [Burkholderia sp. Ch1-1] 
          Length = 306 
 
 Score = 72.4 bits (176), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 75/295 (25%), Positives = 117/295 (39%), Gaps = 50/295 (16%) 
 
Query: 14  TLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGG 72 
           T+GA + GV L   LDD  +AAL  A L+  +L F  Q ++  Q +  AKRFG +E     
Sbjct: 31  TIGAEIRGVDLRDPLDDETYAALRRALLKFKVLFFRDQDITPAQHVAMAKRFGELE---- 86 
 
Query: 73  GDIVAISNVKADGTVRQHSPAEWDDMMKVIVG--------NMAWHADSTYMPVMAQGAVF 124 
                         +    P   +    VI+G           +H+D ++  + + G++  
Sbjct: 87  --------------IHPAFPHHPEHPELVILGRNDTKRGRENLYHSDVSWREIPSMGSML 132 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
                P VGG T + +M AAYD L +  +  +   +A H ++         +Q  +     
Sbjct: 133 RCVQCPEVGGDTMWINMVAAYDNLPDDVKTRIAGLNAVHDVLPLFGIAVPKEQHAA---- 188 
 
Query: 185 YGMDTTATPLR-PLVKVHPETGRPSLLIGR--------------HAHAIPGMDAAESERF 229 
             M     P+  P+V+VHPETG   L +                  + + G D   +E   
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Sbjct: 189 --MRAKFPPVEHPVVRVHPETGEKILYVNEAFTTHLSNYGQLTAREYRV-GFDYKLAEID 245 
 
Query: 230 LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L   +    QAP      +W    +  WDNR   H A    F  PR M  + + G 
Sbjct: 246 LLQYLFRQAQAPEYQVRLKWRPNTIAFWDNRSCQHYAVQDYFPAPRHMMRATVIG 300 
 
 
>gb|ADC33960.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 72.0 bits (175), Expect = 9e-11,   Method: Compositional matrix adjust. 
 Identities = 44/127 (34%), Positives = 68/127 (53%), Gaps = 7/127 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DMR A++AL  A +A +   +A HS+++S++  G  + +      +       P+  
Sbjct: 1   TEFCDMRLAWEALPPADQARLEGLTAYHSIMHSRATYGFDEWSREEQKRF------PPIP 54 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           RPLV +H E+GR SLL+  H   I GM   ES   +  L   A      +A +W  GD++ 
Sbjct: 55  RPLVGLHEESGRKSLLLASHVADIAGMARDESAALVRELTARATVTEHCYARRWTQGDLL 114 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 115 LWDNRCV 121 
 
 
>ref|YP_002486908.1| Taurine dioxygenase [Arthrobacter chlorophenolicus A6] 
 gb|ACL38819.1| Taurine dioxygenase [Arthrobacter chlorophenolicus A6] 
          Length = 307 
 
 Score = 72.0 bits (175), Expect = 9e-11,   Method: Compositional matrix adjust. 
 Identities = 74/295 (25%), Positives = 118/295 (40%), Gaps = 31/295 (10%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIF-PGQHLSNDQQI 58 
           + +T L+    G+ +GA + G+ L A L     A +  A   H  L+F     L+++ Q+ 
Sbjct: 4   VTETKLEFAKLGSRIGAEIRGLELSADLSPGTVAQIREALSVHKALVFREANVLTDEDQV 63 
 
Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---WHADSTYM 115 
            FA  FG +           +N        +  PA    ++ V   N +   WH D T++ 
Sbjct: 64  RFASHFGPL-----------TNAHPTVASVEGKPA----VLPVDSENGSANNWHTDVTFV 108 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               Q +   +  +P  GG T  A    AY  L +  R       A H+  Y  S+  ++ 
Sbjct: 109 VNPPQASTLRSITLPEYGGETLIASSAGAYRDLPDELRNFADTLWAIHTNDYDYSRPKNL 168 
 
Query: 176 QQAGS-----AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH--AIPGMDAAESER 228 
           + A +      +     +T      P+V+VHP TG   L IG  A    I G+   ES+  
Sbjct: 169 EHANAEERRKEFTRIHFETA----HPVVRVHPLTGERGLFIGGFAQRLRIVGLSNTESKD 224 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L  +  +   V    W    +V++DNR   H A       PR +    +AG 
Sbjct: 225 ILRILQAYITRPENVVRVNWEPNQLVLFDNRITQHYAPDNYDGQPRKLNRVTIAG 279 
 
 
>ref|XP_001525134.1| conserved hypothetical protein [Lodderomyces elongisporus NRRL 
           YB-4239] 
 gb|EDK44883.1| conserved hypothetical protein [Lodderomyces elongisporus NRRL 
           YB-4239] 
          Length = 388 
 
 Score = 72.0 bits (175), Expect = 9e-11,   Method: Compositional matrix adjust. 
 Identities = 71/267 (26%), Positives = 113/267 (42%), Gaps = 20/267 (7%) 
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Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  ++TP    LG+ + G+ L+ LDD     L     +  +++F  Q   ND+   FA   
Sbjct: 89  TVKRLTPK---LGSEIDGIQLSQLDDKAKLDLAKFVAERGVVVFKNQDF-NDKGPQFAID 144 
 
Query: 64  FGAIERIGGGDIVAISNVKADG-----TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           F  +   G   I   S    +      T R  S  E D        +++WH+D +Y     
Sbjct: 145 F--MNYFGPLHIHPTSGSPENFPQMHITFRGASQDEIDTAFAKNTNSISWHSDCSYSLNA 202 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            Q  +FS   +P  GG T FA+   AY+ L  A +  +      HS V  Q++    ++A 
Sbjct: 203 LQLTLFSCLQLPESGGDTLFANTVEAYNRLSPAMQERLEGLHILHSSV-EQAETN--KKA 259 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWA 237 
           G    G       T + P+V+V+P TG+  L + +     I  +   ES+  L+ L D   
Sbjct: 260 G----GITRREPETNIHPIVRVNPLTGKKHLYVNKEFGRRIIELKKEESDYLLKFLYDHI 315 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLH 263 
             A  +     W    VV+W+N   +H 
Sbjct: 316 EGAQDLQIRVSWQPNTVVLWNNATTVH 342 
 
 
>ref|XP_003052895.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
 gb|EEU47182.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
          Length = 331 
 
 Score = 72.0 bits (175), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 72/289 (24%), Positives = 120/289 (41%), Gaps = 48/289 (16%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITF 60 
           T   ITP    +G  + GV ++ L   G   +     +  +++F  Q  ++   D+Q    
Sbjct: 48  TVTDITPR---IGTEIRGVQISKLSSEGLDEIALLAAERGVVVFRDQDFADVGFDRQREI 104 
 
Query: 61  AKRFGAIE--------RIGGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHAD 111 
            K +G +         +  G +   +   +  G +R    P    D+         WH D 
Sbjct: 105 VKHYGPLHLHPTMGYPKGTGPEFHVVYADEKSGNLRSLLGPRTTYDL---------WHID 155 
 
Query: 112 STYMPVMAQGAVF-SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
            T+ P +     F   E+  + GG T F  +  AY+AL  A R  +     +H+     + 
Sbjct: 156 QTFTPNVPSTTFFWVLEIPQSGGGDTAFTSLTHAYEALSPAFRETLLSLKLQHT----SA 211 
 
Query: 171 KLGHVQQAGSAY-IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESER 228 
             G V++ G+   +   ++TT     PLV  HP TG+P+L +    A  + G    ES+  
Sbjct: 212 SEGEVRRVGTERALAEAINTT----HPLVIKHPVTGKPALFVNPTIARQVEGFLPEESQH 267 
 
Query: 229 FLEGL------VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
            L  L      +D++C+       +W  G VV+WD R   H A P DF+ 
Sbjct: 268 LLSFLHNHIRSLDFSCRV------KWEKGTVVIWDQRSAGHSAVP-DFQ 309 
 
 
>gb|ADC33951.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 71.6 bits (174), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 40/127 (31%), Positives = 64/127 (50%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AY+ L  A +  +    A H+L +S+++     + G   +         P+  
Sbjct: 1   TEFCDMYGAYERLSPAWKGRIAGLRAVHNLDFSRTR-----RHGEDPMTEAQRRERPPVD 55 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            P+V+ HPETGR  + +G HA +I GMD       +E L   A      + H+W+ G ++ 
Sbjct: 56  HPIVRTHPETGRKCIFLGDHAESIQGMDYEAGRALIEELNALAVHPDLTYRHRWSPGQLI 115 
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Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 116 LWDNRCV 122 
 
 
>dbj|BAG68904.1| hypothetical protein [Schizosaccharomyces pombe] 
          Length = 391 
 
 Score = 71.6 bits (174), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 69/276 (25%), Positives = 112/276 (40%), Gaps = 16/276 (5%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 74 
           LG  + G+ L+ L+DA    L     +  ++ FP Q  + ++     + +G   + G    
Sbjct: 111 LGTVLYGIQLSKLNDAQKNELARYIAERGVVYFPDQEQTLEEFQELGQYYGHSHKHGSNS 170 
 
Query: 75  IVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHADSTYMPVMAQGAVFSAEVVPAV 132 
                       V     + +D   K    N    WH+D ++    +    F A  VP   
Sbjct: 171 RPFEDKFAEFQVVYSDRFSPYDQHAK---NNSLRYWHSDVSFEKQPSAQTFFKALTVPEQ 227 
 
Query: 133 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 192 
           GG T F    AAY+AL    +  +       ++V+S  +     +    ++    DT A  
Sbjct: 228 GGDTLFISGYAAYEALSTPLKKYLEGL----TVVHSGKEQSEYHRRSGQHVRLDGDTNA- 282 
 
Query: 193 PLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAA 250 
              P+V+ HP TG  SL I       IPG+   ES+  L+ L        +     +W + 
Sbjct: 283 --HPIVRTHPVTGWKSLFISPGFTRYIPGIPRGESDAILDYLYQHIANLSQSTVRIKWTS 340 
 
Query: 251 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 286 
             V  WDNR ++HRA  +D  LP+     R+A + E 
Sbjct: 341 NGVAAWDNRIVIHRA-TYD-HLPQTRHLVRIAAQGE 374 
 
 
>ref|YP_298943.1| taurine dioxygenase [Ralstonia eutropha JMP134] 
 gb|AAZ64099.1| Taurine dioxygenase [Ralstonia eutropha JMP134] 
          Length = 304 
 
 Score = 71.6 bits (174), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 76/299 (25%), Positives = 112/299 (37%), Gaps = 44/299 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             IT +  T+GA V G+ LA TLDDA  AAL  A ++H +L F  Q ++  Q +  A+RF 
Sbjct: 25  FTITRSTPTIGAEVGGIDLAETLDDATVAALRQALVRHKVLFFRDQDITPAQHVQLARRF 84 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG--------NMAWHADSTYMP 116 
           G +E                  V    P   D    V++G           +H+D ++   
Sbjct: 85  GELE------------------VHPVFPHHEDHPELVLLGGSKDMRGRENIYHSDVSWRE 126 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V +  ++      P  GG T + DM  AY AL +A +  +    A H ++      G    
Sbjct: 127 VPSMASMLRCVECPDTGGDTIWVDMARAYAALPDAVKERIDGLYAVHDIM---PGFGARM 183 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-----------GRHAHAIPGMDAAE 225 
                 +        T   P+V+ HPE+G   L +           G  A    G D    
Sbjct: 184 TPEEREVNRKKFPAVT--HPVVRTHPESGEKILYVNEGFVTHLANFGEKAQFRVGFDFRY 241 
 
Query: 226 SERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            E  L   +      P      +W    +  WDNR   H A    F   R M  + + G 
Sbjct: 242 GELDLLQYLFRQAAVPEYQVRLKWRPNTIAFWDNRSTQHYAVQDYFPAVRRMMRATIIG 300 
 
 
>gb|ADC33949.1| TfdA-like protein [uncultured bacterium] 
          Length = 129 
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 Score = 71.6 bits (174), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 48/133 (36%), Positives = 69/133 (51%), Gaps = 11/133 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD------T 189 
           T FADM AAY AL +  +A    R A    V++ SKL + +   S     G D      + 
Sbjct: 1   TEFADMTAAYQALPDTVKA----RIATLKGVHAVSKLKNTRVTVSPRRPDGKDFYERQKS 56 
 
Query: 190 TATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 248 
               + PLV+ HP TG+ SL +  R    I G+   E++  L+GL     +A  V+ H+W 
Sbjct: 57  LPDQVWPLVRTHPVTGKKSLYLSPRFTIGIEGLSEVEADEILDGLFAHQIRAEFVYRHRW 116 
 
Query: 249 AAGDVVVWDNRCL 261 
             GD+V+WDNRC+ 
Sbjct: 117 QDGDLVMWDNRCV 129 
 
 
>gb|ACG80548.1| TfdA [uncultured bacterium] 
          Length = 117 
 
 Score = 71.6 bits (174), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 46/123 (37%), Positives = 59/123 (47%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  P 
Sbjct: 1   FGDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWP 54 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           LV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+W 
Sbjct: 55  LVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVMW 114 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 115 DNR 117 
 
 
>gb|ADI21798.1| probable taurine catabolism dioxygenase [uncultured nuHF1 cluster 
           bacterium HF0130_24M16] 
 gb|ADI17746.1| probable taurine catabolism dioxygenase [uncultured nuHF1 cluster 
           bacterium HF0130_31E21] 
          Length = 275 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 62/270 (22%), Positives = 107/270 (39%), Gaps = 28/270 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I      LG  V  V L+ + +     L   + +H +L+F  Q LS   QI FA+ FG 
Sbjct: 1   MKIKCINGALGIEVCDVDLSNISNQTSEDLLDLYNKHLVLMFRDQKLSPAAQIAFAELFG 60 
 
Query: 66  AIER---------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            +            G   ++ + N       R  +P ++            WH+D ++   
Sbjct: 61  QVNPHPLRTRPSVDGFPQVLILENQPG----RPGAPNDY------------WHSDISHSE 104 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                 V  +  +P   G T   +M  AY+ L    R ++    A HS + +  +   V+ 
Sbjct: 105 KPPSATVLHSLTIPEGRGDTMLCNMVRAYENLSIYMREMIQGLKALHSGMATLER--SVK 162 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVD 235 
            A  A      +       P+V+    T + ++ +  H    +  ++  E    L  L   
Sbjct: 163 SASDARPIDPSEIKPPRAHPIVRKPEGTNQSAIYVNPHFTIGVEHLEVEEGNWILNNLYK 222 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            A +   ++ HQW  GDV+VWDNR  +H A 
Sbjct: 223 IATRPENIYRHQWCVGDVLVWDNRRTMHYA 252 
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>ref|YP_004019220.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
 gb|ADP83350.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
          Length = 278 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 74/263 (28%), Positives = 116/263 (44%), Gaps = 15/263 (5%) 
 
Query: 22  VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 81 
           V  A  DD   AAL A      ++IF   ++ + + + F++  G +     G +     V 
Sbjct: 25  VDRAVADDT-LAALDAG----GVVIFREANVDDAELVAFSRLLGEVVPPKYGKVKGHPEV 79 
 
Query: 82  KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA-EVVPAVGGRTCFAD 140 
           +A    R  S +   +M         WH D +   +  +  + +A EV     G T FA+ 
Sbjct: 80  QA--ITRDASKS---NMAAYREATFWWHFDGSTDTLPDKYTLLTAREVSGDDDGDTEFAN 134 
 
Query: 141 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 200 
             AAYD+L +  +A +      HS   SQ    +V    S       D   +   PLV   
Sbjct: 135 TYAAYDSLTDEEKAELAGLRVVHSFENSQR---NVYPNPSPEEKAVWDRIPSREHPLV-W 190 
 
Query: 201 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 260 
           H  +GR SLL+G  A  + G+   E+   L+ L++ A     V  H+W  GD+V+WDN   
Sbjct: 191 HRRSGRRSLLLGATAGEVVGVAPGEARPLLDRLLERATAPEFVVRHKWQRGDLVIWDNTG 250 
 
Query: 261 LLHRAEPWDFKLPRVMWHSRLAG 283 
           +LHRA P+     R+M  + + G 
Sbjct: 251 MLHRAMPYGEGSSRLMHRTSIVG 273 
 
 
>ref|YP_552626.1| taurine dioxygenase [Burkholderia xenovorans LB400] 
 gb|ABE33276.1| Taurine dioxygenase [Burkholderia xenovorans LB400] 
          Length = 305 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 77/297 (25%), Positives = 115/297 (38%), Gaps = 49/297 (16%) 
 
Query: 14  TLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGG 72 
           T+GA + GV L   LDD  +AAL  A L+  +L F  Q ++  Q +  AKRFG +E     
Sbjct: 30  TIGAEIRGVDLRDPLDDETYAALRRALLKFKVLFFRDQDITPAQHVAVAKRFGELE---- 85 
 
Query: 73  GDIVAISNVKADGTVRQHSPAEWDDMMKVIVG--------NMAWHADSTYMPVMAQGAVF 124 
                         +    P   +    VI+G           +H+D ++  + + G++  
Sbjct: 86  --------------IHPAFPHHPEHPELVILGRNDTKRGRENLYHSDVSWREIPSMGSML 131 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
                P VGG T + +M AAYD L    +A +   +A H  +          Q  +     
Sbjct: 132 RCVQCPEVGGDTMWINMVAAYDNLPGDVKARIAGLNAVHDFLPLFGIAVPKDQHAT---- 187 
 
Query: 185 YGMDTTATPLR-PLVKVHPETGRPSLLIGR-------------HAHAIPGMDAAESERFL 230 
             M     P+  P+V++HPETG   L +                     G D   +E  L 
Sbjct: 188 --MRAKFPPVEHPVVRIHPETGEKILYVNEAFTTHLSNYGQLTATEYRVGFDYKLAELDL 245 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
              +    QAP      +W    +  WDNR   H A    F  PR M  + + G RP 
Sbjct: 246 LQYLFRQAQAPEYQVRLKWRPNTIAFWDNRSCQHYAVQDYFPAPRHMMRATVIGDRP 302 
 
 
>ref|XP_001903417.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP61192.1| unnamed protein product [Podospora anserina S mat+] 
          Length = 377 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
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 Identities = 75/273 (27%), Positives = 108/273 (39%), Gaps = 33/273 (12%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH---LSNDQQITFAKRF 64 
           +T    T+G  V G+ L+TL DAG   L     +  ++ F  Q    LS +Q + F   F 
Sbjct: 94  VTHLTPTIGTEVKGIQLSTLSDAGKDELARFVAERKVVAFRDQDFRDLSIEQALEFGGYF 153 
 
Query: 65  GA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G   I    G      +I  +     D +V        D        ++AWH+D +Y    
Sbjct: 154 GRHHIHPTSGAPEGYPEIHLVHRGAGDNSV--------DKFFANRTSSVAWHSDVSYEAQ 205 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                       P  GG T F +   AY+ L  A +  +H   A HS         H Q  
Sbjct: 206 PPGTTFLYIFDKPESGGDTLFVNAAEAYNRLSPAFQERLHGLKATHS--------AHEQA 257 
 
Query: 178 AGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGL 233 
             SA  G G+     P+    P+++ HP TG  ++ +  +    I G+   ES+  L+ L 
Sbjct: 258 NASALRG-GI-VRREPVIHEHPIIRTHPVTGEKAIYVNPQFTRDIVGLKKEESDVLLKFL 315 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            D         A  +W  G VVVWDNR   H A 
Sbjct: 316 YDHLAYGADFQARVKWEEGTVVVWDNRVTQHSA 348 
 
 
>emb|CBJ18784.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18799.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 42/110 (38%), Positives = 59/110 (53%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+YS+++LG      S +      +    L  LV+ HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRAQLGF-----SNFTDEERHSMKPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRPEAMAFIRDLMEHATQPQFVYVHRWTKND 105 
 
 
>ref|XP_001387108.1| Fe(II)-dependent sulfonate/alpha-ketoglutarate dioxygenase-like 
           protein [Scheffersomyces stipitis CBS 6054] 
 gb|EAZ63085.1| Fe(II)-dependent sulfonate/alpha-ketoglutarate dioxygenase-like 
           protein [Pichia stipitis CBS 6054] 
          Length = 385 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 76/268 (28%), Positives = 115/268 (42%), Gaps = 16/268 (5%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---IT 59 
           Q   ++TP    LG+ V GV L+ LD AG   L     Q  ++IF  Q  +       +  
Sbjct: 81  QIVKKVTPK---LGSEVRGVQLSQLDSAGKDELALFVAQRGVVIFRDQDFAAKGPAFAVE 137 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           + K FG +  I        ++ +   T R+  P E++ +       + +H D +Y    A 
Sbjct: 138 YGKHFGRLH-IHPTSGAPRNHPELHITYRRADPGEFERVFSNSTNAVQYHTDVSYELQPA 196 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
               FS    P  GG T FAD   AY+ L  A +  +   +  H L  S+ +  + +  G 
Sbjct: 197 GITFFSVLEGPESGGDTIFADSVEAYNRLSPAFQKRL---AGLHVLHTSEDQASNSRGQG 253 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
               G       + + PLV++HP TG  SL + R  A  I  +   ESE  L+ L D    
Sbjct: 254 ----GIERRKPVSNIHPLVRIHPVTGAKSLFVNRSFARRIVELKEEESESLLKFLYDHIE 309 
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Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           Q+  +     W    VV+WDNR + H A 
Sbjct: 310 QSHDLQLRANWEPNTVVIWDNRRVHHSA 337 
 
 
>gb|ADC33987.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 42/127 (33%), Positives = 61/127 (48%), Gaps = 7/127 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG-MDTTATPL 194 
           T F DMR AY+AL    +A +    ARH  ++S+   G    +  A    G +D       
Sbjct: 1   TEFCDMRLAYEALSSEEQARLAPLKARHPTLHSRKLTGFTDWSEEALSRLGWVD------ 54 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           RPL+  H  TGR +L +  H   + G    ES   L  L + A      ++H+W  GD + 
Sbjct: 55  RPLIGCHEATGRRTLALASHISELSGYSEEESAPLLRALTERATAPENCYSHRWREGDFL 114 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 115 LWDNRCV 121 
 
 
>gb|EFQ31073.1| TfdA family Taurine catabolism dioxygenase TauD [Glomerella 
           graminicola M1.001] 
          Length = 395 
 
 Score = 71.2 bits (173), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 67/273 (24%), Positives = 113/273 (41%), Gaps = 25/273 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++T   A +G  + G+ L  L       L     + +++ F  Q LS  QQ      FG  
Sbjct: 85  KVTDLTAHIGTEIEGLQLKDLTTEQKDELALLIAERSVVFFRDQDLSPQQQKELGAYFGE 144 
 
Query: 67  IE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +E      ++ G  ++ +S +  D    +  P       +   G   WH D  +    A  
Sbjct: 145 VEVHPQVPQVPG--VLGVSVIWPDLMATERKPN-----FRNPGGASRWHTDLVHERQPAG 197 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                 + VP VGG T +A   +AY+ L    R ++  + A +   ++  +  +  + G  
Sbjct: 198 ITHLHNDTVPPVGGDTLWASGYSAYEKLSPDFRKIIDGKYAIYKSAHTYLER-NAPEDGP 256 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
            +I            PLV+VHP T   SL + R +   I G+D AES+  L  L D   + 
Sbjct: 257 KHIERA--------HPLVRVHPATKWKSLYVNRSYTTQIIGLDKAESDVILNYLFDVYER 308 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
           +  +    +W      +WDNR  +H A  WD++ 
Sbjct: 309 SVDIQVRFKWTPNTSALWDNRITIHNAS-WDYE 340 
 
 
>gb|ADC34042.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score = 71.2 bits (173), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 53/210 (25%), Positives = 94/210 (44%), Gaps = 19/210 (9%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA+RFG        + +A   +K        +P    +  +V  G + WH+D+TY+ 
Sbjct: 1   QQIAFAQRFG--------EPMAYPQLKGLPECPLITPVIKLEHERVNFGGV-WHSDTTYL 51 
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Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV---YSQSKL 172 
                 ++  A  +P+ GG T FA+   A++ L E  + ++   +  ++      S+++  
Sbjct: 52  ERPPTASMLYALEIPSYGGDTLFANQYLAFETLSEGLKRVLASLAGVNTSTKAEVSKTRE 111 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
             +++AG+             + P+V+ HPETGR +L +   H     G    ES   L+ 
Sbjct: 112 DRLREAGAE------RKALAGIHPVVRTHPETGRRALYVNTGHTARFDGWTEEESAPLLD 165 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
            L     +       +W  G +  WDNRC+ 
Sbjct: 166 YLFRHQVRPEFTCRFRWERGSLAFWDNRCV 195 
 
 
>ref|XP_003004622.1| alpha-ketoglutarate-dependent sulfonate dioxygenase 
[Verticillium 
           albo-atrum VaMs.102] 
 gb|EEY19626.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Verticillium 
           albo-atrum VaMs.102] 
          Length = 384 
 
 Score = 71.2 bits (173), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 67/272 (24%), Positives = 112/272 (41%), Gaps = 32/272 (11%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           ++G  + GV L+TL       L A   +  ++ F  Q L+ D Q+   + +G +++     
Sbjct: 70  SIGTVLEGVQLSTLSLEQLDELAALVTERGVVFFRNQDLTTDGQVKLFEHYGVLDKHPAQ 129 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW-----HADSTYMPVMAQGAVFSAEV 128 
               + +V   G+   H         + I+    W     HAD+++       ++   E  
Sbjct: 130 K--DVKHVVIKGSTEDH---------REILNYTPWPSGDFHADTSFEINPPSYSLLRMEE 178 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
            PAVGG T +      YDAL +A +  +    A H+     S+L    Q  S    +G+  
Sbjct: 179 HPAVGGDTAWVSQYGLYDALSDAYKRFIDGLHAVHT-----SRL----QYDSIIDLWGVG 229 
 
Query: 189 TTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
               P+    P V+ HP TG  +L I          +   ES++ L+    +   +   H 
Sbjct: 230 PNRPPIDSHHPAVRTHPVTGLKALNINPGFVTGFAELKKVESDKLLDFFA-YHIHSADDH 288 
 
Query: 245 AH--QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
           A   +W  G V +WDNR  +HR  P  +  PR 
Sbjct: 289 AVRWKWEVGSVAMWDNRATIHRVIPGTYDAPR 320 
 
 
>ref|YP_587951.1| taurine dioxygenase 2-oxoglutarate-dependent [Cupriavidus 
           metallidurans CH34] 
 gb|ABF12682.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           metallidurans CH34] 
          Length = 295 
 
 Score = 71.2 bits (173), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 75/302 (24%), Positives = 113/302 (37%), Gaps = 45/302 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
             ITP    +GA +  + L  TLDD  + AL  A ++H +L F  Q ++  Q +  A+RF 
Sbjct: 16  FSITPVTPVIGAEIGDIDLRETLDDPTYQALRQALVRHKVLFFRDQDITPAQHVALARRF 75 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG--------NMAWHADSTYMP 116 
           G +E                  V    P   D    V++G           +H+D ++   
Sbjct: 76  GELE------------------VHPVFPHHPDHPELVLLGGNKDTKGRENIYHSDVSWRA 117 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
           V + G++      P +GG T + +M  AY  L +  +A +    A H L+      G    
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Sbjct: 118 VPSMGSMLRCVECPPMGGDTIWVNMAQAYAGLPDDVKARIEGLEAVHDLM---PGFGARM 174 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-----------GRHAHAIPGMDAAE 225 
            A    +       AT   P+V+ HPE+G   L +           G H     G D    
Sbjct: 175 SAEERLVNREKFPPAT--HPVVRTHPESGEKILYVNEGFVTHLANYGAHIQYRVGADFRL 232 
 
Query: 226 SERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG- 283 
            E  L   +      P      +W    +  WDNR   H A    F   R M  + + G  
Sbjct: 233 GELDLLQYLYRQATVPEYQVRMKWRPNTIAFWDNRSTQHYAVQDYFPAVRRMMRATIIGE 292 
 
Query: 284 RP 285 
           RP 
Sbjct: 293 RP 294 
 
 
>ref|XP_502948.1| YALI0D17622p [Yarrowia lipolytica] 
 emb|CAG81140.1| YALI0D17622p [Yarrowia lipolytica] 
          Length = 379 
 
 Score = 71.2 bits (173), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 74/296 (25%), Positives = 122/296 (41%), Gaps = 39/296 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +  +TP    +G     + L ++  DD     L     +  ++ F  Q +++DQQ    + 
Sbjct: 27  SFTVTPK---IGTEFPELQLTSILEDDTLIRDLAVEVSRRGVVFFRNQDITDDQQQFLGQ 83 
 
Query: 63  RFGAI-----------------ERIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVG 104 
           RFG +                  R  G +I+ I    K+   +     AE D ++  +   
Sbjct: 84  RFGELTGKPAESTLHVHPAKDLSRPAGKEILEILPEGKSAKELVTRFDAE-DAVVPTVRA 142 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARH 163 
           +  WH D T+ PV +  A+     +P  GG  T +A    AY+ L    + L+ + +A H 
Sbjct: 143 SRGWHTDITFEPVPSDYAILKLLTIPENGGGDTLWASGYEAYEQLSPHYKELLEKLTALH 202 
 
Query: 164 S------LVYSQSKLGHVQQAGS-AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HA 215 
           S      +V  +    + Q  G+ A +G  + TT     P+++ +P TG  SL +      
Sbjct: 203 SGQFFHQVVNKRGDEVYDQPRGNPANVGNKLFTT----HPVIRTNPVTGWKSLFVNPGFT 258 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
             I G+   ES   L+ L     Q    H   +W   DV +WDNR   H A  +DF 
Sbjct: 259 KKIIGLTPDESASLLDLLFRNLSQGHDAHVRFKWNENDVAIWDNRSTFHSAT-FDF 313 
 
 
>ref|YP_003279809.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
 ref|ZP_07043331.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
 gb|ACY34513.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
 gb|EFI63004.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
          Length = 280 
 
 Score = 71.2 bits (173), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 67/274 (24%), Positives = 108/274 (39%), Gaps = 30/274 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++     ++GA V+ +HL  A+ D      + A  LQH +L F  Q ++  + + FA+  
Sbjct: 1   MKVEQLTCSIGAEVSDIHLGDASRDKGLAEEIRALLLQHKVLFFRDQDITRAEHVGFARH 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G V+ +   + ++          +H D  +      G V 
Sbjct: 61  FGDLE----DHPVAGSDPDHPGLVQIYRSEKRENYENT------YHTDGQWRENPTMGCV 110 
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Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 PAVGG T + +M  AY  L E  +  +    A+ S+ +     G V         
Sbjct: 111 LRCIEGPAVGGDTIWVNMAEAYRNLPEDIKKKIDGLKAKSSIEHG---FGAVMPEEKR-- 165 
 
Query: 184 GYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LE 231 
              +     P+  P+V+ HPETG   L +             E+ R+           L  
Sbjct: 166 -LELGRQHPPVEHPVVRTHPETGEKILYVCSFTTHFANYHTPENVRYGQDKTPGASMLLN 224 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            L+  A         +W  G V +WDNRC  H A 
Sbjct: 225 YLISQAAIPEYQVRFRWKPGSVAMWDNRCTQHYA 258 
 
 
>gb|ABR27308.1| TfdA [uncultured bacterium] 
 gb|ABR27309.1| TfdA [uncultured bacterium] 
 gb|ABR27310.1| TfdA [uncultured bacterium] 
 gb|ABR27311.1| TfdA [uncultured bacterium] 
 gb|ABR27312.1| TfdA [uncultured bacterium] 
 gb|ABR27313.1| TfdA [uncultured bacterium] 
 gb|ABR27326.1| TfdA [uncultured bacterium] 
 gb|ABR27327.1| TfdA [uncultured bacterium] 
 gb|ABR27330.1| TfdA [uncultured bacterium] 
 gb|ABR27337.1| TfdA [uncultured bacterium] 
 gb|ABR27338.1| TfdA [uncultured bacterium] 
 gb|ABR27339.1| TfdA [uncultured bacterium] 
 gb|ABR27340.1| TfdA [uncultured bacterium] 
 gb|ABR27341.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 71.2 bits (173), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 44/123 (35%), Positives = 62/123 (50%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYDAL    ++ +    A H  + S+  LG    + +            P+  P 
Sbjct: 2   FCDMRAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           LV+ H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+W 
Sbjct: 56  LVRTHAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVMW 115 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 116 DNR 118 
 
 
>emb|CBJ18839.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 42/111 (37%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           A YDALD+ TRA +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AGYDALDDETRAEIEDMVCEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQREFVHIHKWTVHDL 106 
 
 
>gb|AAS64592.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
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 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 46/125 (36%), Positives = 60/125 (48%), Gaps = 7/125 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFGDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A +   V+ H W  GD+V 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATRRKFVYRHSWKVGDLV 114 
 
Query: 255 VWDNR 259 
           +WDNR 
Sbjct: 115 MWDNR 119 
 
 
>gb|ADC33954.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 42/127 (33%), Positives = 63/127 (49%), Gaps = 7/127 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR+AY AL E  + L+    A HS+ +S+S +          +       + P+R 
Sbjct: 1   TEFCDMRSAYAALPERLKMLIEDLQAEHSIAHSRSLVD------PTVLSEAQKAESPPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+++P  GR +L IG HA  I G    +    L  L +   +     +H W  GD++ 
Sbjct: 55  QRLVRINPINGRKALYIGAHASHIVGWPLEKGRALLAELAELGTKPEFRLSHAWREGDLI 114 
 
Query: 255 VWDNRCL 261 
           VWDNRC+ 
Sbjct: 115 VWDNRCV 121 
 
 
>gb|ACG80567.1| TfdA [uncultured bacterium] 
          Length = 119 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 44/126 (34%), Positives = 63/126 (50%), Gaps = 13/126 (10%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP- 196 
           FADMRAAYDAL    +A V      HS+V+S++++G         +    +  +  L+P  
Sbjct: 3   FADMRAAYDALPPEDKAEVETLVCEHSIVFSRAQIG---------LEIKSEEHSDRLKPV 53 
 
Query: 197 ---LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              LV   P  GR SL +  H   I      E+  F+  L+  A Q   V+AH+W   D+ 
Sbjct: 54  PHRLVVSDPVNGRKSLYLSSHIGGIRDWPVPEARAFIRDLIXHATQRQFVYAHEWQVNDL 113 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 114 VMWDNR 119 
 
 
>gb|ADC33955.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 41/127 (32%), Positives = 62/127 (48%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AY+ L    +A +    A H+L +S+++     + G   +         P+  
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Sbjct: 1   TEFCDMYGAYERLSPEWKARIAPLRAVHNLDFSRTR-----RHGEDPMTEAQRREVPPVD 55 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            P+V+ HPETGR  + +G HA  I GMD A     +E L          + H W AG ++ 
Sbjct: 56  HPIVRTHPETGRKCVFLGDHAEYIVGMDYAAGRALIEELNARIVHPDLTYEHHWCAGQLI 115 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 116 LWDNRCV 122 
 
 
>ref|XP_001263646.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
 gb|EAW21749.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
          Length = 383 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 74/276 (26%), Positives = 110/276 (39%), Gaps = 25/276 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQ 57 
           + Q  +Q+     T+G+ V GV L+ L   G   L     Q  ++ F  Q   HL  ++  
Sbjct: 91  LPQGKVQVDNLTPTIGSEVRGVQLSQLTKEGKDQLALYVAQRKVVAFRDQDFAHLPIEKA 150 
 
Query: 58  ITFAKRFGA--IERIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           + F   FG   I +  G       + + +  AD      S AE+   +      + WH+D 
Sbjct: 151 LEFGGYFGRHHIHQTSGAPKGYPEIHLVHRGAD----DRSGAEF---LATRTNTVTWHSD 203 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            T+               P  GG T FADM  AY  L    R  +H   A HS +    + 
Sbjct: 204 VTFEKQPPGTTFLYLLDGPTSGGDTLFADMAQAYRRLSPEFRKRLHGLKAVHSGI---EQ 260 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
           + +    G    G       T   P+V+ HP TG  +L +  +    I G    ES+  L 
Sbjct: 261 INNSLNRG----GIARREGITSEHPIVRTHPVTGEKALFVNPQFTRYIVGYKKEESDWLL 316 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           + L D    +  +    +W  G VVVWDNR + H A 
Sbjct: 317 KFLYDHIALSQDLQTRVRWLPGTVVVWDNRVVAHSA 352 
 
 
>ref|XP_001816593.2| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           oryzae RIB40] 
          Length = 384 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 72/267 (26%), Positives = 109/267 (40%), Gaps = 29/267 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           +G  + G+ L  L D     L     + +++ F  Q LS  QQ    + FG +E       
Sbjct: 93  IGTEIVGLQLKDLTDQQKDELGLLIAERSVVFFRDQDLSPQQQKALGEYFGEVEVHPQVP 152 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
           ++ G   V++       T R  S        +   G   WH D  +    A       +  
Sbjct: 153 QVPGLPGVSVLWPALQATERAAS-------YRRPGGASRWHTDLVHERQPAGVTHLHNDA 205 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYG 186 
           VP +GG T +A   AAY+ L    R ++  R+A  R +  Y   K     +AG  YI    
Sbjct: 206 VPTIGGDTLWASGYAAYEKLSPEFRKIIDGRTAIYRSAHPYLDRK---DPEAGPKYIERE 262 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
                    P+V+VHP TG  +L + R     I G+D AES+  L  L D   +   +   
Sbjct: 263 --------HPIVRVHPATGWKALWVNRAMTDRIVGLDKAESDVILGYLFDVYEKNIDIQV 314 
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Query: 246 H-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
             +W      +WDNR  +H A  WD++ 
Sbjct: 315 RFKWTPRTSALWDNRITIHNAS-WDYE 340 
 
 
>ref|XP_001397508.2| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           niger CBS 513.88] 
          Length = 383 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 72/276 (26%), Positives = 110/276 (39%), Gaps = 25/276 (9%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQ 57 
           + +  +++     T+G  V GV L+ L   G   L     Q  ++ F  Q   HL  ++  
Sbjct: 93  LPKDKVEVDDITPTIGTEVRGVQLSQLSKEGKDQLALYVAQRKVVAFRDQDFAHLPIEKA 152 
 
Query: 58  ITFAKRFGA--IERIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           + F   FG   I +  G       + + +  AD      S AE+   +      + WH+D 
Sbjct: 153 LEFGGYFGRHHIHQTSGAPKGFPEIHLVHRGAD----DRSGAEF---LSQRTNTITWHSD 205 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            T+               P+ GG T FADM  AY  L    R  +H   A HS +    + 
Sbjct: 206 VTFEKQPPGTTFLYILDGPSSGGDTLFADMAQAYRRLSPEFRKRLHGLKAVHSGI---EQ 262 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
           + +    G    G       T   P+V+ HP TG  +L +  +    I G    ES+  L 
Sbjct: 263 VNNSLNKG----GIARRDPITSEHPIVRTHPVTGEKALFVNPQFTRYIVGYKKEESDYLL 318 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           + L D    +  +    +W  G VVVWDNR + H A 
Sbjct: 319 KFLYDHIALSQDLQTRVRWRPGTVVVWDNRVVTHSA 354 
 
 
>ref|XP_716238.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EAK97239.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EEQ43867.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Candida 
           albicans WO-1] 
          Length = 385 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 69/277 (24%), Positives = 115/277 (41%), Gaps = 22/277 (7%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIER-I 70 
           LG+ +TG+ L+ L DA    L     +  +++F  Q  +       + FA+ FG + +   
Sbjct: 91  LGSVITGIQLSQLSDAAKNDLSRFVAERGVVVFRDQDFNQGGPQAAVEFAQYFGPLYKHA 150 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
             G       +      R  S  E D +      +++WH+D +Y     Q  +FS   +P 
Sbjct: 151 TSGSPEGFPELHV--CFRGASQDEIDSVFSDRTNSISWHSDCSYSLNALQLTLFSCLQLP 208 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 190 
             GG T FA+   AY+ L  A +  +      HS          V+QA +     G+ T  
Sbjct: 209 DSGGDTLFANSVEAYNRLSPAMKERLEGLHVLHS---------SVEQAANNKSAGGI-TR 258 
 
Query: 191 ATP---LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
             P   + PLV+V+P T +  L + +     I  +   ES+  L  L D   +A  +    
Sbjct: 259 REPEANIHPLVRVNPVTKQKHLYLNKEFGRRIVELKEDESDYLLSFLYDHIEKAQDLQIR 318 
 
Query: 247 -QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
             W    VV+W+N   +H +   DF  P +    R++ 
Sbjct: 319 VTWEENTVVLWNNSTTIH-SPCVDFDEPEIRHAYRIS 354 
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>ref|XP_716155.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EAK97152.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
          Length = 385 
 
 Score = 70.9 bits (172), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 69/277 (24%), Positives = 115/277 (41%), Gaps = 22/277 (7%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIER-I 70 
           LG+ +TG+ L+ L DA    L     +  +++F  Q  +       + FA+ FG + +   
Sbjct: 91  LGSVITGIQLSQLSDAAKNDLSRFVAERGVVVFRDQDFNQGGPQAAVEFAQYFGPLYKHA 150 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
             G       +      R  S  E D +      +++WH+D +Y     Q  +FS   +P 
Sbjct: 151 TSGSPEGFPELHV--CFRGASQDEIDSVFSDRTNSISWHSDCSYSLNALQLTLFSCLQLP 208 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 190 
             GG T FA+   AY+ L  A +  +      HS          V+QA +     G+ T  
Sbjct: 209 DSGGDTLFANSVEAYNRLSPAMKERLEGLHVLHS---------SVEQAANNKSAGGI-TR 258 
 
Query: 191 ATP---LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
             P   + PLV+V+P T +  L + +     I  +   ES+  L  L D   +A  +    
Sbjct: 259 REPEANIHPLVRVNPVTKQKHLYLNKEFGRRIVELKEDESDYLLSFLYDHIEKAQDLQIR 318 
 
Query: 247 -QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
             W    VV+W+N   +H +   DF  P +    R++ 
Sbjct: 319 VTWEENTVVLWNNSTTIH-SPCVDFDEPEIRHAYRIS 354 
 
 
>emb|CAY81185.1| Jlp1p [Saccharomyces cerevisiae EC1118] 
          Length = 412 
 
 Score = 70.5 bits (171), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 66/267 (24%), Positives = 107/267 (40%), Gaps = 17/267 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           L++      LG  +  + L  L DA    L     Q  +++F  Q+ ++   D    + + 
Sbjct: 113 LKVKKITPKLGLEINRIQLTDLSDAAKDELALLVAQKGVVVFRNQNFADEGPDYVTEYGR 172 
 
Query: 63  RFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            FG   I +  G      +N +   T R+    E+  +      +  WH D +Y       
Sbjct: 173 HFGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPS 229 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
              FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G  
Sbjct: 230 YTFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG- 285 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   +  L + R  +  I  +   ESE  L  L +     
Sbjct: 286 ---GIKRRAPVTHIHPLVRVHPVLKKKCLYVNRAFSRKIVELKRQESESLLNFLYNLVES 342 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    VV+WDNR + H A 
Sbjct: 343 SHDLQLRAKWEPHSVVIWDNRRVQHSA 369 
 
 
>ref|XP_775060.1| hypothetical protein CNBE5360 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|EAL20413.1| hypothetical protein CNBE5360 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
          Length = 368 
 
 Score = 70.5 bits (171), Expect = 3e-10,   Method: Compositional matrix adjust. 
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 Identities = 77/275 (28%), Positives = 111/275 (40%), Gaps = 33/275 (12%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--------QHLSND 55 
           T  +ITP    +G  VTG+ LA+LD AG   L     +  ++ F          +  S + 
Sbjct: 77  TVEEITPF---IGVKVTGLDLASLDKAGQDQLALLAARKGIVFFASNDKVKQTYRDTSME 133 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           +++  A+ +         +I  +   K + TVR+H    W + +     N  WH D T   
Sbjct: 134 RKLEMARYYVQPRPPTSTEISVVYQDKVN-TVRKHW---WPNRLT----NAIWHIDQT-Q 184 
 
Query: 116 PVMAQGAVFSAEV---VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
                G  F   +    P+ GG T    +  AY+ L    +  V    A HS     +K  
Sbjct: 185 ERQPPGITFFCCMQHDAPS-GGDTLVGSLVEAYNRLSPKMKEFVCGLKAVHSSAVMSAKA 243 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
             V        G         L PLV VHP TG  SL I       I G+   ES+  L+ 
Sbjct: 244 ARVG-------GASRRNEIESLHPLVTVHPATGSKSLYINPERMTYIEGLRNEESDNMLK 296 
 
Query: 232 GLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRA 265 
            L D        HA ++W+ GDV VWD R ++H A 
Sbjct: 297 FLSDHVKLGADFHARYKWSEGDVCVWDQRVIIHSA 331 
 
 
>ref|YP_002007493.1| alpha-ketoglutarate-dependent taurine dioxygenase, 
           2-aminoethanesulfonate dioxygenase [Cupriavidus 
           taiwanensis LMG 19424] 
 emb|CAQ71436.1| Alpha-ketoglutarate-dependent taurine dioxygenase, 
           2-aminoethanesulfonate dioxygenase [Cupriavidus 
           taiwanensis LMG 19424] 
          Length = 280 
 
 Score = 70.5 bits (171), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 68/291 (23%), Positives = 114/291 (39%), Gaps = 28/291 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAA--LHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++     ++GA ++GV LA           + +  L+H +L   GQ +S    + FA+R 
Sbjct: 1   MRVQQLTCSIGAELSGVSLADAARDAALFAEIRSLLLEHKVLFLRGQEISRADHVAFARR 60 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +E       VA S+    G V+ +   + ++         ++H D ++      G V 
Sbjct: 61  FGELE----DHPVAGSDPDHPGLVQIYRSDKRENYEN------SYHTDGSWRECPPMGCV 110 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                 P VGG T + +M AAY+ L E  +  +    A+H + +S       +        
Sbjct: 111 LRCIESPPVGGDTIWVNMGAAYEHLPEEIKQRIAGLRAKHGIEHSFGAAMSPENRAKLAA 170 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-----------LEG 232 
            Y          P+V+ HPETG   L +   +         E+ R+           L   
Sbjct: 171 QYPAVE-----HPVVRTHPETGEKVLYVCGFSTHFVNFHTPENVRYGQDKTPGASHLLNY 225 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
           L+  A         +W    V +WDNRC  H A    +  PR M  + + G 
Sbjct: 226 LISQAAIPEYQVRFRWQPNSVAIWDNRCTQHYAVQDYWPAPRKMERAAIIG 276 
 
 
>gb|ADC33948.1| TfdA-like protein [uncultured bacterium] 
          Length = 123 
 
 Score = 70.5 bits (171), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 47/128 (36%), Positives = 61/128 (47%), Gaps = 11/128 (8%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSK---LGHVQQAGSAYIGYGMDTTATPL 194 
           F DM AAYDAL +A +  +   + +H   Y  ++   LG         +G G      P  

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 630



Sbjct: 3   FCDMYAAYDALPDALKKQISGATIKHDTAYDTNRKLRLG-ATAVDDPRLGSG------PD 55 
 
Query: 195 RPLVKVHPETGRPSLLIGRHA-HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            P+V  HP+TG  SL +GR   H I G    ES   L+ L   A Q      H W  GDV 
Sbjct: 56  HPIVSTHPDTGCNSLFLGRRPRHYINGCTPEESAALLDKLWAHATQPCFRITHTWRQGDV 115 
 
Query: 254 VVWDNRCL 261 
           V+WDNRC+ 
Sbjct: 116 VMWDNRCV 123 
 
 
>emb|CBJ18844.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 70.5 bits (171), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 42/110 (38%), Positives = 59/110 (53%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+YS+++LG      S +      +    L  LV+ HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRAQLG-----FSNFTDEERHSMRPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPCPEAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>gb|ADC34021.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score = 70.5 bits (171), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 58/211 (27%), Positives = 92/211 (43%), Gaps = 21/211 (9%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA++FG        + +    +K        +P    +  +   G + WH+D+TY+ 
Sbjct: 1   QQIAFARKFG--------EPIEYPQLKGLPESPLITPVVKLEHERNNFGGI-WHSDTTYL 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQSK 171 
                G++  A  VP  GG T FA+   AYD L +  +     L+   S+  + V ++++ 
Sbjct: 52  AEPPMGSMLLAREVPPHGGDTMFANQYLAYDGLSDGLKKALDGLIGVSSSAKADV-TKTR 110 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
              ++ AG+           T   P+V+ HPETGR +L     H   I G    ES   L 
Sbjct: 111 EDRMKAAGAEL------KVLTAEHPIVRTHPETGRKALYTSDAHTAHIKGWTEKESLPLL 164 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             L D   +       +W  G +  WDNRC+ 
Sbjct: 165 RFLWDHQTRPEFTCRFRWQVGSLAFWDNRCV 195 
 
 
>emb|CBJ18740.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 70.5 bits (171), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 43/111 (38%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG V      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDLVCEHSLMYSRGSLGFVD-----YTDEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E    L  L + A Q   V+ HQW   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIRGMSVPEGRLLLRDLTEHATQPEFVYVHQWTVHDL 106 
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>gb|ABR27316.1| TfdA [uncultured bacterium] 
 gb|ABR27317.1| TfdA [uncultured bacterium] 
 gb|ABR27318.1| TfdA [uncultured bacterium] 
 gb|ABR27319.1| TfdA [uncultured bacterium] 
 gb|ABR27320.1| TfdA [uncultured bacterium] 
 gb|ABR27321.1| TfdA [uncultured bacterium] 
 gb|ABR27322.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 70.1 bits (170), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 45/123 (36%), Positives = 61/123 (49%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYDAL    ++ +    A H  + S+  LG    + +            P+  P 
Sbjct: 2   FCDMRAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           LV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H+W  GD+V+W 
Sbjct: 56  LVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVMW 115 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 116 DNR 118 
 
 
>ref|ZP_07280249.1| taurine catabolism dioxygenase [Streptomyces sp. AA4] 
 gb|EFL08618.1| taurine catabolism dioxygenase [Streptomyces sp. AA4] 
          Length = 293 
 
 Score = 70.1 bits (170), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 72/273 (26%), Positives = 102/273 (37%), Gaps = 34/273 (12%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI-- 70 
           A  G  V G    T     FA L     ++ + +   Q LS D+ +   KR G        
Sbjct: 9   AKFGVVVEGFDATTATSEEFAELKRQVYENKIAVLKDQKLSPDEFVEMGKRMGEPSSYYE 68 
 
Query: 71  ------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
                     I   SNV  DG             + V      WHAD  +M       +  
Sbjct: 69  PVYHHPDNPLIFVSSNVPKDGK-----------QIGVPKTGKFWHADYQFMDKPYGLTLI 117 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAGSAY 182 
             +VVP     T F DM AAY+ L E+ +  V    A HS    +        +  G    
Sbjct: 118 YPQVVPQKNRGTYFIDMGAAYEGLPESLKQEVADAVAVHSPRRFFKIRPSDVYRPVGELL 177 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE--------RFLE--G 232 
                 T     R +VK HP TG   L +        G++ A+ E        R L+  G 
Sbjct: 178 AEIEERTPEVRHRAVVK-HPVTGESVLYVSEGFTT--GLEDAKGEEIRGDLLSRLLDAVG 234 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +D   +   +H  +++ GD++VWDNR L+HRA 
Sbjct: 235 QLDTTFEHENIHLQRFSEGDMLVWDNRSLVHRA 267 
 
 
>ref|ZP_01461615.1| putative dioxygenase [Stigmatella aurantiaca DW4/3-1] 
 gb|EAU67592.1| putative dioxygenase [Stigmatella aurantiaca DW4/3-1] 
          Length = 290 
 
 Score = 70.1 bits (170), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 67/278 (24%), Positives = 110/278 (39%), Gaps = 26/278 (9%) 
 
Query: 1   MAQTTLQI-TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M  T ++I +P+   +GA ++ + L  +       +     +H L+IF GQ  S ++ I  
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Sbjct: 1   MRLTRMEIHSPSQGRIGAEISQLDLRAVTAQDATRIRQTIYEHKLVIFHGQSPSPEEYIA 60 
 
Query: 60  FAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WH 109 
           FA++ G  +             ++   SNV  DG              KV V      WH 
Sbjct: 61  FARKIGRPQVYFQHNYHHPQHPELFVSSNVLEDGK-------------KVGVAGTGRYWH 107 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH-QRSARHSLVYS 168 
            D  +        +   +V+P     T F DM+  Y+A+    RA V   R+ +       
Sbjct: 108 TDYQFFQEPLPLVMVYPQVLPKAKRETYFIDMQRVYEAMPAELRAYVEGHRAIQEGKWRY 167 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE 227 
           +     V +A    +            P V  HP TGR SL +       I G+   E+  
Sbjct: 168 KITPEDVDKALVDILAAVEKQVPAITHPAVIEHPLTGRKSLYLSSGFTTGIEGLTHEENR 227 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +  L  +  Q   V  + +  GD+++W+NR LLH+A 
Sbjct: 228 AAMAKLFAFIEQEAHVQTYSYQPGDILLWENRALLHKA 265 
 
 
>gb|ABR27323.1| TfdA [uncultured bacterium] 
 gb|ABR27324.1| TfdA [uncultured bacterium] 
 gb|ABR27325.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 70.1 bits (170), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 45/123 (36%), Positives = 61/123 (49%), Gaps = 7/123 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYDAL    ++ +    A H  + S+  LG    + +            P+  P 
Sbjct: 2   FCDMRAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           LV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H+W  GD+V+W 
Sbjct: 56  LVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQRQFVYRHRWQVGDLVMW 115 
 
Query: 257 DNR 259 
           DNR 
Sbjct: 116 DNR 118 
 
 
>emb|CBJ18751.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 70.1 bits (170), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 43/111 (38%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG V      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDLVCEHSLMYSRGSLGFVD-----YTDEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E    L  L + A Q   V+ HQW   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIRGMSMPEGRLLLRDLTEHATQPEFVYVHQWTVHDL 106 
 
 
>gb|ADC34029.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score = 70.1 bits (170), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 57/211 (27%), Positives = 93/211 (44%), Gaps = 21/211 (9%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA++FG        + +    +K     +  +P    +  +   G + WH+D+TY+ 
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Sbjct: 1   QQIAFARKFG--------EPIEYPQLKGLPESQLITPVVKLEHERNNFGGI-WHSDTTYL 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQSK 171 
                G++  A  VP  GG T FA+   AY+ L +  +     LV   S+  + V ++++ 
Sbjct: 52  AEPPMGSMLLAREVPPFGGDTMFANQYLAYEGLSDGLKKTLDGLVGVSSSAKADV-TKTR 110 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
              ++ AG+           T   P+V+ HPETGR +L     H   I G    ES   L 
Sbjct: 111 EDRMKAAGAEL------KMLTAEHPIVRTHPETGRKALYTSDAHTAHIKGWTEKESLPLL 164 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             L +   +       +W  G +  WDNRC+ 
Sbjct: 165 RFLWEHQTRPEFTCRFRWQVGSLAFWDNRCV 195 
 
 
>gb|ADC33947.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 70.1 bits (170), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 42/127 (33%), Positives = 61/127 (48%), Gaps = 7/127 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMR+AY AL E  + L+    A HS+V+S+  +          +         P+R 
Sbjct: 1   TEFCDMRSAYAALPERLKVLIEDLQAEHSIVHSRGLVD------PTVLTEAQKAETPPVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+++P  GR +L IG HA  I G    +    L  L +         +H W  GD++ 
Sbjct: 55  QRLVRINPINGRKALYIGAHASHIVGWPLEKGRALLAELTELGTGPEFCLSHAWREGDLI 114 
 
Query: 255 VWDNRCL 261 
           VWDNRC+ 
Sbjct: 115 VWDNRCV 121 
 
 
>ref|XP_003000766.1| alpha-ketoglutarate-dependent sulfonate dioxygenase 
[Verticillium 
           albo-atrum VaMs.102] 
 gb|EEY23151.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Verticillium 
           albo-atrum VaMs.102] 
          Length = 378 
 
 Score = 70.1 bits (170), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 75/273 (27%), Positives = 110/273 (40%), Gaps = 25/273 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  Q+     T+G+ V G+ L++L  AG   L     Q  ++ F  Q  + D  I  A   
Sbjct: 91  TGTQVNHLTPTIGSEVKGIQLSSLTPAGRDELALFVAQRKVVAFRAQDFA-DLPIGEALD 149 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH------SPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG      G   +  ++   +G    H      +    +        ++AWH+D +Y    
Sbjct: 150 FGGY---FGRHHIHPTSGSPEGFPEVHLVHRGANDRSAESFFATRTSSVAWHSDVSYEQQ 206 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                      VPAVGG T FAD   AY  L    R  +H   A HS        G  Q  
Sbjct: 207 PPGTTFLYILDVPAVGGDTLFADGVEAYRRLSPLFRERLHGLKAVHS--------GFEQV 258 
 
Query: 178 AGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGL 233 
             S  +  G      P+    P+V+ HP TG  ++ +  +    I G+   ES+  L+ L 
Sbjct: 259 EAS--VRKGSIKRREPVANEHPIVRTHPATGEKAIYVNPQFTRDIVGLKKEESDALLKFL 316 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +    +  + A  +W AG VVVWDNR   H A 
Sbjct: 317 YEHIAWSADIQARVKWEAGTVVVWDNRVTQHSA 349 
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>ref|XP_003192522.1| taurine dioxygenase [Cryptococcus gattii WM276] 
 gb|ADV20735.1| Taurine dioxygenase, putative [Cryptococcus gattii WM276] 
          Length = 372 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 49/181 (27%), Positives = 78/181 (43%), Gaps = 9/181 (4%) 
 
Query: 96  DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 155 
           D ++K  +G+  WH+D T+ P  +  A      +P  GG T +A    AYD L  A R   
Sbjct: 151 DTVLKRPLGSSLWHSDVTFEPHPSDYATLQIRTLPESGGDTLWASAYEAYDRLSPAYRNF 210 
 
Query: 156 VHQRSARH----SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 211 
           +   +A H     L   +     V++   A    G   +A  + P+++ +P TG   L + 
Sbjct: 211 LENLTATHIGQNFLNIVRESNATVREPRGAPENVGQHLSA--VHPVIRTNPVTGWKGLFV 268 
 
Query: 212 GR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWD 269 
            R     I  +   ES+  LE L +       +    +W   ++ +WDNRC  H A  WD 
Sbjct: 269 NRVFTKKINELTQQESDSLLEFLFEHVTGNHDIQVRFRWEENNLAIWDNRCTFH-AATWD 327 
 
Query: 270 F 270 
             
Sbjct: 328 L 328 
 
 
>ref|XP_002422326.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Candida dubliniensis CD36] 
 emb|CAX40332.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Candida dubliniensis CD36] 
          Length = 385 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 66/274 (24%), Positives = 113/274 (41%), Gaps = 16/274 (5%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIER-I 70 
           LG+ +TG+ L+ L DA    L     +  +++F  Q  +       + FA+ FG + +   
Sbjct: 91  LGSVITGIQLSQLSDAAKNDLSRFVAERGVVVFRNQDFNQGGPQAAVDFARYFGPLYKHA 150 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
             G       +      R  S  E D +      +++WH+D +Y     Q  +FS   +P 
Sbjct: 151 TSGSPEGFPELHV--CFRGASQEEIDSVFADRTNSISWHSDCSYSLNALQLTLFSCLQLP 208 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 190 
             GG T FA+   AY+ L  A +  +      HS +    +  + + AG    G       
Sbjct: 209 DAGGDTLFANTVEAYNRLSPAMKERLEGLHILHSSI---EQAANNKSAG----GIIRREP 261 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
              + PLV+V+P T +  L + +     I  +   ES+  L  L D   +A  +     W 
Sbjct: 262 EANIHPLVRVNPLTKQKHLYLNKEFGRRIVELKEDESDYLLAFLYDHIEKAQDLQIRVTW 321 
 
Query: 249 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
               VV+W+N   +H +   DF  P +    R++ 
Sbjct: 322 EENTVVLWNNSTTIH-SPCVDFDEPEIRHAYRIS 354 
 
 
>ref|XP_571061.1| hypothetical protein [Cryptococcus neoformans var. neoformans 
           JEC21] 
 gb|AAW43754.1| conserved hypothetical protein [Cryptococcus neoformans var. 
           neoformans JEC21] 
          Length = 375 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
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 Identities = 77/281 (27%), Positives = 112/281 (39%), Gaps = 38/281 (13%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--------QHLSND 55 
           T  +ITP    +G  VTG+ LA+LD AG   L     +  ++ F          +  S + 
Sbjct: 77  TVEEITPF---IGVKVTGLDLASLDKAGQDQLALLAARKGIVFFASNDKVKQTYRDTSME 133 
 
Query: 56  QQITFAKRFGAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 109 
           +++  A+ +G +       R      +++       TVR+H    W + +     N  WH 
Sbjct: 134 RKLEMARYYGQLHQHSVQPRPPTSTEISVVYQDKVNTVRKHW---WPNRLT----NAIWH 186 
 
Query: 110 ADSTYMPVMAQGAVFSAEV---VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            D T       G  F   +    P+ GG T    +  AY+ L    +  V    A HS   
Sbjct: 187 IDQT-QERQPPGITFFCCMQHDAPS-GGDTLVGSLVEAYNRLSPKMKEFVCGLKAVHSSA 244 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAE 225 
              +K   V        G         L PLV VHP TG  SL I       I G+   E 
Sbjct: 245 VMSAKAARVG-------GASRRNEIESLHPLVTVHPATGSKSLYINPERMTYIEGLRNEE 297 
 
Query: 226 SERFLEGLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRA 265 
           S+  L+ L D        HA ++W+ GDV VWD R ++H A 
Sbjct: 298 SDNMLKFLSDHVKLGADFHARYKWSEGDVCVWDQRVIIHSA 338 
 
 
>ref|XP_002372616.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
 ref|XP_003189169.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           oryzae RIB40] 
 gb|EED57004.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
          Length = 375 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 71/274 (25%), Positives = 101/274 (36%), Gaps = 33/274 (12%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           ++T     +G  + GV L+ L DA    L     +  ++ FP Q L +   + Q  F +  
Sbjct: 86  KVTEIQPKIGTIIEGVQLSQLSDAAKDELALLVSERKVVAFPAQDLIDAGPEAQEQFMRH 145 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQH----------SPAEWDDMMKVIVGNMAWHADST 113 
           FG             +     GTVR H          +  E    +        WH D + 
Sbjct: 146 FGKP-----------NYQPVSGTVRGHPGFHIIHRDGNKEEISRFLSQRTTTTLWHQDVS 194 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y        +      P VGG T FA    AY  L     + +    A HS   S   +  
Sbjct: 195 YEIQPPSYVMLGLLEGPEVGGDTVFAATDMAYKRLSPTFCSWLDTLRAVHS---SAKMIN 251 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEG 232 
           H +   S      +DT    + PLV+VHP TG   L I G     I G+   E     E  
Sbjct: 252 HARLTNSLVRKDPVDT----VHPLVRVHPVTGEKCLFINGEFITKIQGLKEPEQRWLTEF 307 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L++         A  +W    +V++DNRC LH A 
Sbjct: 308 LMNHIITGHDFQARVRWQPKTIVIFDNRCTLHSA 341 
 
 
>emb|CBJ18803.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 42/110 (38%), Positives = 59/110 (53%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+YS+++LG      S +      +    L  LV+ HP 
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Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRAQLG-----FSNFTDEERHSMRPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRLEAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>ref|YP_004243121.1| taurine catabolism dioxygenase [Arthrobacter phenanthrenivorans 
           Sphe3] 
 gb|ADX74987.1| putative taurine catabolism dioxygenase [Arthrobacter 
           phenanthrenivorans Sphe3] 
          Length = 322 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 77/295 (26%), Positives = 120/295 (40%), Gaps = 31/295 (10%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QI 58 
           + ++ LQ T   A +GA + G+ L+  L     A + AA   H  L+F   ++  D+ Q+ 
Sbjct: 4   ITKSKLQFTKLSARIGAEIRGLDLSQDLSPETVAQIRAALNTHKALVFREVNVRTDEEQV 63 
 
Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---WHADSTYM 115 
            FA  FG + +      VA      DG      PA    ++ V   N +   WH D T++ 
Sbjct: 64  RFASHFGPLTK--AHPTVA----SVDG-----KPA----VLPVDSENGSANNWHTDVTFV 108 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               Q +   +  +PA GG T  A    AY  L    R       A H+  Y  S   ++ 
Sbjct: 109 VNPPQASTLRSITLPAYGGETLIASSAGAYQDLPAELRNFADTLWAIHTNDYDYSVPKNL 168 
 
Query: 176 QQAGS-----AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH--AIPGMDAAESER 228 
           + A +      +     ++      P+V++HP TG   L IG  A    I G+   ES+  
Sbjct: 169 EHANADERRKEFTRIHFESA----HPVVRIHPLTGERGLFIGGFAQRLRIVGLSNTESKD 224 
 
Query: 229 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            L  L  +  +   V    W    +V++DNR   H A       PR +    +AG 
Sbjct: 225 ILRLLQAYVTRPENVVRVNWEPDQLVLFDNRITQHYAPDNYDGQPRQLNRVTIAG 279 
 
 
>gb|ADC34046.1| TfdA-like protein [uncultured bacterium] 
          Length = 187 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 60/211 (28%), Positives = 88/211 (41%), Gaps = 29/211 (13%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA +FG +       I  ++++ A     +  P   D+      G   WH+D++   
Sbjct: 1   QQIAFAAQFGKLY------IHPVADMSAKHP--EILPVYADEKSTRAFGE-EWHSDASCD 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                G++   +VVP VGG T  + M AAYDAL E  + L    +  H             
Sbjct: 52  LEPPLGSILQLQVVPEVGGDTMLSSMYAAYDALSEPLKKLCESLTVVHD----------- 100 
 
Query: 176 QQAGSAYIGYGMDTTAT---PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLE 231 
              G        D T        P+V  HPE+GR  L +  ++   IP +   ES+  L+ 
Sbjct: 101 ---GQHVFRRRFDPTKKYPANEHPIVCKHPESGRKLLFVNAQYTTHIPQLKPRESDAVLQ 157 
 
Query: 232 GLVDWACQAPRVHAH-QWAAGDVVVWDNRCL 261 
            L     + P  H   +W    VV WDNRC+ 
Sbjct: 158 MLYR-HIETPEFHYRFKWRPNSVVFWDNRCV 187 
 
 
>gb|EFQ34669.1| TfdA family Taurine catabolism dioxygenase TauD [Glomerella 
           graminicola M1.001] 
          Length = 382 
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 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 68/274 (24%), Positives = 107/274 (39%), Gaps = 33/274 (12%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           ++T    T+G  V G+ L+ L +AG   L     +  ++ F GQ  ++   D+ + F    
Sbjct: 98  EVTDLTPTIGTEVRGIQLSKLSNAGRDQLARFVAERKVVAFRGQDFADLPIDKALEFGGY 157 
 
Query: 64  FGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG   I    G      +I  +     D +  +               ++AWH+D +Y   
Sbjct: 158 FGRHHIHPTSGSPEGFPEIHLVHRAAGDRSAEK--------FFATRTSSIAWHSDVSYEQ 209 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                        P  GG T F +   AY+ L    +  +H   A HS +           
Sbjct: 210 QPPGTTFLYILDKPETGGDTLFCNAVEAYNRLSPLFQERLHGLQAVHSGI---------- 259 
 
Query: 177 QAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
           +  +A +  G      P+    P+V+ HP TG  +L I  +    I G+   ES+  L+  
Sbjct: 260 EQINASVSKGSIKRREPVANTHPIVRTHPVTGEKALYINPQFTREIVGLKKEESDALLKF 319 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L +        HA  +W  G VVVWDNR   H A 
Sbjct: 320 LYEHIAWGADFHARIKWEEGTVVVWDNRVTQHSA 353 
 
 
>emb|CBJ18756.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 69.7 bits (169), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 43/111 (38%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG V      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIENLICEHSLMYSRGSLGFVD-----YTEEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E    L  L + A Q   V+ HQW   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIRGMGVPEGRLLLRDLTEHATQPEFVYVHQWTVHDL 106 
 
 
>emb|CBJ18795.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18801.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18805.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18814.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18848.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 69.7 bits (169), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 42/110 (38%), Positives = 59/110 (53%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+YS+++LG      S +      +    L  LV+ HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRAQLG-----FSNFTDEERHSMRPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRPEAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>ref|XP_002614428.1| hypothetical protein CLUG_05914 [Clavispora lusitaniae ATCC 
42720] 
 gb|EEQ41786.1| hypothetical protein CLUG_05914 [Clavispora lusitaniae ATCC 42720] 
          Length = 387 
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 Score = 69.7 bits (169), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 72/277 (25%), Positives = 110/277 (39%), Gaps = 38/277 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---ITFA 61 
           T ++TP    LG  VTGV L+ LD  G   L     Q  ++IF  Q  +       + +  
Sbjct: 83  TKKVTPK---LGTEVTGVQLSQLDSKGKDELALLVAQRGVVIFRDQDFATHGPGFAVEYG 139 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADG-----TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           K FG +       I   S    D      T R+ +PAE++ +       + WH+D +Y   
Sbjct: 140 KHFGRLH------IHPTSGAPKDHPELHITYRRANPAEFERVFSERTHAVGWHSDVSYEL 193 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                  FS    P  GG T FAD   AY  L    +  +      H L  S  +  + + 
Sbjct: 194 QPPGITFFSVLDGPEAGGDTIFADTVEAYKRLSPEFQKRL---EGLHVLHTSGDQAANAR 250 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV- 234 
           + G    G       + + PL++ HP T    + + R  +  I  +   ES+  +  L   
Sbjct: 251 RQG----GVERRKPVSHIHPLIRTHPVTKEKIIYLNRPFSRRIVELKEQESDYLMNFLYT 306 
 
Query: 235 ------DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                 D+  +A      +W    VVVWDNR ++H A 
Sbjct: 307 HIESGHDFQLRA------KWEPRSVVVWDNRRVVHSA 337 
 
 
>ref|XP_001215509.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
 gb|EAU32875.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
          Length = 376 
 
 Score = 69.7 bits (169), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 73/276 (26%), Positives = 108/276 (39%), Gaps = 37/276 (13%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           ++T     +G+ V GV L+ L +A    L     +  ++ FP Q L +   + Q +F +  
Sbjct: 87  KVTEIQPQIGSVVEGVQLSQLSNAAKDELALLVAERKVVAFPNQDLIDAGPEAQESFMRY 146 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPA-----------EWDDMMKVIVGNMAWHADS 112 
           FG             +     GTVR H PA           E    ++       WH D  
Sbjct: 147 FGKP-----------NYQPVSGTVRNH-PAFHIIHRDGNREEISRFLEQRTTTTLWHQDV 194 
 
Query: 113 TYMPVMAQGAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
           +Y  +   G V    +  P VGG T FA    AY  L    R+ +      HS   S    
Sbjct: 195 SYE-IQPPGYVMLGLLEGPEVGGDTVFAATDMAYKRLSPTLRSWLDTLRVTHS---SAKM 250 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFL 230 
           + H +  GS      +DT    + PLV+VHP TG   L + G     I G+   E    + 
Sbjct: 251 INHARLTGSLVRKDPVDT----VHPLVRVHPVTGEKCLFVNGEFITKINGLKEPEQRWLM 306 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           + L+          A  +W    +V++DNR  LH A 
Sbjct: 307 DFLMQHIVSGHDFQARVRWQPKTIVMFDNRSTLHSA 342 
 
 
>gb|ADC33974.1| TfdA-like protein [uncultured bacterium] 
          Length = 123 
 
 Score = 69.7 bits (169), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 47/131 (35%), Positives = 64/131 (48%), Gaps = 13/131 (9%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY----IGYGMDTTA 191 
           T F DM AAYDAL E  R  +   + +H   Y  ++   +++   A     +G G      
Sbjct: 1   TEFCDMYAAYDALPEVLRKRIRGATIKHDTAYDTNR--KLRRGAVAVDDPRLGNG----- 53 
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Query: 192 TPLRPLVKVHPETGRPSLLIGRHA-HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 250 
            P  P+V  HP+TG  SL +GR   H + G    ES   L+ L   A Q     +H W   
Sbjct: 54  -PGHPIVSTHPDTGCNSLFLGRRPRHYVNGYTLEESAALLDALWAHATQLRFRISHAWRQ 112 
 
Query: 251 GDVVVWDNRCL 261 
           GDVV+WDNRC+ 
Sbjct: 113 GDVVMWDNRCV 123 
 
 
>ref|XP_505767.1| YALI0F22825p [Yarrowia lipolytica] 
 emb|CAG78578.1| YALI0F22825p [Yarrowia lipolytica] 
          Length = 385 
 
 Score = 69.3 bits (168), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 65/260 (25%), Positives = 100/260 (38%), Gaps = 21/260 (8%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQITFAKRFGAIE-RI 70 
            G+ V GV L+ L D     L     +  +++F  Q    L     + +A+ FG       
Sbjct: 106 FGSEVRGVQLSKLSDKAKDELAYFVAERGVVVFRDQDFRELPIKDALKYAEHFGRQHIHP 165 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
             G   A   V      R+     + +     + ++AWH+D TY              +P 
Sbjct: 166 TSGSPQAYPEVHL--IFREEGDDIYKEYFSSNLSSVAWHSDVTYEKQPPGTTFLGILEMP 223 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 190 
             GG T F+D   AY+ L    +  +    A HS            +   A I  G     
Sbjct: 224 RTGGDTLFSDNTEAYNRLSPEFQKRLEGLKAVHS----------AHEQADASIRRGGVVR 273 
 
Query: 191 ATPLR---PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
             P++   P+++ HP TG+ S+ +  +    I G+   ES+  L  L D   +    H   
Sbjct: 274 REPVQNVHPIIRKHPATGKKSIFVNPQFTRNIVGLKQEESDLILNFLYDIIAKGSDFHVR 333 
 
Query: 247 -QWAAGDVVVWDNRCLLHRA 265 
            +W  G VVVWDNR   H A 
Sbjct: 334 ARWEDGSVVVWDNRRTSHTA 353 
 
 
>ref|XP_002502918.1| predicted protein [Micromonas sp. RCC299] 
 gb|ACO64176.1| predicted protein [Micromonas sp. RCC299] 
          Length = 326 
 
 Score = 69.3 bits (168), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 62/199 (31%), Positives = 86/199 (43%), Gaps = 25/199 (12%) 
 
Query: 108 WHADSTYMP----VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL----DEATRALVHQR 159 
           WH D +++P     +A  A    + +P  GG T FA   AA++AL     E  R L     
Sbjct: 125 WHTDGSFLPNPKVAIALYAPQLDDALPPEGGETRFASCTAAFEALAREEQEKLRGLCSVH 184 
 
Query: 160 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-- 217 
           S    +   +S+    Q+  +  I          L P+V+ HP T   SL I     A   
Sbjct: 185 SWEKFMRLLESRDPGRQKVTAEQIA----EKPPQLWPVVRTHPVTKAESLYINPKNTAAV 240 
 
Query: 218 --------IPGMDAAE-SERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
                   IP  DA    +R  E +V D      +V+AH W  GD V+WDNR LLH A P 
Sbjct: 241 VNKATGEPIPEEDARRLVDRLAEAVVGDGLPGNSKVYAHTWKRGDFVIWDNRVLLHAASP 300 
 
Query: 268 WDF-KLPRVMWHSRLAGRP 285 
           +D  K  R+++     G P 
Sbjct: 301 FDAEKYQRLLFRMEFKGEP 319 
 
 
>gb|EDP53557.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus A1163] 
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          Length = 388 
 
 Score = 69.3 bits (168), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 66/260 (25%), Positives = 107/260 (41%), Gaps = 15/260 (5%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-RIGGG 73 
           +G  + G+ L  L+D     L     + +++ F  Q +S  QQ    + FG +E       
Sbjct: 93  IGTEIVGLQLKDLNDKQKDELGLLIAERSVVFFRDQDISPQQQKELGEWFGEVEVHPQVP 152 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +  +  V       Q   AE     +   G   WH D  +    A       + VP++G 
Sbjct: 153 QVPGVPGVTVLWPALQA--AETPAAFRRPGGASRWHTDLVHERQPAGVTHLHNDTVPSIG 210 
 
Query: 134 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 193 
           G T +A   AAY+ L  + R  +  ++A +   +      H ++ G  Y+           
Sbjct: 211 GDTLWASGYAAYEKLSPSFRQFIDGKTAIYRSAHPYLDRKHPEK-GPVYVERE------- 262 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAG 251 
             PLV+VHP TG  +L + R     I G+D AES+  L  L D   +   +    +W    
Sbjct: 263 -HPLVRVHPATGWKTLWVNRAMTVRIVGLDKAESDVILGYLCDVYEKNIDIQVRFKWTPR 321 
 
Query: 252 DVVVWDNRCLLHRAEPWDFK 271 
              +WDNR  +H A  WD++ 
Sbjct: 322 TSALWDNRITIHNAS-WDYE 340 
 
 
>gb|ADC33959.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 40/127 (31%), Positives = 63/127 (49%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AY+ L+   +A +    A H+L +S+++     + G   +         P+  
Sbjct: 1   TEFCDMYGAYERLNPEWKARIAPLRAVHNLDFSRTR-----RHGEDPMTEAQRREVPPVD 55 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            P+V+ HPETGR  + +G HA  I GM  A     +E L          + H W+AG ++ 
Sbjct: 56  HPIVRTHPETGRKCVFLGDHAEDIVGMAYAAGRALIEELNALIVHPDLTYEHHWSAGQLI 115 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 116 LWDNRCV 122 
 
 
>emb|CAY27490.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 52/127 (40%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T FADMRAAYDALD+  +A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFADMRAAYDALDDDAKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAIKGMSVPEARLLLRDLNEHATQREFVHIHKWTVHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
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>gb|ADC34032.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 59/211 (27%), Positives = 92/211 (43%), Gaps = 21/211 (9%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA+ FGA         +    +K        +P    +  +   G + WH+D+TY+ 
Sbjct: 1   QQIAFAQAFGAP--------MEYPQLKGLPECPMITPVVKLEHERDNFGGV-WHSDTTYL 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA----LVHQRSARHSLVYSQSK 171 
                G++  A  VP  GG T FA+   AY++L +  +A    LV   ++  +   S+++ 
Sbjct: 52  ERPPMGSMLYALEVPPQGGDTMFANQYLAYESLSDGLQAVLGGLVGVNTSTKAAA-SKTR 110 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
              ++ AG        +       P+V+ HPETGR +L +   H     G   AES   L 
Sbjct: 111 EDRMRAAGEELKVLAGE------HPVVRTHPETGRRALYVNVGHTERFKGWSEAESRPLL 164 
 
Query: 231 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           E L     Q       +W  G +  WDNRC+ 
Sbjct: 165 EYLFAHQVQPEFTCRFRWTPGALAFWDNRCV 195 
 
 
>ref|XP_002487959.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
 gb|EED12305.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
          Length = 384 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 76/277 (27%), Positives = 112/277 (40%), Gaps = 38/277 (13%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           Q+T     +G+ V GV L+ L DAG   L     Q  ++ F  Q  +    ++ + F    
Sbjct: 99  QVTEITPYIGSEVRGVQLSQLTDAGKDQLALFVAQRKVVAFRDQDFAKLPIEKALEFGGY 158 
 
Query: 64  FGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG   I    G      +I  +     D +  Q         +     ++ WH+D +Y   
Sbjct: 159 FGRHHIHPTSGAPKGFPEIHLVHRGADDNSFLQ-------TFLHEHTNSVTWHSDVSYE- 210 
 
Query: 117 VMAQGAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               G  F   +  P  GG T FA++  AY  L    R  +H   A HS            
Sbjct: 211 AQPPGTTFLYLLDGPTSGGDTLFANLAKAYQRLSPEFRKRLHGLKAVHS---------GF 261 
 
Query: 176 QQAGSAYIGYGMDTTA--TPLR---PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERF 229 
           +QA SA      D+T    P++   P+V+ HP TG  +L +  +    I G    ES+   
Sbjct: 262 EQAQSAL---ARDSTVRRDPVKHEHPIVRTHPVTGEKALYVNPQFTRYIVGYKKEESDHL 318 
 
Query: 230 LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L+ L D    +  +    +WA G VVVWDNR   H A 
Sbjct: 319 LKFLFDHVALSQDLQTRIKWAPGTVVVWDNRVTAHSA 355 
 
 
>ref|ZP_04967409.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
 gb|EDO87370.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei 406e] 
          Length = 191 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 50/148 (33%), Positives = 68/148 (45%), Gaps = 5/148 (3%) 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGHVQQ 177 
           +V  A  +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H    
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Sbjct: 11  SVLRALALPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLHDPV 70 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 237 
           A      Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L     
Sbjct: 71  AKEYRKKYAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQAHI 129 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            +        WAAGDV +WDNR   H A 
Sbjct: 130 TRLENTVRWHWAAGDVAIWDNRSTQHYA 157 
 
 
>emb|CBJ18907.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 42/110 (38%), Positives = 59/110 (53%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+YS+++LG      S +      +    L  LV+ HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRAQLG-----FSNFTDEERHSMRPVLHKLVRAHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRPEAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>gb|EFY95010.1| alpha-ketoglutarate-dependent taurine dioxygenase [Metarhizium 
           anisopliae ARSEF 23] 
          Length = 378 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 72/267 (26%), Positives = 107/267 (40%), Gaps = 22/267 (8%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           Q+TPT   +G+ ++G+ L++L DAG   L     +  ++ F  Q  + D  I  A ++G  
Sbjct: 95  QLTPT---IGSEISGIQLSSLSDAGKDELAHYVAKRKVVAFRNQDFA-DLSIPDALKYG- 149 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQH--SPAEWDD----MMKVIVGNMAWHADSTYMPVMAQ 120 
            E  G   I   S    +G    H     E D       +    ++AWH+D +Y       
Sbjct: 150 -EYFGRHHIHPTSGA-PEGYPEIHLVHRGEGDKGAAQFFEARTSSVAWHSDVSYEKQPPG 207 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                    P  GG T F D   AY+ L    +  +H   A HS +   +       A + 
Sbjct: 208 TTFLYILNKPETGGDTLFVDAVQAYNRLSPLFQERLHGLRATHSGIEQVN-------AAA 260 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ 239 
           A              P+V+ HP TG  +L I  +    I G+   ES+  L+ L D     
Sbjct: 261 ARNSIKRREPVVNDHPIVRTHPATGEKALYINPQFTREILGLKREESDAILKFLYDHLAY 320 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                A  +W  G VV+WDNR   H A 
Sbjct: 321 GADFQARVKWEEGTVVIWDNRVTQHTA 347 
 
 
>emb|CAY27357.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 69.3 bits (168), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 44/124 (35%), Positives = 66/124 (53%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DM AA+DAL EA +  +       S+ +S++KLG        Y      +     + 
Sbjct: 1   TVFPDMPAAWDALPEAKKKKLAGLKVFPSIFHSRAKLGMTD-----YTEKERASLPGAEQ 55 
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Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+  P++GR +L +  HA  I GM   ESE  L  L+++A +   V+AH+W   D+V+ 
Sbjct: 56  GLVRTIPQSGRKALYLASHAVRIQGMPDGESESLLAELMEFATERRFVYAHRWRVHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CBJ18759.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 69.3 bits (168), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 39/110 (35%), Positives = 56/110 (50%), Gaps = 5/110 (4%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDALD  T+  +      HS +YS+ +LG         + +        L+ LV+ HP  
Sbjct: 2   AYDALDSETKDEIEDLVCEHSQIYSRQQLGFTDFTEEERVRF-----KPVLQRLVRTHPT 56 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL +  HA  I G    E+  FL+ L ++A Q   V+AH+W  GD+ 
Sbjct: 57  TGRKSLYLSSHAGGIVGWPVPEARAFLKDLNEYATQREFVYAHRWRVGDL 106 
 
 
>ref|XP_001820787.2| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           oryzae RIB40] 
          Length = 343 
 
 Score = 68.9 bits (167), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 77/284 (27%), Positives = 110/284 (38%), Gaps = 46/284 (16%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRF 64 
           ITP    +G  + GV L+ L   G   L     Q  +L+F  Q  ++    +Q   A  + 
Sbjct: 56  ITPR---IGTEIRGVQLSQLSTDGLDQLALLAAQRGVLVFRDQDFADIGTGRQRDIAAHY 112 
 
Query: 65  GAIER-----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA----WHADSTYM 115 
           G + +        G       V AD  V           ++ ++G       WH D T+  
Sbjct: 113 GPLHQHPTMGYPQGTSPEFQVVYADEKVGN---------LRTLLGTRTSYDLWHIDQTFT 163 
 
Query: 116 PVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           P       F     PA GG  T F  + AAY AL    R  +H    R  L+++ + +G  
Sbjct: 164 PNTPGVTFFWVLETPASGGGDTAFTSLTAAYQALSPTFREGLH----RLKLLHTSASVGE 219 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
           V + G       +        PLV  HP T  P L +    A  + G    ESE  L  L 
Sbjct: 220 VARIGQER---ALKDAVQTEHPLVIGHPVTHDPVLFVNPAIARQVVGYKPEESENLLSFL 276 
 
Query: 234 ------VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
                 +D++C+        W  G VVVWD R + H A P DF+ 
Sbjct: 277 HNHIRSLDFSCRV------SWEKGTVVVWDQRAVAHSAVP-DFE 313 
 
 
>emb|CAY27420.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 68.9 bits (167), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 44/124 (35%), Positives = 58/124 (46%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAA+DALD   RA +      HS+ YS+  LG    A         +        
Sbjct: 1   TEFGDMRAAHDALDAERRASLEGLCVHHSIAYSRETLGFEFSAAET------EQLRGAAH 54 
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Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+  P +GR  L +  HA  I      E    L  L++ A Q+  V+ H W   D+V+ 
Sbjct: 55  PLVRTIPGSGRRCLYLASHASRIIDWPVPEGRLLLRDLIEHATQSQFVYRHSWRPHDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>emb|CBJ18754.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18757.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18762.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.9 bits (167), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 42/111 (37%), Positives = 57/111 (51%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDMICEHSLMYSRGSLGFLD-----YTDEEKELFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+AH+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMTMPEARLLLRDLNEHATQREFVYAHKWKLHDL 106 
 
 
>ref|XP_002836505.1| hypothetical protein [Tuber melanosporum Mel28] 
 emb|CAZ80696.1| unnamed protein product [Tuber melanosporum] 
          Length = 361 
 
 Score = 68.9 bits (167), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 67/268 (25%), Positives = 103/268 (38%), Gaps = 21/268 (7%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           Q+      +G  ++GV L+++ DA    L     +   ++   Q  ++     Q  FA   
Sbjct: 77  QVKHISPKMGTELSGVQLSSMSDAAKDELALLVSERKCVVLRDQDFADWGPSNQQDFASY 136 
 
Query: 64  FGAIE-RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG    +   G I            R  + AE D   +  + +  WH D +Y         
Sbjct: 137 FGKPNYQPVTGSIPGFPGFHI--IYRDGNQAEIDKFFEHKLTSTLWHQDVSYERQPPGYV 194 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +      P VGG T FA    AY+ L    ++++    A H    S  K+ +  +A     
Sbjct: 195 ILCILQAPEVGGDTVFASTAEAYNRLSPGFQSMLEDLRATH----SSEKMCNFAKAN--- 247 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWAC 238 
              G      P+R   P+V+VHP TG  SL + G     I G    ES+  L  L+D    
Sbjct: 248 ---GGLCRKDPIRTSHPIVRVHPVTGEKSLFVNGEFIRGIDGWKDPESDILLNFLIDHIT 304 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +         W    VV++DNR   H A 
Sbjct: 305 KGHDFQVRLSWKPKSVVIFDNRSTCHTA 332 
 
 
>ref|YP_003951319.1| Taurine catabolism dioxygenase TauD/TfdA [Stigmatella aurantiaca 
           DW4/3-1] 
 gb|ADO69492.1| Taurine catabolism dioxygenase TauD/TfdA [Stigmatella aurantiaca 
           DW4/3-1] 
          Length = 285 
 
 Score = 68.9 bits (167), Expect = 8e-10,   Method: Compositional matrix adjust. 
 Identities = 64/269 (23%), Positives = 105/269 (39%), Gaps = 25/269 (9%) 
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Query: 9   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 68 
           +P+   +GA ++ + L  +       +     +H L+IF GQ  S ++ I FA++ G  + 
Sbjct: 5   SPSQGRIGAEISQLDLRAVTAQDATRIRQTIYEHKLVIFHGQSPSPEEYIAFARKIGRPQ 64 
 
Query: 69  RI--------GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVM 118 
                        ++   SNV  DG              KV V      WH D  +     
Sbjct: 65  VYFQHNYHHPQHPELFVSSNVLEDGK-------------KVGVAGTGRYWHTDYQFFQEP 111 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH-QRSARHSLVYSQSKLGHVQQ 177 
               +   +V+P     T F DM+  Y+A+    RA V   R+ +      +     V + 
Sbjct: 112 LPLVMVYPQVLPKAKRETYFIDMQRVYEAMPAELRAYVEGHRAIQEGKWRYKITPEDVDK 171 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
           A    +            P V  HP TGR SL +       I G+   E+   +  L  + 
Sbjct: 172 ALVDILAAVEKQVPAITHPAVIEHPLTGRKSLYLSSGFTTGIEGLTHEENRAAMAKLFAF 231 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             Q   V  + +  GD+++W+NR LLH+A 
Sbjct: 232 IEQEAHVQTYSYQPGDILLWENRALLHKA 260 
 
 
>ref|ZP_08227343.1| putative taurine catabolism dioxygenase [Streptomyces cf. griseus 
           XylebKG-1] 
          Length = 299 
 
 Score = 68.9 bits (167), Expect = 8e-10,   Method: Compositional matrix adjust. 
 Identities = 73/278 (26%), Positives = 108/278 (38%), Gaps = 32/278 (11%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL-DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T ++I      +GA VTG     L D A +  L     +  L++     ++ +QQI  A  
Sbjct: 14  TGIRIGELTPFIGAEVTGATFEDLRDPALWEQLTTLLHERELVVVRSLDITPEQQIDLAG 73 
 
Query: 63  RFG--------AIERIGGGDIVAISNVKAD----GTVRQHSPAEWDDMMKVIVGNMAWHA 110 
           R G                +I+  SN K +    G  R              VGN  WH  
Sbjct: 74  RLGRPVPFLMAKYRHPDHEEIMISSNAKKNNLAIGVAR--------------VGNF-WHQ 118 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
           DS+Y        +     VP   G T +A+    YD L +  +  V  R+A H++   Q  
Sbjct: 119 DSSYQRSAPPYTMLHGIDVPGTSGHTLYANAADVYDRLPKEWKLKVEGRTAVHTVAKRQR 178 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESER 228 
                     A     ++    P+  PL+K  P TGR  +     +   + G DA E+E  
Sbjct: 179 ISPEHAGLSIAEFKALVEEQHPPVEHPLIKTDPTTGRRYVYGAPEYMERVIGFDANENEE 238 
 
Query: 229 FLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHRA 265 
           F   L+D   Q P RV+ H+W   D+V+W      H A 
Sbjct: 239 FF-ALLDRLIQDPARVYEHRWTPRDLVIWKCELTYHAA 275 
 
 
>emb|CAY27452.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 121 
 
 Score = 68.9 bits (167), Expect = 8e-10,   Method: Compositional matrix adjust. 
 Identities = 44/124 (35%), Positives = 61/124 (49%), Gaps = 3/124 (2%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAA+D L    + ++    A H   +S+ K+G      S          A P + 
Sbjct: 1   TEFADMRAAWDVLPVDRKRVLIGLIAEHDYFHSRKKVG--LDPASITPERRASRPAVP-Q 57 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            L++ HP  GR SL I  H   + GM   ES + ++ L+  A Q   V+ H W   DVV+ 
Sbjct: 58  VLIRTHPVNGRKSLYIASHITQVYGMPLEESLKLVDELMAHATQPQFVYTHHWTVNDVVM 117 
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Query: 256 WDNR 259 
           WDNR 
Sbjct: 118 WDNR 121 
 
 
>ref|XP_002376513.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
 gb|EED53267.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
          Length = 343 
 
 Score = 68.9 bits (167), Expect = 8e-10,   Method: Compositional matrix adjust. 
 Identities = 77/284 (27%), Positives = 110/284 (38%), Gaps = 46/284 (16%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRF 64 
           ITP    +G  + GV L+ L   G   L     Q  +L+F  Q  ++    +Q   A  + 
Sbjct: 56  ITPR---IGTEIRGVQLSQLSTDGLDQLALLAAQRGVLVFRDQDFADIGTGRQRDIAAHY 112 
 
Query: 65  GAIER-----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA----WHADSTYM 115 
           G + +        G       V AD  V           ++ ++G       WH D T+  
Sbjct: 113 GPLHQHPTMGYPQGTSPEFQVVYADEKVGN---------LRTLLGTRTSYDLWHIDQTFT 163 
 
Query: 116 PVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           P       F     PA GG  T F  + AAY AL    R  +H    R  L+++ + +G  
Sbjct: 164 PNTPGVTFFWVLETPASGGGDTAFTSLTAAYQALSPTFREGLH----RLKLLHTSASVGE 219 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
           V + G       +        PLV  HP T  P L +    A  + G    ESE  L  L 
Sbjct: 220 VARIGQER---ALKDAVQTEHPLVIGHPVTHDPVLFVNPAIARQVVGYKPEESENLLSFL 276 
 
Query: 234 ------VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
                 +D++C+        W  G VVVWD R + H A P DF+ 
Sbjct: 277 HNHIRSLDFSCRV------SWEKGTVVVWDQRAVAHSAVP-DFE 313 
 
 
>ref|YP_001826806.1| putative taurine catabolism dioxygenase [Streptomyces griseus 
           subsp. griseus NBRC 13350] 
 dbj|BAG22123.1| putative taurine catabolism dioxygenase [Streptomyces griseus 
           subsp. griseus NBRC 13350] 
          Length = 299 
 
 Score = 68.9 bits (167), Expect = 8e-10,   Method: Compositional matrix adjust. 
 Identities = 73/278 (26%), Positives = 108/278 (38%), Gaps = 32/278 (11%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATL-DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T ++I      +GA VTG     L D A +  L     +  L++     ++ +QQI  A  
Sbjct: 14  TGIRIGELTPFIGAEVTGATFEDLRDPALWEQLTTLLHERELVVVRSLDITPEQQIDLAG 73 
 
Query: 63  RFG--------AIERIGGGDIVAISNVKAD----GTVRQHSPAEWDDMMKVIVGNMAWHA 110 
           R G                +I+  SN K +    G  R              VGN  WH  
Sbjct: 74  RLGRPVPFLMAKYRHPDHEEIMISSNAKKNNLAIGVAR--------------VGNF-WHQ 118 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
           DS+Y        +     VP   G T +A+    YD L +  +  V  R+A H++   Q  
Sbjct: 119 DSSYQRSAPPYTMLHGIDVPGTSGHTLYANAADVYDRLPKEWKLKVEGRTAVHTVAKRQR 178 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESER 228 
                     A     ++    P+  PL+K  P TGR  +     +   + G DA E+E  
Sbjct: 179 ISPEHAGLSIAEFKALVEEQHPPVEHPLIKTDPTTGRRYVYGAPEYMERVIGFDANENEE 238 
 
Query: 229 FLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHRA 265 
           F   L+D   Q P RV+ H+W   D+V+W      H A 
Sbjct: 239 FF-ALLDRLIQDPARVYEHRWTPRDLVIWKCELTYHAA 275 
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>emb|CAY27378.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 113 
 
 Score = 68.9 bits (167), Expect = 8e-10,   Method: Compositional matrix adjust. 
 Identities = 47/119 (39%), Positives = 59/119 (49%), Gaps = 7/119 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEEIKTECENLICEHSQLFSRSILGFTDFTDDERRRFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             LV+ HP TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+ 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGWLVPEARAFLRDLNEHATQRQFVYAHVWRQWDL 113 
 
 
>emb|CBJ18720.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.9 bits (167), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 43/114 (37%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  D  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDDEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSVPEARLLLRDLTEHATQREFVHIHKWTVHDL 106 
 
 
>emb|CBJ18782.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.6 bits (166), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 56/111 (50%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIENMICEHSLMYSRGSLGLLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQPEFVYVHKWTLRDL 106 
 
 
>gb|AAR38315.1| alpha-ketoglutarate-dependent taurine dioxygenase [uncultured 
           marine bacterium 581] 
          Length = 275 
 
 Score = 68.6 bits (166), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 63/270 (23%), Positives = 106/270 (39%), Gaps = 29/270 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           +   P    +GA V G+ L A L +    AL+   +++ +L F  Q L+  Q +  A+ F 
Sbjct: 1   MYFRPLTTRIGAEVQGIDLGAQLPNDALDALYDGLIRYQVLFFREQKLNPPQHLALAESF 60 
 
Query: 65  GAIER--------IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G ++          G   IV + N             + DD          WH D T+   
Sbjct: 61  GEVDPGHPVYPHVDGYQSIVELRN-------EDDKAPDTDD----------WHKDLTFRA 103 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
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             A  ++     VP VGG T +A M A YD+L    ++ +    A H +     +  +++ 
Sbjct: 104 EPAFASILRGVEVPQVGGDTLWASMSAVYDSLSSGWKSDLEGLYAIHDM--GTFRNDYLR 161 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           + G   I   +    + + P++  HP TG   L + +     I  +    S+  L+ L   
Sbjct: 162 KGGVTAIDEALTEVGSGVHPVIATHPVTGLKYLNVNQSFTRNIVDLTQGASDEVLQYLYQ 221 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +       +W    V +WDNR   H A 
Sbjct: 222 HVRRPEFQVRFRWENDSVAIWDNRITQHYA 251 
 
 
>gb|ADC33982.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 68.6 bits (166), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 42/132 (31%), Positives = 64/132 (48%), Gaps = 16/132 (12%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK------LGHVQQAGSAYIGYGMDT 189 
           T F DM  AY+ LD   +A +    A H+L +S+++      L   Q+     + +     
Sbjct: 1   TEFCDMYGAYERLDARWKARIAGLRAVHNLDFSRTRRHAEDPLTEAQRLAKPPVDH---- 56 
 
Query: 190 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 249 
                 P+V+ HPETGR  L +G HA  I GM  AE    +E L   A      + H+W  
Sbjct: 57  ------PVVRTHPETGRKCLYLGDHAEYILGMPYAEGRALIEELNALAVHPDLTYEHRWR 110 
 
Query: 250 AGDVVVWDNRCL 261 
             ++++WDNRC+ 
Sbjct: 111 TRELLLWDNRCV 122 
 
 
>gb|AAS64586.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
 gb|AAS64587.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
 gb|AAS64594.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 68.6 bits (166), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 46/126 (36%), Positives = 60/126 (47%), Gaps = 9/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMRAAYD L    ++ +    A H  + S+  LG    + +          A P   
Sbjct: 1   TEFGDMRAAYDELPADLKSELEGLHAEHYALNSRFVLGDTDYSEA-------QRNAMPPV 53 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 54  TWPLVRTHAGSGRKFLFIGAHAGRIEGRPLAEGRMLLAELLEHATQRRFVYRHSWKVGDL 113 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 114 VMWDNR 119 
 
 
>emb|CBJ18765.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.6 bits (166), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 42/111 (37%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG V      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDLVCEHSLMYSRGSLGFVD-----YTDEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
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             GR SL +  HA AI GM   E    L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIRGMSVPEGRLLLRDLTEHATQPQFVYVHKWTVHDL 106 
 
 
>ref|XP_001794409.1| hypothetical protein SNOG_03864 [Phaeosphaeria nodorum SN15] 
 gb|EAT89069.2| hypothetical protein SNOG_03864 [Phaeosphaeria nodorum SN15] 
          Length = 348 
 
 Score = 68.6 bits (166), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 62/254 (24%), Positives = 100/254 (39%), Gaps = 34/254 (13%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAI------------------ERIGGGDIVAISNV 81 
           Q  ++ F  Q  L+ND Q   A+R G +                   R+GGGD   IS + 
Sbjct: 78  QRGVVFFRAQDDLNNDLQKELAQRLGELSGKPATSKLHIHPVINSGRRLGGGD-NEISVI 136 
 
Query: 82  KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
            ++     +S    D   K       WH+D T+ P+ +  A+     +P  GG T +A   
Sbjct: 137 SSEQAKEIYSKRLLDFSAKKQSAKSGWHSDITFEPIPSDYALLRLTELPKTGGDTLWASG 196 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI-------GYGMDTTATPL 194 
              YD L    +      +A     YSQ +  +  +  +  +          +  T T   
Sbjct: 197 YELYDRLSTPYQKFFESLTA----TYSQPEFINAAKEKNFPLYTAPRGAPENVGDTLTTT 252 
 
Query: 195 RPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA-HQWA-AG 251 
            P+++ +P TG  S+  +G H   I G+   ES   L+  V        +   H+W     
Sbjct: 253 HPVIRTNPVTGWKSIFAVGHHVQQINGLTKEESRTALDWFVSLITDNHDLQVRHRWQNVN 312 
 
Query: 252 DVVVWDNRCLLHRA 265 
           D+ +WDNR + H A 
Sbjct: 313 DLAIWDNRSVYHTA 326 
 
 
>ref|XP_001258733.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
 gb|EAW16836.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
          Length = 388 
 
 Score = 68.6 bits (166), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 68/267 (25%), Positives = 111/267 (41%), Gaps = 29/267 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           +G  + G+ L  L+D     L     + +++ F  Q +S  QQ    + FG +E       
Sbjct: 93  IGTEIVGLQLKDLNDKQKDELGLLIAERSVVFFRDQDISPQQQKELGEWFGEVEIHPQVP 152 
 
Query: 69  RIGG--GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
           ++ G  G  V    ++A         AE     +   G   WH D  +    A        
Sbjct: 153 QVPGVPGVTVLWPALQA---------AETPAAFRRPGGASRWHTDLVHERQPAGVTHLHN 203 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
           + VP+ GG T +A   AAY+ L  + R  +  ++A +   ++     H ++ G  Y+    
Sbjct: 204 DTVPSTGGDTLWASGYAAYEKLSPSFRQFIDGKTAIYRSAHAYLDRKHPEK-GPIYVERE 262 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
                    PLV+VHP TG  +L + R     I G+D AES+  L  L D   +   +   
Sbjct: 263 --------HPLVRVHPATGWKTLWVNRAMTDRIVGLDKAESDVILGYLCDVYEKNIDIQV 314 
 
Query: 246 H-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
             +W      +WDNR  +H A  WD++ 
Sbjct: 315 RFKWTPRTSALWDNRITIHNAS-WDYE 340 
 
 
>emb|CBJ19170.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
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          Length = 106 
 
 Score = 68.6 bits (166), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           A YDALD+ TRA +      H L+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AGYDALDDETRAEIEDMVCEHPLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA  I G    E+  FL  L++ A Q   V+ H+W  GD+ 
Sbjct: 56  VHGRKSLYLSSHAGGIEGWPVPEARAFLRDLIEHATQREFVYTHKWRVGDL 106 
 
 
>gb|ADC34014.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score = 68.6 bits (166), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 58/214 (27%), Positives = 92/214 (42%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA++FG          +    +K        +P    +  +V  G + WH+D++Y+ 
Sbjct: 1   QQIAFAQQFG--------QPMEYPQLKGLPECPLVTPVIKLEHERVNFGGV-WHSDTSYL 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQSK 171 
                 ++  A   P  GG T FA    AY+ L E  +     L+   S+  + V S+S+ 
Sbjct: 52  ERPPMASMLYAVETPPAGGDTIFATQYLAYETLSEGLQRILAGLIGINSSTKAEV-SRSR 110 
 
Query: 172 LGHVQQAGSAY---IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE 227 
              +++AG+ +   IG           P+V+ HPETGR +L +   H     G  A ES  
Sbjct: 111 EDRLREAGAEHKVLIGE---------HPVVRTHPETGRKALYVNAGHTTNFKGFTAEESA 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             L  L +   +        W  G +  WDNRC+ 
Sbjct: 162 PLLSYLFNHQVRPEFTCRFYWEPGSLAFWDNRCV 195 
 
 
>ref|XP_001387045.1| predicted protein [Scheffersomyces stipitis CBS 6054] 
 gb|EAZ63022.1| predicted protein [Pichia stipitis CBS 6054] 
          Length = 378 
 
 Score = 68.6 bits (166), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 77/273 (28%), Positives = 112/273 (41%), Gaps = 33/273 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ---QITFA 61 
           T  ITP    LG  V GV L+ LD AG   L     +  L++F  Q L++     Q     
Sbjct: 83  TKNITPK---LGTEVFGVQLSQLDSAGKDELALFVAKRGLVVFRDQDLASKGPAFQTELG 139 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQ--HSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           + FG +       I   S    D       +   +  D+ +     + +H+D TY  +   
Sbjct: 140 RHFGPLH------IHPTSGAPKDHPELHVVYRRPDVKDLFEHRNNLVGFHSDVTYE-LQP 192 
 
Query: 120 QGAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV----YSQSKLGH 174 
            G  F A V  P  GG T FAD   AY+ L    +  +      HS V    +S+   G  
Sbjct: 193 PGTTFLAVVEGPESGGDTLFADTVEAYNRLSPEFQKRLEGLHVLHSAVEQANFSRKNGGV 252 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
           V++     I            PLV+ HP TG  +L I    +  I  +   ES+  L  L 
Sbjct: 253 VKRDPVQNI-----------HPLVRTHPVTGEKALFINSGFSRKIVELKEEESDYLLTFL 301 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           ++    +  + A  +W A  VVVWDNR ++H A 
Sbjct: 302 LNHINNSHDLQARAKWEANTVVVWDNRRVVHSA 334 
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>ref|XP_569951.1| taurine dioxygenase [Cryptococcus neoformans var. neoformans JEC21] 
 ref|XP_776545.1| hypothetical protein CNBC0390 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|EAL21898.1| hypothetical protein CNBC0390 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|AAW42644.1| taurine dioxygenase, putative [Cryptococcus neoformans var. 
           neoformans JEC21] 
          Length = 376 
 
 Score = 68.6 bits (166), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 54/200 (27%), Positives = 86/200 (43%), Gaps = 11/200 (5%) 
 
Query: 72  GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 131 
           G +I  ISN        Q S    D ++K   GN  WH+D T+ P  +  A      +P  
Sbjct: 130 GDEISVISNQFVFDKNFQKSD---DTVLKRPFGNTLWHSDITFEPHPSDYATLQIRTLPE 186 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLGHVQQAGSAYIGYGM 187 
           VGG T +A    AYD L  A R  +   +A    +H +  ++     +++   A    G  
Sbjct: 187 VGGDTLWASSYEAYDRLSPAYRTFLEGLTATHVGQHFIDMARKTNATLREPRGAPENVGQ 246 
 
Query: 188 DTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
             +A  + P+++ +P TG   L + R     I  +   ES+R L  L +       +    
Sbjct: 247 HLSA--VHPVIRTNPVTGWKGLFVNRVFTKKINELTPHESDRLLGFLYEHIDGNHDLQVR 304 
 
Query: 247 -QWAAGDVVVWDNRCLLHRA 265 
            +W   ++ +WDNRC  H A 
Sbjct: 305 FRWEENNLAIWDNRCTFHSA 324 
 
 
>gb|EFW99341.1| alpha-ketoglutarate-dependent taurine dioxygenase [Grosmannia 
           clavigera kw1407] 
          Length = 382 
 
 Score = 68.6 bits (166), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 73/277 (26%), Positives = 111/277 (40%), Gaps = 35/277 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFA 61 
           T Q+T    T G+ V GV L+ L DAG   L     +  ++ F  Q L++      + F  
Sbjct: 95  TAQVTELTPTTGSEVRGVQLSQLSDAGKNQLARFVAERKVVAFREQDLADLPIADALAFG 154 
 
Query: 62  KRFG-------AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
             FG       + +  G  +I  +     D    Q               ++AWH+D +Y 
Sbjct: 155 GYFGRHHIHPTSGQPAGYPEIHLVHRGAGDKFAEQ--------FFATRTNSVAWHSDVSY 206 
 
Query: 115 MPVMAQGAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
             +   G  F   +  PA GG T F +   AY+ L    +  +H   A HS          
Sbjct: 207 E-LQPPGTTFLYILDGPASGGDTLFVNAAEAYNRLSPGLQQRLHGLQATHS--------- 256 
 
Query: 174 HVQQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERF 229 
            ++QA ++    G  T   P+    P+V+ HP TG  ++ +  +    I G    ES+   
Sbjct: 257 GIEQANTSK-ARGSITRREPVFHAHPVVRTHPATGEKAIYVNPQFTREIVGFKKEESDAL 315 
 
Query: 230 LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L+ L D         A  +W  G VV+WDNR   H A 
Sbjct: 316 LKFLYDHLAYGADFQARVKWEPGTVVIWDNRVTQHSA 352 
 
 
>ref|XP_001801455.1| hypothetical protein SNOG_11212 [Phaeosphaeria nodorum SN15] 
 gb|EAT81711.2| hypothetical protein SNOG_11212 [Phaeosphaeria nodorum SN15] 
          Length = 388 
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 Score = 68.6 bits (166), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 67/265 (25%), Positives = 105/265 (39%), Gaps = 16/265 (6%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE---R 69 
           A +G  + G+ L  L       L     + +++ F  Q +S  QQ    + +G IE     
Sbjct: 96  AHIGTEIVGLQLKDLTAQQKDELGLLIAERSVVFFRDQDISPQQQKALGEWYGEIEVHPN 155 
 
Query: 70  IGGGDIVAISNVKADGTVRQHSPA-EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
           I    + ++  V     +     A E     +   G   WH D  +    A       +  
Sbjct: 156 IEKPQVPSVPGVVGTTVIWPALQATERAASFRQTGGASRWHTDLVHERQPAGVTHLHNDT 215 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
           +P +GG T +A   AAY+ L    R ++  R A +   +          AG  Y+      
Sbjct: 216 IPKIGGDTLWASGYAAYEKLSPGFRKIIDGREAVYRSAHPYLDRND-PNAGPKYVER--- 271 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH- 246 
                + PLV+VHP TG  +L + R     I G+D AES+  L  L D       +     
Sbjct: 272 -----VHPLVRVHPATGWKALWVNRAMTDRIVGLDRAESDVILNYLYDVYENNVDIQVRF 326 
 
Query: 247 QWAAGDVVVWDNRCLLHRAEPWDFK 271 
           +W  G   +WDNR  +H A  WD++ 
Sbjct: 327 KWTPGTSALWDNRITIHNAS-WDYE 350 
 
 
>emb|CBJ18969.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 41/110 (37%), Positives = 58/110 (52%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+ S+++LG      S +      +    L  LV+ HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLICSRAQLGF-----SNFTDEERQSMRPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRPEAMAFIRDLMEHATQPEFVYVHRWTKND 105 
 
 
>ref|XP_754818.2| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
 gb|EAL92780.2| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
 gb|EDP52943.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus A1163] 
          Length = 383 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 73/271 (26%), Positives = 107/271 (39%), Gaps = 25/271 (9%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQITFAK 62 
           +Q+     T+G+ V GV L+ L   G   L     Q  ++ F  Q   HL  ++ + F   
Sbjct: 96  VQVDNLTPTIGSEVRGVQLSQLTKEGKDQLALYVAQRKVVAFRDQDFAHLPIEKALEFGG 155 
 
Query: 63  RFGA--IERIGGGD----IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            FG   I +  G       + + +  AD      S AE+   +      + WH+D T+   
Sbjct: 156 YFGRHHIHQTSGAPRGYPEIHLVHRGAD----DRSGAEF---LATRTNTVTWHSDVTFEK 208 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                        P  GG T FADM  AY  L    R  +H   A HS +    ++     
Sbjct: 209 QPPGTTFLYLLDGPTSGGDTLFADMVQAYKRLSPEFRKRLHGLKAVHSGI---EQINASL 265 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 235 
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             G    G       T   P+V+ HP TG  +L +  +    I G    ES+  L+ L D 
Sbjct: 266 NRG----GIARREGITSEHPIVRTHPVTGEKALFVNPQFTRYIVGYKKEESDMLLKFLYD 321 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
               +  +    +W  G VVVWDNR + H A 
Sbjct: 322 HIALSQDLQTRVRWLPGTVVVWDNRVVAHSA 352 
 
 
>gb|AAS64598.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 46/126 (36%), Positives = 60/126 (47%), Gaps = 9/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMRAAYD L    ++ +    A H  + S+  LG    + +          A P   
Sbjct: 1   TEFCDMRAAYDELPADLKSELEGLHAEHYALNSRFVLGDTDYSEA-------QRNAMPPV 53 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 54  TWPLVRTHAGSGRKFLFIGAHAGRIEGRPLAEGRMLLAELLEHATQRRFVYRHSWKVGDL 113 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 114 VMWDNR 119 
 
 
>ref|XP_001031479.1| hypothetical protein TTHERM_00823770 [Tetrahymena thermophila] 
 gb|EAR83816.1| hypothetical protein TTHERM_00823770 [Tetrahymena thermophila 
           SB210] 
          Length = 298 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 62/270 (22%), Positives = 111/270 (41%), Gaps = 47/270 (17%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI---- 70 
           LG T+  V +  L    F  +  A   H ++    Q L+ DQQI F +++G +  +     
Sbjct: 37  LGHTINDVDVNNLTTKQFEDIKDALWTHGVICIKNQKLTMDQQIAFTQKWGKLMILPIQQ 96 
 
Query: 71  -------GGGDIVAISNVKADGTVRQH-SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
                      IV + N+  DG+++++ S  E+            WH D  +         
Sbjct: 97  AYTKRDPNQPAIVRVGNINIDGSIKENCSDTEY------------WHKDGDFKK--PGEN 142 
 
Query: 123 VFSAEVVP----AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
            F + ++P     VGG+T F      Y  L E  + ++        ++ SQ+ +G  Q   
Sbjct: 143 FFISILIPYEIAQVGGQTGFVCSEQVYRDLPENLKEMLQDAQI---IIRSQT-IGDFQHF 198 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA-HAIPGMD--AAESERFLEGLVD 235 
                    +       P+   HP TGR    I ++  + I   D     S+ F+  +   
Sbjct: 199 KEN------EHYPEAFHPVFLSHPITGRKIFNICQNVENDILFKDGTVKSSKEFISEIE- 251 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +  ++++HQW  GDVV+WDN  ++H++ 
Sbjct: 252 ---KTYKIYSHQWEMGDVVIWDNIRVIHKS 278 
 
 
>emb|CBJ18774.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
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           AAYDALD+ T+A +      HSL+YS+  LG V      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDMICEHSLMYSRGSLGFVD-----YTDEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA  I GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGGIKGMSVPEARLLLRDLTEHATQPEFVYVHKWTLHDL 106 
 
 
>ref|XP_569491.1| sulfonate dioxygenase [Cryptococcus neoformans var. neoformans 
           JEC21] 
 ref|XP_776449.1| hypothetical protein CNBC5040 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|EAL21802.1| hypothetical protein CNBC5040 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|AAW42184.1| sulfonate dioxygenase, putative [Cryptococcus neoformans var. 
           neoformans JEC21] 
          Length = 388 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 63/264 (23%), Positives = 102/264 (38%), Gaps = 35/264 (13%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           LG  + G+ L  L D     L     +  ++ F  Q L+   Q+   K FG  E       
Sbjct: 90  LGTEIVGLQLNQLSDQQKDELALLIAERTVVFFRDQDLTPQTQLELGKYFGTPEIHPSAA 149 
 
Query: 69  ---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
               + G  I+    +++ G V  +         K       WH D T+ P          
Sbjct: 150 RVPGLPGVSIITDEVLRSTGRVPDY---------KNPFATQKWHTDLTHEPQPPGVTHLH 200 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYI 183 
            + +P VGG T ++   AAYD L  A + ++       R +  Y     G ++   +A+  
Sbjct: 201 LDHLPGVGGDTLWSSGYAAYDKLSPAFQKVLDGLEGLYRSAHSYPNPVTGELEPIINAH- 259 
 
Query: 184 GYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
                       P+V+VHP TG  +L +  R+   I G + +E++  L+ L     Q P  
Sbjct: 260 ------------PIVRVHPATGWKALFVNSRYTIGIKGFEQSEAQAILQKLFQVYEQNPD 307 
 
Query: 243 VHAH-QWAAGDVVVWDNRCLLHRA 265 
                +W      +WDNR  +H A 
Sbjct: 308 TQVRFRWTPRSSALWDNRVSIHSA 331 
 
 
>emb|CBJ18760.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG +      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDMICEHSLMYSRGSLGFLD-----YTDEEKQLFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIKGMTVPEARLLLRDLTEHATQPEFVYVHKWTLHDL 106 
 
 
>gb|ADC33966.1| TfdA-like protein [uncultured bacterium] 
          Length = 123 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 49/129 (37%), Positives = 62/129 (48%), Gaps = 9/129 (6%) 
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Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVY-SQSKLGHVQQA-GSAYIGYGMDTTATP 193 
           T F DM AAYDAL E  R  +   + +H   Y +  KL     A     +G G      P 
Sbjct: 1   TEFCDMYAAYDALPEVLRKRIRGATIKHDTAYDTNRKLRRDAVAVDDPRLGDG------P 54 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHA-HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
             P+V  HP+TG  SL +GR   H + G    ES   L+ L   A Q     +H W  GD 
Sbjct: 55  DHPIVSTHPDTGCNSLFLGRRPRHYVNGYTLEESAALLDVLWAHATQPRFRISHAWRQGD 114 
 
Query: 253 VVVWDNRCL 261 
           VV+WDNRC+ 
Sbjct: 115 VVMWDNRCV 123 
 
 
>ref|XP_003042297.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
 gb|EEU36584.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
          Length = 378 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 76/278 (27%), Positives = 114/278 (41%), Gaps = 34/278 (12%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++T   A +G  + G+ L  L +     L     + +++ F  Q LS  QQ    + +G  
Sbjct: 85  KVTDLTAHIGTEIEGLQLKDLTNEQRDELALLIAERSVVFFRDQDLSPQQQKELGEWYGE 144 
 
Query: 67  IE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +E      ++ G   V+I       T R   PA      +   G   WH D  +    A  
Sbjct: 145 VEVHPQVAQVPGLPGVSIIWPDLQATER---PA----TFRQPGGASRWHTDLVHERQPAG 197 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                 + VP+VGG T +A   AAY+ L    R ++  RSA +   +         +AG  
Sbjct: 198 ITHLHNDTVPSVGGDTLWASGYAAYEKLSPEFRKIIDGRSAVYRSAHPYLDRDD-PEAGP 256 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
            YI          + PLV+VHP TG  +L + R     I G+D AES+  L  L D   + 
Sbjct: 257 KYIER--------IHPLVRVHPATGWKALWVNRAMTDRIVGLDKAESDIILGYLYDVYEK 308 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRAEPWDF--KLPR 274 
              +    +W     V+WDNR        WD+  K PR 
Sbjct: 309 NIDIQLRWRWTPRTSVLWDNR--------WDYSGKEPR 338 
 
 
>gb|AAS64593.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 46/126 (36%), Positives = 60/126 (47%), Gaps = 9/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMRAAYD L    ++ +    A H  + S+  LG    + +          A P   
Sbjct: 1   TEFCDMRAAYDELPADLKSELEGLHAEHYALNSRFVLGDTDYSEA-------QRNAMPPV 53 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 54  TWPLVRTHAGSGRKFLFIGAHAGRIEGRPLAEGRMLLAELLEHATQRRFVYRHSWEVGDL 113 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 114 VMWDNR 119 
 
 
>ref|YP_002799362.1| TauD/TfdA family taurine catabolism dioxygenase [Azotobacter 
           vinelandii DJ] 
 gb|ACO78387.1| Taurine catabolism dioxygenase TauD/TfdA family [Azotobacter 
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           vinelandii DJ] 
          Length = 317 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 60/243 (24%), Positives = 94/243 (38%), Gaps = 18/243 (7%) 
 
Query: 27  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER---IGGGDIVAISNVKA 83 
           LD+     L  A     +L    Q L+ +Q +  A  FG + +       D      V A 
Sbjct: 44  LDEPVREELRQALRDFEVLFLTPQELTPEQHLELASVFGPVAQGAYFPRKDSHPQIEVLA 103 
 
Query: 84  DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 143 
           +   R   PA  D           WH+D T++     G       +PA GG T +A M   
Sbjct: 104 NDARR---PASVDH----------WHSDLTWLEEPPAGVAIQLVEIPANGGNTAWASMSK 150 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+ AL    +  +    A H+   SQ +  ++   G   +   +        P+V+ HP+ 
Sbjct: 151 AFAALSPGLQEYLRGLRATHTWEISQWR-NYLANLGEEVLLNSIRRFKPVSHPVVQKHPQ 209 
 
Query: 204 TGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 262 
           +G+  L +       I  +   ES   L  L +W  Q   VH+H+W    + +WDN     
Sbjct: 210 SGKEILYVNETFTRNIDDVPPQESREILRFLCEWLKQPEFVHSHRWQRNGIAIWDNLATQ 269 
 
Query: 263 HRA 265 
           H A 
Sbjct: 270 HYA 272 
 
 
>gb|ADC34026.1| TfdA-like protein [uncultured bacterium] 
          Length = 201 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 57/207 (27%), Positives = 85/207 (41%), Gaps = 7/207 (3%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA++ G    IG      I +     +V +   A+ +   +       WH D T   
Sbjct: 1   QQIAFARQMGQ-PTIGHAVFGHIEDFPEIYSVAKFRTAQTNRGARPQRPWTGWHTDITAA 59 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
               + ++     +P  GG T + ++  AY    E  R +V      H     Q+  G   
Sbjct: 60  LNPPKASILRGVTIPPYGGDTFWTNLAVAYQGPSETMRGIVDGLRGVHRF---QAPAGTA 116 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
           +    AY             P+V+VHPETG   L +      AI G+ A ESE  LE L  
Sbjct: 117 K--SQAYDESVRRREMETEHPIVRVHPETGERVLYVSPSFLKAIVGLTARESEMMLELLW 174 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           +   +       +W AGD+ +WDNRC+ 
Sbjct: 175 EHVVRPEYTVRFKWEAGDIAMWDNRCV 201 
 
 
>ref|XP_002152850.1| alpha-ketoglutarate-dependent taurine dioxygenase [Penicillium 
           marneffei ATCC 18224] 
 gb|EEA19913.1| alpha-ketoglutarate-dependent taurine dioxygenase [Penicillium 
           marneffei ATCC 18224] 
          Length = 374 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 70/274 (25%), Positives = 106/274 (38%), Gaps = 21/274 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQ 57 
           +  +T +I+     +G+ V GV L  L DA    L     +  ++ FP Q L +   ++Q 
Sbjct: 72  LLSSTARISHIQPCIGSIVEGVQLNKLSDAAKDELALLIAERKVVAFPDQDLIDAGPEEQ 131 
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Query: 58  ITFAKRFGA--IERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            +F + FG    + I G          +  DG V      E +  ++       WH D + 
Sbjct: 132 YSFMRHFGKPNYQPISGSMKGYPGFHIIHRDGNV-----DEINRFLEQRTTTTLWHQDVS 186 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y        +      P VGG T FA   AAY  L    ++ +    A H+   S   +  
Sbjct: 187 YEIQPPAYVMLGLLQGPDVGGDTVFAATDAAYKRLSPTFQSFIDNLKAVHT---SAKMIA 243 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEG 232 
           H +  G    G         + PLV+VHP TG   L I G     I G+   E     +  
Sbjct: 244 HARLTG----GLVRKDPVESVHPLVRVHPVTGEKCLFINGEFITKIQGLKEPEFRVLQDF 299 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L+          A  +W    VV++DNR  +H A 
Sbjct: 300 LMQHLITGHDFQARVRWQPRTVVMFDNRSTIHSA 333 
 
 
>emb|CBJ18836.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 41/110 (37%), Positives = 58/110 (52%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+++LG      S +      +    L  LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDLVCEHSLIYSRARLG-----FSNFTDEERHSMRPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRPEAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>emb|CBJ18778.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 68.2 bits (165), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 42/111 (37%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALDE TR  +      HSL+YS+  LG +      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDEETRTEIEDMICEHSLMYSRGSLGFLD-----YSEEEQQLFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAILGMSMPEARLLLRDLTEHATQPQFVYVHKWKVHDL 106 
 
 
>ref|XP_748422.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
 gb|EAL86384.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
          Length = 388 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 65/260 (25%), Positives = 106/260 (40%), Gaps = 15/260 (5%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-RIGGG 73 
           +G  + G+ L  L+D     L     + +++ F  Q +S  QQ    + FG +E       
Sbjct: 93  IGTEIVGLQLKDLNDKQKDELGLLIAERSVVFFRDQDISPQQQKELGEWFGEVEVHPQVP 152 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +  +  V       Q   AE     +   G   WH D  +    A       + VP++G 
Sbjct: 153 QVPGVPGVTVLWPALQA--AETPAAFRRPGGASRWHTDLVHERQPAGVTHLHNDTVPSIG 210 
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Query: 134 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 193 
           G T +A   AAY+ L  + R  +  ++A +   +      H ++ G  Y+           
Sbjct: 211 GDTLWASGYAAYEKLSPSFRQFIDGKTAIYRSAHPYLDRKHPEK-GPVYVERE------- 262 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAG 251 
             PLV+VHP TG  +L + R     I G+D AES+  L  L D   +   +    +W    
Sbjct: 263 -HPLVRVHPATGWKTLWVNRAMTVRIVGLDKAESDVILGYLCDVYEKNIDIQVRFKWTPR 321 
 
Query: 252 DVVVWDNRCLLHRAEPWDFK 271 
              +WDNR  +H    WD++ 
Sbjct: 322 TSALWDNRITIHNVS-WDYE 340 
 
 
>emb|CBJ18775.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 56  VHRRKSLYLSSHAGAIKGMSMPEARLLLRDLTEHATQPTFVHVHKWTLHDL 106 
 
 
>ref|XP_659804.1| hypothetical protein AN2200.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA63857.1| hypothetical protein AN2200.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF86370.1| TPA: alpha-ketoglutarate-dependent taurine dioxygenase 
           (AFU_orthologue; AFUA_8G02210) [Aspergillus nidulans 
           FGSC A4] 
          Length = 383 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 77/278 (27%), Positives = 112/278 (40%), Gaps = 33/278 (11%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++TPT   +G+ VTGV L++L  AG   L     Q  ++ F  Q  + D  I  A +FG+ 
Sbjct: 90  KLTPT---IGSEVTGVQLSSLSAAGKDQLALLVAQRKVVAFRDQDFA-DLPIADALKFGS 145 
 
Query: 67  IERIGGGDIVAISNVKADGTV------RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
                G   +  ++ + +G        R  S  E D         +AWH+D TY       
Sbjct: 146 Y---FGRHHIHPTSGQPEGYPEIHLVHRHSSKGELDAFFADRNSTVAWHSDVTYEAQPPG 202 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                    P VGG T F D   AY  L  A +  +H   A HS  + Q++    +Q G  
Sbjct: 203 TTFLYILDTPEVGGDTAFVDQVEAYRRLSPAIKERLHGLKAVHS-GFEQAEFS--RQRG- 258 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA------------HAIPGMDAAESER 228 
              G           P+V+ HP TG  +L +                 +I G+   ES+  
Sbjct: 259 ---GVVRRDPVKNEHPIVRTHPVTGEKALFVNGGCLKKDPADGCAVTRSIVGLKKEESDA 315 
 
Query: 229 FLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            L  L++   +     A  +WA   VVVWDNR   H A 
Sbjct: 316 LLGFLLNHVGRGIDYQARIKWAPRTVVVWDNRVTAHSA 353 
 
 
>gb|ACG80578.1| TfdA [uncultured bacterium] 
          Length = 120 
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 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 40/122 (32%), Positives = 60/122 (49%), Gaps = 3/122 (2%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           F DMRAA++AL    +A +      HS++ S+ + G   +   A     +      + PL 
Sbjct: 2   FGDMRAAWNALPPERQAQLEHLQVVHSILRSREQTGFTVEKFDAQT---LKDHPPAVHPL 58 
 
Query: 198 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 257 
           V+ HP  GR SL +  HA  I G         +E L+ +A Q   V++H W   D+V+WD 
Sbjct: 59  VRTHPCNGRKSLYLASHASHIVGWPLERGRALIEELIAFATQPRFVYSHSWQLHDLVMWD 118 
 
Query: 258 NR 259 
           NR 
Sbjct: 119 NR 120 
 
 
>ref|XP_001273439.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
 gb|EAW12013.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
          Length = 376 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 72/273 (26%), Positives = 107/273 (39%), Gaps = 29/273 (10%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +++T     +G+ V GV L+ L +A    L     +  ++ FP Q L  D      +RF  
Sbjct: 86  VKVTEIQPQIGSIVEGVQLSQLSNAAKDELALLVSERKVVAFPAQDLI-DAGPEHLERF- 143 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQH----------SPAEWDDMMKVIVGNMAWHADSTYM 115 
            +   G  +   +S     GTVR H          +  E    ++       WH D +Y  
Sbjct: 144 -MSHFGKPNYQPVS-----GTVRNHPGFHIIHRDGNKQEIARFLEQRTTTTLWHQDVSYE 197 
 
Query: 116 PVMAQGAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
            +   G V    +  P VGG T FA    AY  L     + +    A HS   S   + H 
Sbjct: 198 -IQPPGYVMLGLLEGPEVGGDTVFAATDMAYKRLSPTFTSFLDGLRAVHS---SAKMINH 253 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGL 233 
            +  G       +DT    + PLV+VHP TG   L I G     I G+   E     + L 
Sbjct: 254 TRLMGGLVRKDPVDT----VHPLVRVHPVTGEKCLFINGEFITRIQGLKEPEQRYLTDFL 309 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +          A  +W    +V++DNRC +H A 
Sbjct: 310 MQHIVTGHDFQARVRWQPKTIVIFDNRCTIHSA 342 
 
 
>emb|CBJ19198.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 42/110 (38%), Positives = 58/110 (52%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+YS+++LG      S +      +    L  LV  HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRAQLG-----FSNFTDEERHSMRPVLHKLVCTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRPEAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>ref|XP_001483210.1| hypothetical protein PGUG_05165 [Meyerozyma guilliermondii ATCC 
           6260] 
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 gb|EDK41067.1| hypothetical protein PGUG_05165 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 403 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 74/283 (26%), Positives = 107/283 (37%), Gaps = 51/283 (18%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           Q+TP    +G  + G+ L  L++     L     +  +++   Q LS  +Q+   K +G  
Sbjct: 111 QLTPQ---VGTELVGIQLEKLNEKQLDELALLIAERVVVVIRNQDLSPQKQLAIGKYYGE 167 
 
Query: 67  IE------RIGG--GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           +E       + G  G     S     G +  +            + N  WH D  +     
Sbjct: 168 VEVHPLVAHVPGYPGITTVWSKFNRGGPLISYQKG---------IHN-GWHQDMDHERSP 217 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           A       + VP VGG T FA   AAYD L +  +  + +R+A H   +S  K  +V  A 
Sbjct: 218 AGITHLHLDSVPEVGGDTGFASGYAAYDKLSKTLQEFLEKRTALHRSAHSYLKRDNVLAA 277 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL---- 233 
               +            PLV  HP TG  SL + R H   I G++ +ES   LE L     
Sbjct: 278 PEPIVRE---------HPLVITHPATGWKSLFVNRAHTFKIVGLEDSESAVLLEYLFSVY 328 
 
Query: 234 ---------VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
                    V W    P         G  V+WDNR   H A P 
Sbjct: 329 ERNLDVQTRVTWQPTEP-------GLGTSVLWDNRISQHIAIP 364 
 
 
>emb|CBJ18750.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 42/112 (37%), Positives = 56/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+ TRA++      HSL+YS+  +G  +                P+R  LV+ H 
Sbjct: 1   AAYDALDDKTRAMIEDVVCEHSLMYSRGSMGFTELTDDE------KAMMKPVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA  I G    ES  FL  L + A Q   V+ H+W   D+ 
Sbjct: 55  PVTGRKSLYLSSHAGNIVGWLVPESRDFLRDLNEHATQRELVYVHRWRQYDL 106 
 
 
>ref|ZP_01692308.1| putative dioxygenase [Microscilla marina ATCC 23134] 
 gb|EAY26667.1| putative dioxygenase [Microscilla marina ATCC 23134] 
          Length = 298 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 57/258 (22%), Positives = 104/258 (40%), Gaps = 35/258 (13%) 
 
Query: 26  TLDDAGFAALHAAWLQHALLIFPGQHLSND--QQITFAKRFGAIERI--------GGGDI 75 
           T D      +  A  ++ L++  GQ++ ++  + + F ++ G  +             ++ 
Sbjct: 30  THDAPELEEIRQAIYRNKLIVIKGQNMGDNPAEYVEFTRKLGTPQVYFQENYHHPDFPEV 89 
 
Query: 76  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 135 
              SN+  +G           + + V      WH D  +          +  V+P      
Sbjct: 90  FVSSNINKEG-----------EKVGVAGTGKYWHTDCQFEQKPLSFTSITPVVIPNTVRA 138 
 
Query: 136 TCFADMRAAYDALDEATRALV------HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
           T + DM   Y+ L    +ALV      H  + R+ +     +   + ++    I Y M+  
Sbjct: 139 TYYIDMHKVYENLPADLKALVEGATMIHGGNNRYKV-----QPCDIDKSIQQLIDY-MNE 192 
 
Query: 190 TATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 247 
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              P+  P V  HP  G   L +       I G+   E+E+ ++ L D+  Q   +H H  
Sbjct: 193 IVPPVEHPAVIEHPVNGDKILYMSSGFTMKIKGLTYEENEKAMKALFDFIEQEKHIHTHS 252 
 
Query: 248 WAAGDVVVWDNRCLLHRA 265 
           W AGD+++WDNR LLH + 
Sbjct: 253 WDAGDLIIWDNRYLLHMS 270 
 
 
>ref|XP_001261550.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
 gb|EAW19653.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
          Length = 376 
 
 Score = 67.8 bits (164), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 69/267 (25%), Positives = 103/267 (38%), Gaps = 35/267 (13%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIERIG 71 
           +G+ V GV L+ L DA    L     +  ++ FP Q L +   ++   F + FG       
Sbjct: 95  IGSVVEGVQLSQLSDAAKDELALLVSERKVVAFPAQDLIDAGPEKLEQFMRHFGKP---- 150 
 
Query: 72  GGDIVAISNVKADGTVRQH----------SPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                  +     GTVR H          +  E    ++       WH D +Y  +   G 
Sbjct: 151 -------NYQPVSGTVRDHPGFHIIHRDGNRQEIARFLEQRTTTTLWHQDVSYE-IQPPG 202 
 
Query: 122 AVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            V    +  P VGG T FA    AY  L     + +    A HS   S   + H +  G  
Sbjct: 203 YVMLGLLEGPEVGGDTVFAATDMAYKRLSPTFTSFLDGLRAVHS---SAKMINHTRLIGG 259 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                 +DT    + PLV++HP TG   L I G     I G+   E    ++ L+      
Sbjct: 260 LVRKDPVDT----VHPLVRIHPVTGEKCLFINGEFITRIQGLKEPEQRYLIDFLMQHIMT 315 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                A  +W    +V++DNRC +H A 
Sbjct: 316 GHDFQARVRWQPKTIVIFDNRCTIHSA 342 
 
 
>ref|ZP_02414615.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 14] 
 ref|ZP_02458875.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 9] 
          Length = 176 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 48/141 (34%), Positives = 65/141 (46%), Gaps = 5/141 (3%) 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGHVQQAGSAYIG 184 
           +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H   A       
Sbjct: 3   LPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLHDPVAKEYRKK 62 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
           Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L     +      
Sbjct: 63  YAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQAHITRLENTV 121 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRA 265 
              WAAGDV +WDNR   H A 
Sbjct: 122 RWHWAAGDVAIWDNRSTQHYA 142 
 
 
>ref|ZP_03545787.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
 gb|EED70073.1| Taurine dioxygenase [Comamonas testosteroni KF-1] 
          Length = 303 
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 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 67/302 (22%), Positives = 124/302 (41%), Gaps = 41/302 (13%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           + T +++      +G  V+G+ L   + +     L  A + H +L+F  Q+++  Q + F 
Sbjct: 19  SSTGIELRRISPAIGVEVSGIDLRQPMSEEQTRELRQALVAHKVLVFREQNITPAQHVAF 78 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM-----KVIVGNMAWHADSTYM 115 
           A+RFG +E                  V  H P   + ++     KV      +H D ++  
Sbjct: 79  ARRFGELEL---------------HPVFPHHPDHAELVLLGGNSKVPGTENVYHTDVSWR 123 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS-QSKLGH 174 
              +  +V      P VGG T + +M  AY+ L E  +  +    A H ++ S  +++   
Sbjct: 124 ETPSMASVLRCVECPEVGGDTVWINMEQAYEQLPETRKQQIAGLYAVHDILPSFGARMTP 183 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-----HAHAIPGMDAAESERF 229 
            +QA +             + P+V+ HPE+GR  L +        A+     D+  S    
Sbjct: 184 AEQAQA------RGKYPPVVHPVVRTHPESGRKILYVNETFVTHFANFSSNFDSFRSANE 237 
 
Query: 230 L----EGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 281 
           +    + L+D+  + P +  +Q    W    + +WDNR   H A    F + R M  + + 
Sbjct: 238 IHAQQQDLMDYLLRQPAILEYQMRLHWEPNTIAMWDNRSTQHYAIQDYFPVVRRMHRATV 297 
 
Query: 282 AG 283 
            G 
Sbjct: 298 KG 299 
 
 
>ref|ZP_02484885.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           [Burkholderia pseudomallei 7894] 
          Length = 176 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 48/141 (34%), Positives = 65/141 (46%), Gaps = 5/141 (3%) 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY----SQSKLGHVQQAGSAYIG 184 
           +P  GG T +A+  AAY  L  + + LV +  A H   +    S+ +L H   A       
Sbjct: 3   LPDAGGDTVWANTVAAYQHLPSSLQDLVDKLWAVHGNDFDYAASRVELLHDPVAKEYRKK 62 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
           Y      T   P+V++HPETG  SLL+G +A      D  +S R  E L     +      
Sbjct: 63  YAAQVIKTE-HPVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQAHITRLENTV 121 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRA 265 
              WAAGDV +WDNR   H A 
Sbjct: 122 RWHWAAGDVAIWDNRSTQHYA 142 
 
 
>emb|CBJ18745.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 56/111 (50%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A +   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAILGMSVPEARLLLRDLTEHATKPEFVYVHKWTLHDL 106 
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>gb|ADI34074.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 4HD6] 
          Length = 118 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 42/122 (34%), Positives = 59/122 (48%), Gaps = 7/122 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  ++S+  LG  + + S            P+  P 
Sbjct: 2   FCDMRAAYDDLPEDFKKELQGLRAEHYALHSRFILGDTEYSES------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           L++ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+W 
Sbjct: 56  LIRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVMW 115 
 
Query: 257 DN 258 
           +  
Sbjct: 116 ET 117 
 
 
>ref|XP_001389970.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           niger CBS 513.88] 
 emb|CAK38041.1| unnamed protein product [Aspergillus niger] 
          Length = 372 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 64/274 (23%), Positives = 107/274 (39%), Gaps = 31/274 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           +Q+T    T+G  + G+ L+ L  AG   L     +  ++ F  Q  ++   D+ + FA+ 
Sbjct: 86  VQVTHLTPTIGTEIRGIQLSQLSAAGKDQLARYVAERKVVAFRAQDFASLPIDKAVDFAR 145 
 
Query: 63  RFGAI-------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            FG +          G  ++  +     D + + +        ++    ++AWH+D +Y  
Sbjct: 146 YFGPLHIHPTSGSPEGFPEVHLVHRAAGDRSAQAY--------LQTRTTSVAWHSDVSYE 197 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                         P  GG T F+D   AY  L  A +  +H     HS          V 
Sbjct: 198 AQPPGTTFLYILEKPEAGGDTLFSDTVQAYRRLSPAIQERLHGLEVVHS---------GV 248 
 
Query: 176 QQAGSAYIGYGM--DTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
           +QA ++    G+          P+V+ HP TG  +L +  +    + G+   ES   L+  
Sbjct: 249 EQANTSLSRGGILRRDPVVSTHPIVRTHPVTGEKALFVNPQSGREVVGLKQEESSMLLKF 308 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L D            +W    VVVWDNR   H A 
Sbjct: 309 LYDHIASGADFQVRVRWEENSVVVWDNRVTQHTA 342 
 
 
>gb|ADI34073.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 4HD5] 
 gb|ADI34077.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 10DK.3] 
          Length = 118 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 42/122 (34%), Positives = 59/122 (48%), Gaps = 7/122 (5%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  ++S+  LG  + + S            P+  P 
Sbjct: 2   FCDMRAAYDDLPEDFKKELQGLRAEHYALHSRFILGDTEYSES------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
           L++ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+W 
Sbjct: 56  LIRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVMW 115 
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Query: 257 DN 258 
           +  
Sbjct: 116 ET 117 
 
 
>emb|CAY25791.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 61/110 (55%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV------------AISN 80 
           A + A   ++A+L+FPGQ +++DQQ+ FA  FG  E++ GG++              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFPGQDVTDDQQLAFALNFGEREQVHGGNVTRKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   DD   +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----KPLPRDDRTHLFNLGNSLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_713492.1| putative taurine dioxygenase [Frankia alni ACN14a] 
 emb|CAJ61925.1| putative Taurine dioxygenase [Frankia alni ACN14a] 
          Length = 266 
 
 Score = 67.4 bits (163), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 74/262 (28%), Positives = 100/262 (38%), Gaps = 34/262 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L I P     GA V G+ L T L     A L     +H +L+F  Q L     + FA+ F 
Sbjct: 12  LTILPLSPRFGAEVGGIDLRTDLTPERRALLRTLLFEHGVLVFRDQALDTAGHVAFAEAF 71 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G I       +V  S V  +       PA    + +V  G++ WH D++ +P      V  
Sbjct: 72  GQI-------LVFTSVVDPE-------PAR-PGVHEVHGGSVGWHFDASSLPAPPVATVL 116 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
            A  VPA G  T +A   AAY AL    RAL   R   H               G   +  
Sbjct: 117 RAVRVPAEGNDTLWASGVAAYQALTPELRALATGRYVTH---------------GRGVVR 161 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGR---HAHAIPGMDAAESERFLEGLVDWACQAP 241 
              D        LV+ HP TG   L I      +  I GM   +S+  +  L     +   
Sbjct: 162 GPDDERPVVAHRLVRRHPHTGEHYLYINLPDWDSPLILGMSPDDSDALVAELRAAYLRPE 221 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLH 263 
                 W  G +V+WDN  +LH 
Sbjct: 222 HQIRLHWTPGTIVLWDNLAVLH 243 
 
 
>emb|CBJ18744.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 43/114 (37%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALDE T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDEDTKAEIDDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSIPEARLLLRDLTEHATQPEFVHVHKWTLHDL 106 
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>ref|XP_001816815.2| alpha-ketoglutarate-dependent sulfonate dioxygenase [Aspergillus 
           oryzae RIB40] 
          Length = 351 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 62/271 (22%), Positives = 111/271 (40%), Gaps = 35/271 (12%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           ++G  +  V L+ L++     L     +  ++ F  Q L+ ++Q+   + +G +++     
Sbjct: 70  SIGTLLEDVQLSQLNEQQLDELALLVTERGVVFFRDQDLTTEKQVELFQHYGVLDKHPAQ 129 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW-----HADSTYMPVMAQGAVFSAEV 128 
                 N+   G+   H         + I     W     HAD+++       ++   E  
Sbjct: 130 KDQKFVNIH--GSREDH---------REIANYTPWPSGEFHADTSFEINPPSYSLLRMEE 178 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
            PAVGG T +      YDAL +A +  +    A H+     S+L ++         +G+  
Sbjct: 179 HPAVGGDTAWVSQYGLYDALSDAYKKFLDGLHAVHT-----SRLQYL---------WGVG 224 
 
Query: 189 TTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
               P+    P V+ HP TG  +L +          +   ES++ L+ L      A   + 
Sbjct: 225 PNRPPIDTHHPAVRTHPVTGLKALNVNNGFVTGFAELKKLESDKLLDFLSHHIHAADDHY 284 
 
Query: 245 AH-QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
              +WA G V +WDNRC +HR  P  +K  R 
Sbjct: 285 VRWKWAVGSVAMWDNRCTVHRVIPGRYKENR 315 
 
 
>ref|YP_728585.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
 emb|CAJ95220.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
          Length = 301 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 74/300 (24%), Positives = 123/300 (41%), Gaps = 44/300 (14%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  +I+P    LGA V  + LA  LDD   +AL  A ++H +L+F  Q ++  Q +  A+ 
Sbjct: 27  TVSRISPA---LGAEVGSIDLAAPLDDDTISALRRALVEHKVLVFRDQDITPAQHVALAR 83 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEW---DDMMKVIVGNMAWHADSTYMPVMA 119 
           RFG +E            V       +  P       D  K  + N  +H+D ++  + + 
Sbjct: 84  RFGELE------------VHPAFPHHEQFPELVLLGGDERKPAMEN-GYHSDVSWRELPS 130 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS-QSKLGHVQQA 178 
            G++      P +GG T + +M  AY+ L +  +  +    A H +  +   K+   QQ  
Sbjct: 131 MGSMLRCAQCPEIGGDTVWVNMALAYERLPDHRKQQIEGLLAVHDIGPAFGDKMTPEQQR 190 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG--------RHAHAIPGMDAAESERFL 230 
               + +          P+V+ HPE+G   L +               P   A ES+    
Sbjct: 191 QFPPVAH----------PVVRTHPESGEKILYVNSGFVTHFANFKSRNPLRGAFESQSEK 240 
 
Query: 231 EGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
           + L+D+  + P +  +Q    W    +  WDNR   H A    F   R M  + + G RP 
Sbjct: 241 QDLLDYLFRQPAILEYQMRLRWRPNTIAFWDNRSTQHYAIQDYFPAVRRMMRATIIGDRP 300 
 
 
>emb|CAY27450.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 51/127 (40%), Positives = 68/127 (53%), Gaps = 11/127 (8%) 
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Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT--- 192 
           T FADMRAAYDALD+  +A +      HSL+YS+  LG        ++ Y  +  A     
Sbjct: 1   TEFADMRAAYDALDDDAKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKP 52 
 
Query: 193 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            L+ LV+ HP   R SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D 
Sbjct: 53  VLQRLVRTHPVHRRKSLYLSSHAGAILGMSMPEARLLLRDLTEHATQREFVYVHKWTLHD 112 
 
Query: 253 VVVWDNR 259 
           +V+WDNR 
Sbjct: 113 LVMWDNR 119 
 
 
>ref|ZP_08209666.1| taurine dioxygenase [Novosphingobium nitrogenifigens DSM 19370] 
 gb|EGD58043.1| taurine dioxygenase [Novosphingobium nitrogenifigens DSM 19370] 
          Length = 259 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 73/265 (27%), Positives = 112/265 (42%), Gaps = 20/265 (7%) 
 
Query: 27  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA--IERIGGGDIVAISNVKAD 84 
           L D   A L AA ++  +L F  Q L+  +Q   A  FG   I  I      +  NV    
Sbjct: 7   LTDEARAELKAALVERQVLFFRDQTLTEVEQRDLAAGFGPLHIHPI----YPSAPNVPEI 62 
 
Query: 85  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 144 
             +        D  +  +  N  WH+D ++    + GAV  A+ VP VGG T +A   AA 
Sbjct: 63  MVL--------DTALNDLRDNATWHSDVSFTKSPSFGAVLLAKQVPEVGGDTLWASAAAA 114 
 
Query: 145 YDALDEATRALVHQRSARHSLV--YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           YDAL E  +  +    A H +   +   + G  ++     +     +      P+++  P 
Sbjct: 115 YDALPEGMKTWLATLEATHDIAKSFPAERFGFDEET-KLKLEAAKRSNPPITHPVIRTLP 173 
 
Query: 203 ETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           +TGR  + +       I GM+   +E  L  L     +       +W AGDV +WDNR   
Sbjct: 174 DTGRKVIFVSEGFTTGIVGMEPPLAEPLLAMLFAHVIRPEFTVRWKWRAGDVAIWDNRST 233 
 
Query: 262 LHRAEPWDF-KLPRVMWHSRLAGRP 285 
            H A  +D+ K  RVM  + + G P 
Sbjct: 234 QHYAT-YDYGKTRRVMNRATIVGDP 257 
 
 
>gb|EFY87660.1| alpha-ketoglutarate-dependent taurine dioxygenase [Metarhizium 
           acridum CQMa 102] 
          Length = 382 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 73/271 (26%), Positives = 106/271 (39%), Gaps = 26/271 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           Q+TPT   +G+ V+G+ L++L DAG   L     +  ++ F  Q  + D  I  A ++G  
Sbjct: 95  QLTPT---IGSEVSGIQLSSLSDAGKDELAHFVAKRKVVAFRNQDFA-DLSIPDALKYG- 149 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQH--SPAEWDD----MMKVIVGNMAWHADSTYMPVMAQ 120 
            E  G   I   S    +G    H     E D       +    ++AWH+D +Y       
Sbjct: 150 -EYFGRHHIHPTSGA-PEGYPEIHLVHRGEGDKGAAQFFEARTSSVAWHSDVSYEKQPPG 207 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                    P  GG T F D   AY+ L    +  +H   A HS +   +       A + 
Sbjct: 208 TTFLYILNKPETGGDTLFVDAVQAYNRLSPLFQERLHGLRATHSGIEQVN-------AAA 260 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-----AHAIPGMDAAESERFLEGLVD 235 
           A              P+V+ HP TG  +L I           I G+   ES+  L+ L D 
Sbjct: 261 ARNSIKRREPVVNDHPIVRTHPATGEKALYINPQYATIVTREILGLKREESDAILKFLYD 320 
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Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                    A  +W  G VV+WDNR   H A 
Sbjct: 321 HLAYGADFQARVKWEEGTVVIWDNRVTQHTA 351 
 
 
>gb|ADC34009.1| TfdA-like protein [uncultured bacterium] 
          Length = 195 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 57/214 (26%), Positives = 92/214 (42%), Gaps = 27/214 (12%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA++FG          +    +K        +P    +  +V  G + WH+D++Y+ 
Sbjct: 1   QQIAFAQQFG--------QPMEYPQLKGLPECPLVTPVIKLEHERVNFGGV-WHSDTSYL 51 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQSK 171 
                 ++  A   P  GG T FA    AY+ L E  +     L+   S+  + V S+S+ 
Sbjct: 52  ERPPMASMLYAVETPPAGGDTIFATQYLAYETLSEGLQRILAGLIGINSSTKAEV-SRSR 110 
 
Query: 172 LGHVQQAGSAY---IGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE 227 
              +++AG+ +   IG           P+V+ HPETGR +L +   H     G  A ES  
Sbjct: 111 EDRLREAGAEHKVLIGE---------HPVVRTHPETGRKALYVNAGHTTNFKGFTAEESA 161 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
             L  L +   +        W  G +  W+NRC+ 
Sbjct: 162 PLLSYLFNHQVRPEFTCRFYWEPGSLAFWENRCV 195 
 
 
>emb|CBJ18952.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           A YDALD  TRA +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AGYDALDGETRAEIEDMVCEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQPEFVYVHKWTLHDL 106 
 
 
>ref|XP_001483830.1| hypothetical protein PGUG_04559 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 423 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 69/279 (24%), Positives = 110/279 (39%), Gaps = 44/279 (15%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           +G  + G+ L+ L+D     L     +  ++ F  Q LS  +Q+   K FG +E       
Sbjct: 128 VGTEIVGLQLSELNDKQKDELALLIAERVVVFFRDQDLSPQKQLELGKYFGQVEVHAQVP 187 
 
Query: 69  ----RIGGGDIVAISNVKADGTVRQHS-PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
                + G D+  IS +  D     +  P  +      I GN  WH D  +    A     
Sbjct: 188 RVPNGVDGKDLNGISVIWQDYAREYYGLPLTFKSS---IGGNSQWHTDLVHEFQPAGITH 244 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLG---HVQ 176 
              + +P+VGG T +A    AYD L  A +  +  ++A     HS +  ++ L    H++ 
Sbjct: 245 LHNDAIPSVGGDTLWASGYGAYDKLSPALQQFLDGKTAIYRSAHSYINRENPLNGPRHIE 304 
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Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
           +                  P+++ HP TG  SL + R     I G++  ES   LE L   
Sbjct: 305 RE----------------HPIIRTHPATGWKSLFVNRSMTVRIVGLNPEESRILLEYLFG 348 
 
Query: 236 WACQAPRVHAH-QWAA----GDVVVWDNRCLLHRAEPWD 269 
              +   +     W +    G   +WDNR   H A  WD 
Sbjct: 349 VFEKNLDIQVRFNWKSKPGLGTSALWDNRISQHNA-VWD 386 
 
 
>emb|CBJ18724.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 42/114 (36%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP  GR SL +  HA AI GM   E    L  L + A  A  V+ H+W   D+ 
Sbjct: 53  THPVHGRKSLYLSSHAGAIRGMSVPEGRLLLRDLTEHATSAEFVYVHKWTVHDL 106 
 
 
>gb|EDK40461.2| hypothetical protein PGUG_04559 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 423 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 69/279 (24%), Positives = 110/279 (39%), Gaps = 44/279 (15%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER----- 69 
           +G  + G+ L+ L+D     L     +  ++ F  Q LS  +Q+   K FG +E       
Sbjct: 128 VGTEIVGLQLSELNDKQKDELALLIAERVVVFFRDQDLSPQKQLELGKYFGQVEVHAQVP 187 
 
Query: 70  -----IGGGDIVAISNVKADGTVRQHS-PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
                + G D+  IS +  D     +  P  +      I GN  WH D  +    A     
Sbjct: 188 RVPNGVDGKDLNGISVIWQDYAREYYGLPLTFKSS---IGGNSQWHTDLVHEFQPAGITH 244 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLG---HVQ 176 
              + +P+VGG T +A    AYD L  A +  +  ++A     HS +  ++ L    H++ 
Sbjct: 245 LHNDAIPSVGGDTLWASGYGAYDKLSPALQQFLDGKTAIYRSAHSYINRENPLNGPRHIE 304 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
           +                  P+++ HP TG  SL + R     I G++  ES   LE L   
Sbjct: 305 RE----------------HPIIRTHPATGWKSLFVNRSMTVRIVGLNPEESRILLEYLFG 348 
 
Query: 236 WACQAPRVHAH-QWAA----GDVVVWDNRCLLHRAEPWD 269 
              +   +     W +    G   +WDNR   H A  WD 
Sbjct: 349 VFEKNLDIQVRFNWKSKPGLGTSALWDNRISQHNA-VWD 386 
 
 
>ref|YP_001701411.1| putative dioxygenase [Mycobacterium abscessus ATCC 19977] 
 emb|CAM60757.1| Putative dioxygenase [Mycobacterium abscessus] 
          Length = 289 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 68/272 (25%), Positives = 102/272 (37%), Gaps = 32/272 (11%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI---- 67 
           G  LGA VTG+    LD      +     +H L++  G H + +Q I   +  G I     
Sbjct: 7   GEGLGAQVTGIDPGNLDGITTEEIRELVYRHKLVVLKGVHPTPEQFIELGRLIGEIVPYY 66 
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Query: 68  ----ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
                     +I   S  +  G  R                   WH D  +MP     ++ 
Sbjct: 67  EPVYHHQDHPEIFVSSTEEGQGVPRT---------------GAFWHVDYMFMPKPFAFSM 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATR-ALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
                VP     T F D+   +++L   T+ A +   S      Y + +   V +      
Sbjct: 112 VLPLAVPGHDRGTYFIDLSKVWESLPAKTKDAALGTFSTHTPRRYIKIRPSDVYRPIGEI 171 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG------MDAAESERFLE--GLV 234 
           +     TT     P V  HP+TG   L I                DAA  ++ LE  G + 
Sbjct: 172 LAEIERTTPPQKWPTVIKHPKTGEEILYICEAGTETIEDGAGRIQDAALLQQLLEASGQL 231 
 
Query: 235 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
           D    +P +HA  +  GD+V+WDNR L+HRA+ 
Sbjct: 232 DPDYASPFIHAQHYEVGDIVLWDNRSLVHRAK 263 
 
 
>emb|CBJ18733.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 44/115 (38%), Positives = 58/115 (50%), Gaps = 13/115 (11%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LV 198 
           AAYDALD AT+A V      HS+V+S+ ++G    A         +  A  LRP    LV 
Sbjct: 1   AAYDALDGATKAEVEDLVTEHSIVFSREQIGFTDYA---------EGNADRLRPVQHRLV 51 
 
Query: 199 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             HP TGR SL +  H   I G    E+  F+  L++ A Q   V+AHQW   D+ 
Sbjct: 52  ITHPVTGRRSLYLSSHIGGIVGWPVPEARAFIRDLMEHATQRQFVYAHQWRVNDL 106 
 
 
>ref|YP_841050.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
 emb|CAJ96320.1| taurine catabolism dioxygenase [Ralstonia eutropha H16] 
          Length = 303 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 64/269 (23%), Positives = 108/269 (40%), Gaps = 36/269 (13%) 
 
Query: 14  TLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE---- 68 
           T+GA V G+     LDD  + +L  A L++ +L F  Q ++  Q +  A+RFG +E     
Sbjct: 32  TIGADVEGIDFREPLDDDTYLSLRRALLKYKVLFFRKQAITPAQHVAVARRFGELEVHPM 91 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
                +   +     DGT R                N+ +H+D ++  + + G++      
Sbjct: 92  FTNHPEHPELVVFGRDGTTRGRE-------------NL-YHSDVSWREIPSMGSMLRCVE 137 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
            P VGG T + +M AAY+ L +  +A +    A H  + +     + ++       Y    
Sbjct: 138 CPEVGGDTMWINMAAAYENLPQDMKARIANLKAVHDAMPTFGSALNEEKYAEMRAKY--- 194 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIG-----------RHAHAIPGMDAAESERFLEGLVDWA 237 
                + P+V+ HPETG   L +            + A    G D   +E  L   +    
Sbjct: 195 --PPMVHPVVRTHPETGEKILFVNEAFTTHFANFVKEAPYRIGSDYRPAELDLLQYLYRQ 252 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             AP      +W    + +WDNR   H A 
Sbjct: 253 AAAPEYQVRLRWQPDTIALWDNRSTQHYA 281 
 
 
>ref|XP_384843.1| hypothetical protein FG04667.1 [Gibberella zeae PH-1] 
          Length = 378 
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 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 70/269 (26%), Positives = 108/269 (40%), Gaps = 24/269 (8%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++T   A +G  + G+ L  L +     L     + +++    Q LS  QQ    + +G  
Sbjct: 85  KVTDLTAYIGTEIEGLQLKDLTNQQRDELALLIAERSVVFLRDQDLSPQQQKELGEWYGE 144 
 
Query: 67  IE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +E      ++ G   V++       T R   PA      +   G   WH D  +    A  
Sbjct: 145 VEVHPQVPQVPGLPGVSVLWPDLQATER---PA----TFRQPGGASRWHTDLVHERQPAG 197 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                 + VP+VGG T +A   AAY+ L    R ++  RSA +   +      H +Q G  
Sbjct: 198 ITHLHNDTVPSVGGDTLWASGYAAYEKLSPGFRKIIDGRSAVYKSAHPYLDRDHPEQ-GP 256 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD-WAC 238 
            Y+          + PLV+VHP TG  +L + R     I G+D AES+  L  L D +   
Sbjct: 257 KYVER--------VHPLVRVHPATGWKALWVNRAMTDRIVGLDKAESDVILNYLYDVYET 308 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
                   +W      +WDNR      EP 
Sbjct: 309 NVDIQVRFKWTPRTSALWDNRWDYSGREP 337 
 
 
>emb|CBJ18723.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 67.0 bits (162), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 42/114 (36%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYSDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   V+ HQW   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSVPEARLLLRDLTEHATQREFVYVHQWTLHDL 106 
 
 
>emb|CBJ18732.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 43/114 (37%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  D  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDDEKALFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   V+AH+W   D+ 
Sbjct: 53  SHPVHRRKSLYLSSHAGAIKGMSMPEARLLLRDLTEHATQPEFVYAHKWTLHDL 106 
 
 
>gb|EFX01178.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Grosmannia 
           clavigera kw1407] 
          Length = 1222 
 
 Score = 66.6 bits (161), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 66/276 (23%), Positives = 113/276 (40%), Gaps = 40/276 (14%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER---I 70 
           +LG  + GV ++ L       L     +  ++ F  Q L+ ++Q+   + +G ++R     
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Sbjct: 70  SLGTVLEGVQISQLTPQQLDELALLVAERGVVFFRDQDLTTEKQVEVFEHYGILDRHPAQ 129 
 
Query: 71  GGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
                V I   + D   + +++P  W        G+  WHAD+++       ++   E   
Sbjct: 130 RDTKHVVIRGSRDDHREISKYTP--W--------GSSEWHADTSFELNPPSYSMLRMEEH 179 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
           P VGG T +      YD L EA +  V +  A H+     S+L    Q  +    +G    
Sbjct: 180 PDVGGDTAWVSQYGLYDELSEALKRFVDELHAVHT-----SRL----QYDTILDLWGSGP 230 
 
Query: 190 TATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
              P+    P V+ HP TG  +L I          +   ES++ L+        A  +H+ 
Sbjct: 231 NRPPIDTHHPAVRTHPVTGLKALNINLGFVIGFAELKKPESDKLLDFF------AGHIHS 284 
 
Query: 246 H-------QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
                   +W  G V +WDNRC +HR  P  ++  R 
Sbjct: 285 ADDHLVRWKWTVGSVAMWDNRCTIHRVIPGRYEANR 320 
 
 
>emb|CBJ19174.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA  I GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGGIQGMSMPEARVLLRDLTEHATQPEFVYVHKWKLHDL 106 
 
 
>ref|XP_388516.1| hypothetical protein FG08340.1 [Gibberella zeae PH-1] 
          Length = 1284 
 
 Score = 66.6 bits (161), Expect = 3e-09,   Method: Composition-based stats. 
 Identities = 44/173 (25%), Positives = 75/173 (43%), Gaps = 6/173 (3%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+D T+  V +  A+     +PA GG T +A     YD L +  +  +   +A H    
Sbjct: 154 GWHSDITFEKVPSDYAMLKIHTLPATGGDTLWASGYEVYDRLSDPMKKFLEGLTATHDAT 213 
 
Query: 167 Y---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMD 222 
           +      +LG+  + G            T + PL++ +P TG  S+ + +     I G+  
Sbjct: 214 FFHDEARRLGNPIRKGIRGSPLNQGEQLTSVHPLIRTNPVTGWKSVFVNKGFTKRINGLS 273 
 
Query: 223 AAESERFLEGLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
             ES+  L  L +   Q       ++W+  D  +WDNR   H A  +D++  R 
Sbjct: 274 KDESDTLLAYLFNLVTQNHDAQVRYRWSKNDCAIWDNRSTFHCAT-YDYEAAR 325 
 
 
>emb|CBJ18743.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 42/114 (36%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD  T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDNDTKAEIEGMICEHSLMYSRGSLG--------FLDYSDEEKAMFKPVLQRLVR 52 
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Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   V++H+W  GD+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSMPEARLLLRELTEHATQREFVYSHKWRVGDL 106 
 
 
>emb|CBJ18849.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 43/114 (37%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  D  A     L+ LV+ 
Sbjct: 1   AAYDALDDHTKAEIGDMICEHSLMYSRGSLG--------FLDYTDDEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSVPEARLLLRDLTEHATQREFVHIHKWTLHDL 106 
 
 
>emb|CBJ19206.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 43/112 (38%), Positives = 57/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE TRA V      HSL+YS++ +G           +       P+R  LV+ H 
Sbjct: 1   AAYDALDERTRAEVENLICEHSLMYSRAAVGFTDLTPEEIASF------EPVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             TGR SL +  HA AI G    E+  +L  L + A Q   V++HQW   D+ 
Sbjct: 55  QTTGRKSLFLSAHAGAIIGWTIPEARAYLRELTEHATQREFVYSHQWRQHDL 106 
 
 
>ref|YP_003060914.1| Taurine dioxygenase [Hirschia baltica ATCC 49814] 
 gb|ACT60217.1| Taurine dioxygenase [Hirschia baltica ATCC 49814] 
          Length = 278 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 73/278 (26%), Positives = 113/278 (40%), Gaps = 40/278 (14%) 
 
Query: 7   QITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++TP    +GA ++ + L   + D     L +A  Q+ +L F  Q +S++   T  K +G 
Sbjct: 17  RLTPY---MGAELSDIDLEQAIGDEAAEELRSALTQYQVLGFRNQEISHEAHKTMGKIYG 73 
 
Query: 66  --AIERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
             AI     G     +IVAI           H+ A+     K + G   WHAD +      
Sbjct: 74  PLAIHFAVPGIEEHPEIVAI-----------HADAD----SKYVAGE-NWHADLSASDEP 117 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
             G++     VP  GG TCF  M  AYDAL +  +  +    A H       +L       
Sbjct: 118 PLGSILYLHTVPETGGDTCFCSMTKAYDALSDKMKDYLDGLYAMHDSNPVYHRL------ 171 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWA 237 
              +  Y     AT + P++  HP +G+  + +   +   I G+   ES+  L  L D   
Sbjct: 172 ---FKDYDKRYPAT-IHPVIARHPRSGKKFIFVNSSNTTYIEGLPKEESDAILNFLFDHI 227 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
                     W    +V+WDN  + H A  WD+  P V 
Sbjct: 228 KNPNFQMRFTWEPHSIVMWDNLAVQHLA-VWDY-FPNV 263 
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>gb|AAS64595.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 45/126 (35%), Positives = 59/126 (46%), Gaps = 9/126 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMRAAYD L    ++ +    A H  +  +  LG    + +          A P   
Sbjct: 1   TEFGDMRAAYDELPADLKSELEGLHAEHYALNPRFVLGDTDYSEA-------QRNAMPPV 53 
 
Query: 194 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 54  TWPLVRTHAGSGRKFLFIGAHAGRIEGRPLAEGRMLLAELLEHATQRRFVYRHSWKVGDL 113 
 
Query: 254 VVWDNR 259 
           V+WDNR 
Sbjct: 114 VMWDNR 119 
 
 
>emb|CBJ19175.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 59/111 (53%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD AT+A +      HSL+YS+++LG      SA++       A   + LV++HP 
Sbjct: 1   AAYDALDAATKAEIEDLVCEHSLIYSRAQLGF-----SAFLPDERVAMAPVRQRLVRIHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR SL +  H   I G    E+  F+  L++ A Q   V+ H W   D+ 
Sbjct: 56  VTGRKSLFLAAHIGTILGWPQPEAMAFIRDLMEHATQPQFVYVHHWTRHDL 106 
 
 
>emb|CBJ18828.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 43/112 (38%), Positives = 56/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE TRA V      HSL+YS++ +G           +       P+R  LV+ H 
Sbjct: 1   AAYDALDERTRAEVEDLICEHSLMYSRAAVGFTDLTPEEIASF------EPVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  HA  I G    E+  FL  L + A Q   V+ H W  GD+ 
Sbjct: 55  PRSGRLSLYLSSHAGGIEGWPVPEARAFLRDLTEHATQRQFVYRHAWTPGDL 106 
 
 
>emb|CBJ18763.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 42/112 (37%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+ T+A +      HSL+YS+  LG V         +       P+R  LV+ H 
Sbjct: 1   AAYDALDDETKAKIENLICEHSLMYSRGSLGFVDYTEEEKQMFK------PVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 55  PVHRRKSLYLSSHAGAIVGMTVPEARLLLRDLTEHATQPQCVHVHKWTVHDL 106 
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>emb|CBJ19203.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 45/111 (40%), Positives = 60/111 (54%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL EATR  +    A HSL+ S++KLG      S +        A   + LV+    
Sbjct: 1   AAYDALPEATRQKIAGLVAEHSLMTSRAKLGF-----SDFNDEERKAFAPVPQVLVRRLQ 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           ++GR SL +  HA AI GM   E+ER ++ LVD A Q   VH H+W   D+ 
Sbjct: 56  DSGRMSLYVASHAGAIRGMARPEAERLIQELVDHATQRQFVHTHRWRVKDL 106 
 
 
>emb|CBJ18796.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 57/111 (51%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +   +  HSL+YS+  LG +      Y      +    L  LV+ HP 
Sbjct: 1   AAYDALDDHTKAEIGDMTCEHSLMYSRGSLGFLD-----YSEEERHSMKPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR SLL+  H  AI G    E+  F+  L++ A Q   V+ H+W   D  
Sbjct: 56  VTGRKSLLLSAHIGAIVGWPRPEAMAFIRDLMEHATQPQFVYVHRWTKNDF 106 
 
 
>ref|XP_003006979.1| alpha-ketoglutarate-dependent sulfonate dioxygenase 
[Verticillium 
           albo-atrum VaMs.102] 
 gb|EEY17009.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Verticillium 
           albo-atrum VaMs.102] 
          Length = 383 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 68/278 (24%), Positives = 111/278 (39%), Gaps = 27/278 (9%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++T     +G  + G+ L  L +     L     + +++ F  Q ++  QQ    + FG  
Sbjct: 85  KVTDLTTHIGTEIEGIQLKDLTNVQRDELALLIAERSVVFFRDQDITPQQQKELGEHFGQ 144 
 
Query: 67  IE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           +E      ++ G + V +       T       E+    +   G   WH+D  +    A  
Sbjct: 145 VEVHPQVPQVPGVEGVTVIWPDLQAT-------EFPASFRRPGGASRWHSDLVHELQPAG 197 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
                 + VP  GG T +A   +AY+ L    R ++  R A +   +          AG  
Sbjct: 198 ITHLHNDTVPPTGGDTLWASGYSAYEKLSPEFRKIIDGRKAVYRSAHPYLDRDK-PNAGP 256 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
            ++            PLV+VHP TG  +L + R     I G+D AES+  L  L D   + 
Sbjct: 257 KHVER--------THPLVRVHPATGWKALWVNRAMTDRIVGLDRAESDVILNYLYDVYEK 308 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRAEPWDF--KLPR 274 
              +    +W  G   +WDNR  +H A  WD+  K PR 
Sbjct: 309 NVDIQLRFKWTPGTSALWDNRITIHNAS-WDYAGKHPR 345 
 
 
>emb|CBJ19055.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
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          Length = 106 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+  +A +      HSL+YS+  LG ++     Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDEAKAEIEDMICEHSLMYSRGSLGFLE-----YTDEEKQLFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q+  V+ H+W   D  
Sbjct: 56  VHGRKSLYLSSHAGAIKGMTMPEARLLLRDLNEHATQSEFVYVHKWTLHDF 106 
 
 
>ref|XP_002153466.1| alpha-ketoglutarate-dependent taurine dioxygenase [Penicillium 
           marneffei ATCC 18224] 
 gb|EEA19081.1| alpha-ketoglutarate-dependent taurine dioxygenase [Penicillium 
           marneffei ATCC 18224] 
          Length = 384 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 70/274 (25%), Positives = 108/274 (39%), Gaps = 32/274 (11%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           Q+T     +G+ V GV L+ L + G   L     Q  ++ F  Q  ++   D+ + F    
Sbjct: 99  QVTEITPYIGSEVRGVQLSQLTNTGKDQLALFVAQRKVVAFRDQDFASLPIDKALEFGGY 158 
 
Query: 64  FGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           FG   I    G      +I  +     D +  Q         +     ++ WH+D +Y   
Sbjct: 159 FGRHHIHPTSGAPKGFPEIHLVHRGADDNSFLQ-------TFLHEHTNSVTWHSDVSYER 211 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                        P  GG T FA++  AYD L    +  +H   A HS           + 
Sbjct: 212 QPPGTTFLYLLDGPTSGGDTLFANLAKAYDRLSPEFKKRLHGLKAVHS---------GFE 262 
 
Query: 177 QAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG 232 
           QA SA +         P++   P+V+ HP TG  ++ +  +    I G    ES+  L+  
Sbjct: 263 QAQSA-LARESTVRRDPVKHEHPVVRTHPVTGEKAIYVNPQFTRYIVGYKKEESDYLLKF 321 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L D    +  +    +WA G VVVWDNR   H A 
Sbjct: 322 LFDHIALSQDLQTRIKWAPGTVVVWDNRVTAHSA 355 
 
 
>gb|ADC33969.1| TfdA-like protein [uncultured bacterium] 
          Length = 131 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 44/131 (33%), Positives = 65/131 (49%), Gaps = 5/131 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS---KLGHVQQAGSAYIGYGMDTTAT 192 
           T F DM  AYDAL +  +  V  R A H +  +++    +   +     Y       T   
Sbjct: 1   TEFCDMYQAYDALPDDLKRAVEGRLAIHHISKTKNPRVTISPDRPGAKEYYEARAKETQE 60 
 
Query: 193 PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRV-HAHQWAA 250 
            L+PLV+ HPETGR +L I  R    I  M  AE++  L+ L     +   + + H+W   
Sbjct: 61  ILQPLVRTHPETGRQALYISPRFTIGIADMPDAEAQSLLDRLFASFVKNRGIQYRHKWRD 120 
 
Query: 251 GDVVVWDNRCL 261 
           GD+V+WDNRC+ 
Sbjct: 121 GDLVMWDNRCV 131 
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>gb|EDP48989.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus A1163] 
          Length = 396 
 
 Score = 66.6 bits (161), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 74/255 (29%), Positives = 107/255 (41%), Gaps = 25/255 (9%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           T+G+ VTGV L++L  AG   L     Q  +++F  Q  + D  I  A  FG+    G   
Sbjct: 94  TIGSEVTGVQLSSLSAAGKDQLALLVAQRRVVVFRDQDFA-DLPIADALEFGS--HFGRH 150 
 
Query: 74  DIVAISNVKADGTV------RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
            I   S  + +G        R +S  E D         +AWH+D TY              
Sbjct: 151 HIHPTSG-QPEGYPEIHLVHRHNSQGELDAFFADRNSTVAWHSDVTYEAQPPGTTFLYIL 209 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
             P VGG T F D   AY  L  A +  +H   A HS  + Q++    +Q G         
Sbjct: 210 DSPEVGGDTVFVDQVEAYRRLSPAIKERLHGLRAVHS-GFEQAEFS--RQRGGV------ 260 
 
Query: 188 DTTATPLR---PLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                P++   P+V+ HP TG  +L + G    +I G+   ES+  L  L++   +     
Sbjct: 261 -VRRDPVKHEHPIVRTHPVTGEKALFVNGGFTRSIVGLKKEESDALLGFLLNHVGRGIDY 319 
 
Query: 244 HAH-QWAAGDVVVWD 257 
            A  +WA   VVVWD 
Sbjct: 320 QARIKWAPKTVVVWD 334 
 
 
>emb|CBJ18779.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.2 bits (160), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 42/114 (36%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIKGMSVPEARLLLRDLNEHATQREFVHIHKWTVHDL 106 
 
 
>emb|CBJ18729.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.2 bits (160), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 39/111 (35%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+  +A +      HSL+YS+  LG +      Y           L+ L++ HP 
Sbjct: 1   AAYDALDDEEKAEIEDMICEHSLMYSRGSLGFMD-----YTDEEKQMFKPVLQRLMRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L+ L + A +   VH H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIKGMSVPEARLLLKDLTEHATKPEFVHVHKWTLHDL 106 
 
 
>emb|CBJ18870.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18880.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.2 bits (160), Expect = 5e-09,   Method: Compositional matrix adjust. 
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 Identities = 43/112 (38%), Positives = 57/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE TRA V      HSL+YS++ +G           +       P+R  LV+ H 
Sbjct: 1   AAYDALDERTRAEVEDLICEHSLMYSRAAVGFTDLTPEEIASF------EPVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             TGR SL +  HA AI G    E+  +L  L + A Q   V++HQW   D+ 
Sbjct: 55  QATGRKSLFLSAHAGAIIGWTVPEARAYLRELTEHATQREFVYSHQWRQHDL 106 
 
 
>gb|ADC33976.1| TfdA-like protein [uncultured bacterium] 
          Length = 122 
 
 Score = 66.2 bits (160), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 37/127 (29%), Positives = 63/127 (49%), Gaps = 6/127 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AY+ LD+  +  +    A H+L +S+++     + G   +         P+  
Sbjct: 1   TEFCDMYGAYERLDDGWKRRIAGLRAVHNLDFSRTR-----RHGEDPMTEAQKRDTPPVD 55 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
            P+V+ H ETGR  + +G HA ++ GM   E    +E L          + H+W+ G ++ 
Sbjct: 56  HPIVRTHSETGRKCVFLGDHAESVVGMPYDEGRALIEELNAAIIHDDLTYRHRWSPGQLI 115 
 
Query: 255 VWDNRCL 261 
           +WDNRC+ 
Sbjct: 116 LWDNRCV 122 
 
 
>emb|CBJ18739.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.2 bits (160), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 42/114 (36%), Positives = 56/114 (49%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD  T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDNDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQPEFVHVHKWTVHDL 106 
 
 
>ref|XP_459245.1| DEHA2D17446p [Debaryomyces hansenii CBS767] 
 emb|CAG87418.1| DEHA2D17446p [Debaryomyces hansenii] 
          Length = 380 
 
 Score = 66.2 bits (160), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 72/272 (26%), Positives = 106/272 (38%), Gaps = 33/272 (12%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL--SNDQQIT-FAKR 63 
            +TP    LG  +TG+ L+ LDD G   L     +  L+IF  Q       Q ++ + K  
Sbjct: 84  NVTPK---LGTEITGIQLSQLDDRGKDELALLVAKRGLVIFRDQDFGAKGPQFVSDYGKY 140 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV-----GNMAWHADSTYMPVM 118 
           FG +        +  +     G    H     +D  + +        + WH+D +Y     
Sbjct: 141 FGPLH-------IHPTTGSPKGHSEIHVVYRRNDYNEALTFANRTNLVQWHSDVSYELQP 193 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
                FS    P  GG T FAD   AY+ L    + L+      H L  S+ +    ++  
Sbjct: 194 PGTTFFSVIEGPESGGDTLFADNVEAYNRLSPRLKELI---EGLHVLHSSEEQAKFSRKE 250 
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Query: 179 GSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           G A           P+R   PLV+VHP TG   L +    +  I      ES+  L  L  
Sbjct: 251 GGA-------ERRDPVRNIHPLVRVHPVTGDKILYVNPGFSRKIVEFKQEESDALLNFLY 303 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +    +  + A   W    VVVWDNR + H A 
Sbjct: 304 NHIGNSHDLQARVNWEPNSVVVWDNRRVSHTA 335 
 
 
>gb|EFW97202.1| taurine catabolism dioxygenase [Pichia angusta DL-1] 
          Length = 429 
 
 Score = 66.2 bits (160), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 64/275 (23%), Positives = 109/275 (39%), Gaps = 30/275 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER----- 69 
           +G  + G+ L  L D     L     +  ++ F  Q LS  +Q+   + +G +E+      
Sbjct: 123 IGTEIVGLQLEDLTDQQKDELALLVAERVVVFFRDQKLSPQKQLELGEYWGRVEKHPQAS 182 
 
Query: 70  -IGGGDIVAI-------SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            + G   + +        ++ ++ T +  +   WD       G   WH D  +    A   
Sbjct: 183 QVNGLPGITVIWQDYFQKSLGSNFTYKNINLGNWDATKNSTRGAQVWHTDLVHEKRPAGI 242 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
                + +P VGG T ++   AAYD L E  +  +  + A    VY  S  G++ +     
Sbjct: 243 THLHLDAIPDVGGDTLWSSGYAAYDKLSENFKKFLDGKQA----VYV-SAHGYLDRKNP- 296 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
              +        + PLV+ HP TG  +L + R     I G+ + ES+  L  L D   +  
Sbjct: 297 ---FSGPKKIERVHPLVRTHPATGWKALYVNRTMTKRIVGLSSVESDLILNYLFDVYEKN 353 
 
Query: 241 PRVHAH-QWAA-----GDVVVWDNRCLLHRAEPWD 269 
             +    +W       G   +WDNR   HR+  WD 
Sbjct: 354 ADIQVRFRWTPSKEGYGTSAIWDNRVSQHRST-WD 387 
 
 
>ref|YP_003344598.1| taurine dioxygenase [Streptosporangium roseum DSM 43021] 
 gb|ACZ91855.1| taurine dioxygenase [Streptosporangium roseum DSM 43021] 
          Length = 279 
 
 Score = 66.2 bits (160), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 73/278 (26%), Positives = 113/278 (40%), Gaps = 39/278 (14%) 
 
Query: 6   LQITPTGAT--LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           + + P+  T  +G T   +    + D     LH    Q  L+I  G  L+  QQ+  A R 
Sbjct: 4   IDLIPSIGTELIGVTYEDLQKDDVLDEFVDTLH----QRELVIIRGIELTPGQQVGLAAR 59 
 
Query: 64  FG-----AIERIGGGDIVAI-------SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
            G      +E+    ++  I        N K+ G  R              VGN  WH D 
Sbjct: 60  IGKPIPFVLEQYRYPELPEIMISSNEVRNNKSIGVAR--------------VGNF-WHQD 104 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS-QS 170 
           S+++   A+  +     VP   G T FA     YD L    +  +  R A H++V   +  
Sbjct: 105 SSFVAKPAEYTMLHGVNVPQTSGHTLFASAVDVYDRLPGDWKKKIDDRRAWHTVVKRLRI 164 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG--RHAHAIPGMDAAESER 228 
           +  HV  + + Y  +  +       PLV+  P + R + L G   +  ++ G DA E+   
Sbjct: 165 RSEHVGLSTAEYKAWIEEKHPKVEHPLVRQDPFSKR-TYLYGAPEYLDSVQGFDANENAA 223 
 
Query: 229 FLEGLVDWACQAPR-VHAHQWAAGDVVVWDNRCLLHRA 265 
           F   L+D   Q P  V+ H+W   D+VVW     LH A 
Sbjct: 224 FF-ALLDSLIQDPEHVYTHRWTPKDLVVWKTATTLHAA 260 
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>emb|CBJ18776.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 66.2 bits (160), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 58/111 (52%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD AT+A +      HSL+YS+ +LG      SA++       A   + LV++HP 
Sbjct: 1   AAYDALDAATKAEIEDLVCEHSLIYSRGQLGF-----SAFLPDERVAMAPVRQRLVRIHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR SL +  H   I G    E+  F+  L++ A Q   V+ H W   D+ 
Sbjct: 56  VTGRKSLFLAAHIGTILGWPQPEAMAFIRDLMEHATQPQFVYVHHWTRHDL 106 
 
 
>gb|EFQ86963.1| hypothetical protein PTT_17760 [Pyrenophora teres f. teres 0-1] 
          Length = 395 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 72/268 (26%), Positives = 107/268 (39%), Gaps = 38/268 (14%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAI------ 67 
           +G  V GV LA L DA    L        ++ F  Q+    D+Q    K FG +       
Sbjct: 94  IGTEVHGVDLANLTDAQKNDLARLIATRGVVFFRDQNNFGIDEQRELGKYFGELHKHATT 153 
 
Query: 68  ---ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
              +R G  D+  I          ++SP    D+  +      WH+D +Y   +   +   
Sbjct: 154 GVPKRPGLEDVHVI-------FTGENSP----DLRALFTPTFLWHSDVSYE--LQPPSYT 200 
 
Query: 125 SAEVVPAV----GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           S +V+       GG T ++   AAYD L    +  +   +A HS          +Q  G+ 
Sbjct: 201 SLKVLTGPPRGGGGDTLWSSQYAAYDMLSPHMQKYLESLTALHS--------ADLQAQGT 252 
 
Query: 181 AYIGYGMD-TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
             +G  +     T   PL++ +P TG  SL         I G+   ES+  +  L +    
Sbjct: 253 RDLGRTVRREPVTTEHPLIRTNPVTGWKSLYFNPGFVTKIVGVPKTESDHIISFLNEIVA 312 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +P VHA  QW  GDV  WDNR   H A 
Sbjct: 313 TSPEVHARFQWREGDVAFWDNRVTNHSA 340 
 
 
>emb|CBJ18738.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 42/112 (37%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+ T+A +      HSL+YS+  LG V         +       P+R  LV+ H 
Sbjct: 1   AAYDALDDETKAEIEDLICEHSLMYSRGSLGFVDYTEEERQMFK------PVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 55  PVHRRKSLYLSSHAGAIKGMSVPEARLLLRDLNEHATQREFVHIHKWTVHDL 106 
 
 
>emb|CBJ18721.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
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 Identities = 41/112 (36%), Positives = 56/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYD LD+ T+A V     RHS ++S+  LG         + +       P+R  LV+ H 
Sbjct: 1   AAYDTLDDKTKAEVSDLICRHSQIFSRGILGFTDFTDDERVKWA------PVRQVLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P  GR SL +  HA  I G    E+  FL  L + A Q   V++HQW  GD+ 
Sbjct: 55  PGHGRKSLYLSSHAGGIVGWPVPEARAFLRDLNEIATQRQFVYSHQWRVGDL 106 
 
 
>ref|XP_002486586.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
 gb|EED14348.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
          Length = 368 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 67/274 (24%), Positives = 108/274 (39%), Gaps = 21/274 (7%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQ 57 
           +  +T +++     +G+ V GV L  L DA    L     +  ++ FP Q L +   ++Q 
Sbjct: 70  LLSSTAKVSHIQPCIGSIVEGVQLNKLSDAAKDELALLIAERKVVAFPDQDLIDAGPEEQ 129 
 
Query: 58  ITFAKRFGA--IERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            +F + FG    + I G          +  DG V      E +  ++       WH D + 
Sbjct: 130 YSFMRYFGKPNYQPISGSMKGYPGFHIIHRDGNV-----DEINRFLEQRTTTTLWHQDVS 184 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y        +      P VGG T FA   AAY  L    ++ +    A H+   S   +  
Sbjct: 185 YEIQPPAYVMLGLLQGPEVGGDTVFAATDAAYKRLSPTFQSFIDNLKAVHT---SAKMIA 241 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEG 232 
           H +  GS      ++     + PLV+VHP TG   L I G     + G+   E     +  
Sbjct: 242 HARLTGSLVRKDPVEN----VHPLVRVHPVTGERCLFINGEFITRVEGLKEPEFRVLQDF 297 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L+          A  +W    +V++DNR  +H A 
Sbjct: 298 LMQHLITGHDFQARVRWQPRTIVMFDNRSTIHSA 331 
 
 
>emb|CBJ18837.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 43/112 (38%), Positives = 56/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE TRA V      HSL+YS++ +G           +       P+R  LV+ H 
Sbjct: 1   AAYDALDERTRAEVEDLICEHSLMYSRAAVGFTDLTPEEIASF------EPVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             TGR SL +  HA AI G    E+  +L  L + A Q   V+ HQW   D+ 
Sbjct: 55  QATGRKSLFLSAHAGAIIGWTVPEARAYLRELTEHATQREFVYTHQWRQHDL 106 
 
 
>emb|CBJ19213.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 44/111 (39%), Positives = 60/111 (54%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
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           AAYDAL EATR  +    A HSL+ S++KLG      S +        A   + LV+    
Sbjct: 1   AAYDALPEATRQKIAGLVAEHSLMTSRAKLGF-----SDFNDEERKAFAPVPQVLVRRLQ 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           ++GR SL +  HA AI GM   E++R ++ LVD A Q   VH H+W   D+ 
Sbjct: 56  DSGRMSLYVASHAGAIRGMATPEAQRLIQELVDHATQRQFVHTHRWRVKDL 106 
 
 
>emb|CBJ18853.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 59/111 (53%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL++S+  +G      S +    ++     L+ LV+ HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIHSRGAIGF-----SEFTPEEIEGFKPVLQRLVRRHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR +L +  HA  I G    E+   L  LV+ A Q   VHAH+W   D+ 
Sbjct: 56  VTGRRNLYLSAHAGTIVGWPVPEARALLRDLVEHATQREFVHAHKWRQFDL 106 
 
 
>ref|XP_748907.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
 gb|EAL86869.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
          Length = 371 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 68/266 (25%), Positives = 102/266 (38%), Gaps = 35/266 (13%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIERIG 71 
           +G+ V GV L+ L DA    L     +  ++ FP Q L +   ++   F + FG       
Sbjct: 95  IGSIVEGVQLSQLSDAAKDELALLVAERKVVAFPAQDLIDAGPEKLEQFMRHFGKP---- 150 
 
Query: 72  GGDIVAISNVKADGTVRQH----------SPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                  +     GTVR H          +  E    ++       WH D +Y  +   G 
Sbjct: 151 -------NYQPVSGTVRDHPGFHIIHRDGNREEIARFLEQRTTTTLWHQDVSYE-IQPPG 202 
 
Query: 122 AVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            V    +  P VGG T FA    AY  L     + +    A HS   S   + H +  G  
Sbjct: 203 YVMLGLLEGPEVGGDTVFAATDMAYKRLSPTFTSFLDGLRAVHS---SAKMINHTRLLGG 259 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                 +DT    + PLV++HP TG   L I G     I G+   E    L+ L+      
Sbjct: 260 LVRKDPIDT----VHPLVRIHPVTGEKCLFINGEFITRIQGLKEPEQRYLLDFLMQHIMT 315 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHR 264 
                A  +W    +V++DNRC + + 
Sbjct: 316 GHDFQARVRWQPKTIVIFDNRCTIRK 341 
 
 
>ref|XP_001804284.1| hypothetical protein SNOG_14085 [Phaeosphaeria nodorum SN15] 
 gb|EAT78710.2| hypothetical protein SNOG_14085 [Phaeosphaeria nodorum SN15] 
          Length = 329 
 
 Score = 65.9 bits (159), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 71/255 (27%), Positives = 102/255 (40%), Gaps = 28/255 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  V GV LATL +A    L        ++ F  QH    DQQ    K F    ++    
Sbjct: 95  IGTEVHGVDLATLTNAQKNDLARLIATRGVVFFRNQHNFDIDQQRELGKIFWRTTQVWK- 153 
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Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM---PVMAQGAVFSAEVVP 130 
             +++S   A G     SP    D+  +      WH+D TY    P      V S      
Sbjct: 154 --MSMSYSLAKG-----SP----DLRALFTPTFLWHSDVTYEIQPPSYTSLKVLSGPPR- 201 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD-T 189 
             GG T ++   AAYD L    +  +   +A HS          +Q  GS  +G  +    
Sbjct: 202 GGGGDTLWSSQYAAYDMLSPHMQRYLESLTALHS--------AELQAQGSRDLGRTVRRE 253 
 
Query: 190 TATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-Q 247 
             T   PL++ +P TG  S+         I G+   ES+  +  L +    +P +HA  Q 
Sbjct: 254 PVTTEHPLIRTNPVTGWKSIFFNPGFVTKIVGVPKTESDHIIGLLNEIVATSPEIHARFQ 313 
 
Query: 248 WAAGDVVVWDNRCLL 262 
           W  GDV  WDNR  + 
Sbjct: 314 WEEGDVAFWDNRATV 328 
 
 
>emb|CBJ18741.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 42/114 (36%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIDDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSIPEARLLLRDLTEHATQPEFVHVHKWTLHDL 106 
 
 
>emb|CBJ18749.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 42/114 (36%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAILGMSMPEARLLLRDLTEHATQPEFVHVHKWTLHDL 106 
 
 
>gb|ACR50790.1| putative oxidoreductase [Streptomyces longisporoflavus] 
          Length = 294 
 
 Score = 65.9 bits (159), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 97/267 (36%), Gaps = 33/267 (12%) 
 
Query: 21  GVHLATLDD-----AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI----- 70 
           GVH+   D          AL        +++   QHLS  + + F +R G +E        
Sbjct: 12  GVHVDEFDAMTAAAEDLTALKQLIYTDRIVVLRNQHLSPAEFVEFGRRLGEVETYYQPMY 71 
 
Query: 71  ---GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
                 +I   SNVK DG             + V      WH D ++MP      +   + 
Sbjct: 72  HHPEHKEIFVSSNVKEDGA-----------QVGVPQTGKFWHHDYSFMPRPFGLTLIYPQ 120 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYG 186 
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           VVP     T F DM  AY+ L    +  +      +S+  Y + +   V +  S  +    
Sbjct: 121 VVPQRHRGTYFIDMARAYENLPAELKDEIRDTRGLNSVRRYFKIRPTDVYRPISEVLAEI 180 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR------HAHAIPGMDAAESERFLE--GLVDWAC 238 
              T     P V  HP TG   L I           A  G+     E   E  G  D    
Sbjct: 181 ESVTPAAAHPTVFTHPVTGEQVLYISEAVTYRLEDAAGNGLRQGLLEELFEACGQADTTF 240 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
               +H   +  GD+++WDNR L+HRA 
Sbjct: 241 THDNIHLQTFQKGDMLLWDNRSLVHRA 267 
 
 
>ref|XP_003052483.1| hypothetical protein NECHADRAFT_77499 [Nectria haematococca mpVI 
           77-13-4] 
 gb|EEU46770.1| hypothetical protein NECHADRAFT_77499 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 356 
 
 Score = 65.9 bits (159), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 45/173 (26%), Positives = 75/173 (43%), Gaps = 6/173 (3%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+D T+  V +  A+     +PA GG T +A     YD L    +  +   +A H    
Sbjct: 158 GWHSDITFEKVPSDYAMLKIHTLPATGGDTLWASGYEIYDRLSPPMKQFLEGLTATHDAS 217 
 
Query: 167 Y---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMD 222 
           +     ++LG+  + G            + + PLV+ +P TG  S+ + +     I G+  
Sbjct: 218 FFHDEAARLGNPLRKGIRGSPLNQGENLSAVHPLVRTNPVTGWKSVYVNKGFTKRINGLS 277 
 
Query: 223 AAESERFLEGLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
             ES+  L  L +   Q       ++W+  D  +WDNR  LH A  +D+   R 
Sbjct: 278 KDESDTLLSYLFNLVTQNHDAQVRYRWSKNDCAIWDNRSTLHCAT-YDYDAAR 329 
 
 
>emb|CBJ18777.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+  +A +      HSL+YS+  LG +      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDEEKAEIEDMICEHSLMYSRGSLGFMD-----YTDEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E    L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIRGMSVPEGRLLLRDLTEHATQPEFVYVHKWTVHDL 106 
 
 
>emb|CBJ18914.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.9 bits (159), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 39/112 (34%), Positives = 58/112 (51%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+AT+A +      HSL+YS+  LG  + +      +      TP+R  LV+ H 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRGTLGFTELSDEEKKMF------TPVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR S+ +  H   I G    E+  F+  L + A Q    +AH+W   D+ 
Sbjct: 55  PVSGRKSIYLSSHIGTIIGWPMPEARAFIRDLTEHATQPRFCYAHKWRQFDL 106 
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>ref|XP_001031478.1| Taurine catabolism dioxygenase TauD, TfdA family protein 
           [Tetrahymena thermophila] 
 gb|EAR83815.1| Taurine catabolism dioxygenase TauD, TfdA family protein 
           [Tetrahymena thermophila SB210] 
          Length = 268 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 62/268 (23%), Positives = 113/268 (42%), Gaps = 39/268 (14%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGG 72 
           + LG  + GV L+ L D  F  +  A   H ++    Q+L+  QQI F +R+G +  +   
Sbjct: 6   SQLGFVINGVDLSNLTDQEFENIQQALWTHGVICIKNQNLTAQQQIAFTERWGKLVILPS 65 
 
Query: 73  -----------GDIVAISNVKADGTVRQHSP-AEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
                        IV + NV+ D TV+ +S  AE+            WH D  +       
Sbjct: 66  FYAFDNREPEYPAIVRVGNVRLDDTVKPNSKDAEY------------WHKDGDFRQPGEN 113 
 
Query: 121 G--AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
              ++ + + +  VGG+T + D   +   L++    L  +     S++ SQ+    +    
Sbjct: 114 FILSILTPKEIAQVGGQTGYVD---SEQILNDMPADLREKLEGAKSIIRSQN----ISDF 166 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWA 237 
            SA      +       P +  HP +G+  L I   + + +   D          ++    
Sbjct: 167 SSA---KPEEHYPEAHHPAIATHPISGKKILNITYNNLNDVVLKDGTILNS--RDIIPEI 221 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            Q  ++++H+W  GDVV+WDN  ++HR+ 
Sbjct: 222 EQVYKIYSHRWEMGDVVIWDNIRVIHRS 249 
 
 
>dbj|BAE58785.1| unnamed protein product [Aspergillus oryzae] 
          Length = 333 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 73/275 (26%), Positives = 105/275 (38%), Gaps = 45/275 (16%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRF 64 
           ITP    +G  + GV L+ L   G   L     Q  +L+F  Q  ++    +Q   A  + 
Sbjct: 56  ITPR---IGTEIRGVQLSQLSTDGLDQLALLAAQRGVLVFRDQDFADIGTGRQRDIAAHY 112 
 
Query: 65  GAIER-----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA----WHADSTYM 115 
           G + +        G       V AD  V           ++ ++G       WH D T+  
Sbjct: 113 GPLHQHPTMGYPQGTSPEFQVVYADEKVGN---------LRTLLGTRTSYDLWHIDQTFT 163 
 
Query: 116 PVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
           P       F     PA GG  T F  + AAY AL    R  +H    R  L+++ + +G  
Sbjct: 164 PNTPGVTFFWVLETPASGGGDTAFTSLTAAYQALSPTFREGLH----RLKLLHTSASVGE 219 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
           V + G       +        PLV  HP T  P L +    A  + G    ESE  L  L 
Sbjct: 220 VARIGQE---RALKDAVQTEHPLVIGHPVTHDPVLFVNPAIARQVVGYKPEESENLLSFL 276 
 
Query: 234 ------VDWACQAPRVHAHQWAAGDVVVWDNRCLL 262 
                 +D++C+        W  G VVVWD  CL+ 
Sbjct: 277 HNHIRSLDFSCRV------SWEKGTVVVWDQVCLV 305 
 
 
>emb|CBJ18975.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 39/111 (35%), Positives = 56/111 (50%), Gaps = 5/111 (4%) 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 685



 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG  +     Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLGFTE-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR SL +  HA +I  M   E+   L  L + A +   V+ H+W   D+ 
Sbjct: 56  VTGRKSLYLSSHAGSIFDMPTPEARMLLRDLTEHATEPRFVYVHKWRLHDL 106 
 
 
>gb|EDP48444.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus A1163] 
          Length = 371 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 68/266 (25%), Positives = 102/266 (38%), Gaps = 35/266 (13%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIERIG 71 
           +G+ V GV L+ L DA    L     +  ++ FP Q L +   ++   F + FG       
Sbjct: 95  IGSIVEGVQLSQLSDAAKDELALLVAERKVVAFPAQDLIDAGPEKLEQFMRHFGKP---- 150 
 
Query: 72  GGDIVAISNVKADGTVRQH----------SPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
                  +     GTVR H          +  E    ++       WH D +Y  +   G 
Sbjct: 151 -------NYQPVSGTVRDHPGFHIIHRDGNREEIARFLEQRTTTTLWHQDVSYE-IQPPG 202 
 
Query: 122 AVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            V    +  P VGG T FA    AY  L     + +    A HS   S   + H +  G  
Sbjct: 203 YVMLGLLEGPEVGGDTVFAATDMAYKRLSPTFTSFLDGLRAVHS---SAKMINHTRLLGG 259 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
                 +DT    + PLV++HP TG   L I G     I G+   E    L+ L+      
Sbjct: 260 LVRKDPVDT----VHPLVRIHPVTGEKCLFINGEFITRIQGLKEPEQRYLLDFLMQHIMT 315 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHR 264 
                A  +W    +V++DNRC + + 
Sbjct: 316 GHDFQARVRWQPKTIVIFDNRCTIRK 341 
 
 
>gb|ADC33977.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC33979.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC33985.1| TfdA-like protein [uncultured bacterium] 
          Length = 132 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 48/137 (35%), Positives = 68/137 (49%), Gaps = 16/137 (11%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARH--------SLVYSQSKLGHVQQAGSAYIGYGM 187 
           T F DM AAYD L +  +  V  R   H         +V S S+ G    A   Y G    
Sbjct: 1   TEFCDMYAAYDVLPDEVKEKVAGRYGVHHVSKAINPRVVISTSRPG----AKDFYEGQAQ 56 
 
Query: 188 DTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWAC--QAPRVH 244 
             +   L+P+V+ H ETGR +L +  R   AI GM+ AE++  L+ L       + P  + 
Sbjct: 57  KRSKV-LQPIVRTHDETGRQALYVSPRFTIAIDGMEDAEAQPLLDKLFAAITDRKRPYHY 115 
 
Query: 245 AHQWAAGDVVVWDNRCL 261 
            H++  GDVV+WDNRC+ 
Sbjct: 116 RHKYRDGDVVMWDNRCV 132 
 
 
>gb|ABD39118.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 99 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
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 Identities = 28/65 (43%), Positives = 38/65 (58%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           P+V+ HP+TGR  L +G HA  + GMD  E    +E L   A Q    + H W  G+++V 
Sbjct: 34  PIVRTHPDTGRKCLFLGDHAEYVAGMDYDEGRALIEELNALAIQPDLTYEHSWTPGELLV 93 
 
Query: 256 WDNRC 260 
           WDNRC 
Sbjct: 94  WDNRC 98 
 
 
>gb|AAS64585.1| alpha-KG-dependent dioxygenase [uncultured soil bacterium] 
          Length = 119 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 50/124 (40%), Positives = 65/124 (52%), Gaps = 5/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDALD+A +A +      HSL+YS+  LG +      Y           L+ 
Sbjct: 1   TEFGDMRAAYDALDDAAKAEIEDMICEHSLMYSRGALGFLD-----YTEEEKQMFKPVLQ 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP  GR SL +  HA  I GM   E+   L  L + A Q   V+ H+W   D+V+ 
Sbjct: 56  RLVRTHPVHGRKSLYLSSHAGGIVGMTMPEARVLLRDLNEHATQPEFVYVHKWKLHDLVM 115 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 116 WDNR 119 
 
 
>emb|CBJ19168.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 42/115 (36%), Positives = 56/115 (48%), Gaps = 13/115 (11%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LV 198 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  D      +P    LV 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYT-DEEKAMFKPVPQRLV 51 
 
Query: 199 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           + HP   R SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 52  RTHPVHRRKSLYLSSHAGAILGMSMPEARLLLRDLTEHATQREFVHVHKWTVHDL 106 
 
 
>emb|CBJ19044.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19046.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.5 bits (158), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+  +A +      HSL+YS+  LG ++     Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDEAKAEIEDMICEHSLMYSRGSLGFLE-----YTDEEKQLFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D  
Sbjct: 56  VHGRKSLYLSSHAGAIKGMTMPEARLLLRDLNEHATQPEFVYVHKWTLHDF 106 
 
 
>ref|XP_001227262.1| hypothetical protein CHGG_09335 [Chaetomium globosum CBS 148.51] 
 gb|EAQ85321.1| hypothetical protein CHGG_09335 [Chaetomium globosum CBS 148.51] 
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          Length = 401 
 
 Score = 65.5 bits (158), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 47/174 (27%), Positives = 73/174 (41%), Gaps = 14/174 (8%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           G   WH+D T+ P+ +  A+     +P  GG T +A     YD +    R  +   +A   
Sbjct: 191 GKNQWHSDITFEPIPSDYALLRLTQLPKTGGDTLWASGYELYDRISPTLRHFLDTLTA-- 248 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYG-------MDTTATPLRPLVKVHPETG-RPSLLIGRHA 215 
              Y+Q       +  +  +  G          T   + P+V+ +P TG R    +G H  
Sbjct: 249 --TYAQPLFNEAARRNNFTLYSGARGAPENTGDTLDAVHPVVRTNPVTGWRSVFAVGHHV 306 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-AAGDVVVWDNRCLLHRAEP 267 
             I G+   ES+ FLE  V    +   +    +W A  DV +WDNR + H A P 
Sbjct: 307 QRIHGLSDEESKHFLEWFVRLVVENHDLQVRLRWKAVNDVAIWDNRSVYHAATP 360 
 
 
>ref|XP_457378.2| DEHA2B09768p [Debaryomyces hansenii CBS767] 
 emb|CAG85382.2| DEHA2B09768p [Debaryomyces hansenii] 
          Length = 383 
 
 Score = 65.5 bits (158), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 70/267 (26%), Positives = 110/267 (41%), Gaps = 22/267 (8%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           +ITP    LG  VTGV L+ L+D     L     Q  +++F  Q  +  +   FA  +G  
Sbjct: 83  RITPK---LGTEVTGVQLSQLNDKAKDELALYVAQRGVVVFRDQDFAT-KGPKFATDYG- 137 
 
Query: 67  IERIGGGDIVAISNV-----KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
               G   I   S       +   T R+    E+D +      + +WH+D +Y  +   G 
Sbjct: 138 -RHFGRLHIHPTSGAPRGHPELHITYRRADKGEFDRVFSQRSNSTSWHSDVSYE-LQPPG 195 
 
Query: 122 AVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             F A +  P  GG T FAD+  AY+ L    +  +      H L  S+ +  + +  G  
Sbjct: 196 TTFFAVLQGPDAGGDTIFADVVEAYNRLSPEFQKRL---EGLHVLHTSEDQASNSRVQG- 251 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       + + PL++ HP TG   + + R  +  I  +   ES+  +  L       
Sbjct: 252 ---GIERRKPVSSIHPLIRQHPATGDKFIYLNRPFSRRIVELKQDESDYLINFLFQHIES 308 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           A  +     W    VVVWDNR ++H A 
Sbjct: 309 AHDLQLRANWEPNTVVVWDNRRVVHSA 335 
 
 
>emb|CBJ18974.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.5 bits (158), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 40/112 (35%), Positives = 57/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+AT+A +      HSL++S+  LG  +      +      T  P+R  LV+ H 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIFSRGSLGFTE------LSEEERATFRPVRQRLVRAH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR  L +  H   I G    E+   L  L + A +  RV++H W A D+ 
Sbjct: 55  PVTGRKPLFLSSHCGNIVGWPLPEARALLRELTEHATERERVYSHAWRADDL 106 
 
 
>emb|CBJ18813.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
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 Score = 65.5 bits (158), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 40/110 (36%), Positives = 58/110 (52%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+AT+A +      HSL+YS+++LG      S +      +    L  LV+ HP 
Sbjct: 1   AAYDALDDATKAEIEDLVCEHSLIYSRAQLG-----FSNFTDEERHSMRPVLHKLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            T R SLL+  H  AI G    ++  F+  L++ A Q   V+ H+W   D 
Sbjct: 56  VTERKSLLLSAHIGAIVGWPRPKAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>emb|CBJ18737.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.5 bits (158), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 42/111 (37%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD  T+A +      HSL+YS+  LG V      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDGETKAEIEDLVCEHSLMYSRGSLGFVD-----YTDEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E    L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIRGMSVPEGRLSLRDLTEHATQPEFVYVHKWTLHDL 106 
 
 
>emb|CBJ18753.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 41/112 (36%), Positives = 58/112 (51%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL-VKVH 201 
           A YDALD+ T+  V      HS +YS++ LG +    +    +       P+R + V+ H 
Sbjct: 1   AGYDALDQETKDRVADLICEHSQLYSRALLGFIDFTDAERERF------KPVRQVPVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA  I G    E+  FL  LV+ A Q   V++HQW  GD+ 
Sbjct: 55  PVTGRKSLYLSSHAGGIEGWPVPEARAFLRDLVEHATQRQFVYSHQWRVGDL 106 
 
 
>ref|XP_001482070.1| hypothetical protein PGUG_05833 [Meyerozyma guilliermondii ATCC 
           6260] 
 gb|EDK41735.1| hypothetical protein PGUG_05833 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 384 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 69/267 (25%), Positives = 111/267 (41%), Gaps = 22/267 (8%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS--NDQQIT-FAKR 63 
           +ITP    +G  + GV L+ LDD     L     Q  +++F  Q  +    + +T + +  
Sbjct: 84  KITPK---MGTEIRGVQLSQLDDKAKDELALYVAQRGVVVFRDQDFAAKGPKFVTEYGRH 140 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +  I           +   T R+    E+D +       + WH+D +Y  +   G   
Sbjct: 141 FGRLH-IHPTSGAPRGFPELHITYRRPDEKEFDRIFSETTTAVQWHSDISYE-LQPSGLT 198 
 
Query: 124 FSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           F A +  P  GG T FAD++ AY  L    R  +      HS           +QA ++  
Sbjct: 199 FFAVLEGPESGGDTIFADVKEAYRRLSPEFRKRLEGLHVLHS---------SNEQAQNSR 249 
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Query: 183 IGYGMDTTA--TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G++  A  + + PL++ HP T    + + R  +  I  +   ES+  L  L D   + 
Sbjct: 250 GQGGVERRAPVSNIHPLIRQHPATKEKYIYLNRPFSRRIVELKQEESDYLLNFLYDHIEK 309 
 
Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           A  +     W    VVVWDNR + H A 
Sbjct: 310 AHDLQLRASWEPNTVVVWDNRVVEHSA 336 
 
 
>gb|ADC33950.1| TfdA-like protein [uncultured bacterium] 
          Length = 121 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 43/131 (32%), Positives = 63/131 (48%), Gaps = 15/131 (11%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQ-----SKLGHVQQAGSAYIGYGMDTT 190 
           T F DM +AY AL E  + L+    A HS+V+S+     + L   Q+A           T 
Sbjct: 1   TEFCDMGSAYAALPERLKVLIEDLQAEHSIVHSRGLVDPTVLTEAQKA----------ET 50 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 250 
               + LV+++P  GR +L IG HA  I G    +    L  L +   +     +H W   
Sbjct: 51  PPDRQRLVRINPINGRRALYIGAHASHIVGWPLEKGRALLAELTELGTRPEFRLSHAWRE 110 
 
Query: 251 GDVVVWDNRCL 261 
           GD++VWDNRC+ 
Sbjct: 111 GDLIVWDNRCV 121 
 
 
>ref|XP_001273815.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
 gb|EAW12389.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
          Length = 388 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 65/268 (24%), Positives = 111/268 (41%), Gaps = 31/268 (11%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER----- 69 
           +G  + G+ L  L+D     L     + +++ F  Q LS  QQ    + +G IE       
Sbjct: 93  IGTEIVGLQLKDLNDKQKDELGLLIAERSVVFFRDQDLSPQQQKELGEWYGEIEVHPQVP 152 
 
Query: 70  ----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
               + G  ++  +   A+ +     P           G   WH+D  +            
Sbjct: 153 QVPGVPGVTVLWPALAAAERSAAFRRPG----------GAAHWHSDLVHERQPPGVTHLH 202 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
            + VP++GG T +A   AAY+ L  A R ++  ++A +   ++     H ++ G  ++   
Sbjct: 203 NDTVPSIGGDTLWASGYAAYEKLSPAFRQIIDGKTAIYRSAHAYLDRDHPEE-GPRHVER 261 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
                     PLV+VHP TG  +L + R +   I G D AES+  L  L D   +   +  
Sbjct: 262 E--------HPLVRVHPATGWKALWVNRGYTTQIVGFDKAESDVILGHLFDVYEKNIDIQ 313 
 
Query: 245 AH-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
              +W      +WDNR  +H A  WD++ 
Sbjct: 314 LRFKWTPRTSALWDNRITIHNAS-WDYE 340 
 
 
>emb|CBJ18829.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
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 Identities = 39/111 (35%), Positives = 59/111 (53%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL++S+  +G      S +    ++      + LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIADMICEHSLLHSRGAIGF-----SEFTPEEIENFRPVRQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           +TGR SL +  HA AI G    E+  +L  L + A Q   V++HQW   D+ 
Sbjct: 56  QTGRKSLFLSSHAGAIIGWTVPEARAYLRELTEHATQREFVYSHQWRQHDL 106 
 
 
>emb|CBJ18819.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG +      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDETKAEIEDMICEHSLMYSRGSLGFLD-----YTEEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA  I GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGGIVGMTVPEARLLLRDLNEHATQREFVYVHKWTLHDL 106 
 
 
>gb|ACG80583.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 40/124 (32%), Positives = 58/124 (46%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL    +A +      HS+ +S+  LG        +     +     +  
Sbjct: 1   TEFGDMRAAYDALPTDMKAQLEGLRVHHSIAHSRQILGF------EFSQQEQENLKGAIH 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PL++  P + R SL +  HA  I      E    L  L++ A Q   V+ H+W   D+V+ 
Sbjct: 55  PLIRTLPRSQRKSLYVAAHASRILDWPIPEGRLLLRDLMEHATQPQFVYRHEWRDHDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|XP_002548797.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Candida 
           tropicalis MYA-3404] 
 gb|EER32669.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Candida 
           tropicalis MYA-3404] 
          Length = 386 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 63/282 (22%), Positives = 114/282 (40%), Gaps = 19/282 (6%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---ITFAKR 63 
           +ITP    LG+ + G+ L+ L D+    L     +  +++F  Q  +       + FAK  
Sbjct: 90  RITPK---LGSEINGIQLSQLSDSAKNDLARFVAERGVVVFKNQDFNQKGPQFAVDFAKY 146 
 
Query: 64  FGAIER-IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
           FG + +    G       +      R  +  E + +      +++WH+D +Y     Q   
Sbjct: 147 FGTLYKHATSGSPEGFPELHV--CFRGATQDEINSVFANRTNSISWHSDCSYALNALQLT 204 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
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           +FS   +P  GG T FA    AY+ L  A +  +      HS   S  +  + ++ G    
Sbjct: 205 LFSCLQIPEAGGDTLFASTVEAYNRLSPAMKERLEGLHVLHS---SIEQARNNKEVG--- 258 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAP 241 
            G         + PLV+++P T    L + +     I  +   ES+  L  L D    +  
Sbjct: 259 -GITRREPEANIHPLVRINPLTKEKHLYLNKEFGRRIVELKEDESDYLLSFLFDLVETSQ 317 
 
Query: 242 RVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            +    +W    +V+W+N   +H +   DF  P +    R++ 
Sbjct: 318 DLQLRIRWEENTIVLWNNSTTVH-SPCVDFDEPVIRHAYRIS 358 
 
 
>emb|CBJ18973.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 55/110 (50%), Gaps = 5/110 (4%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDALD  T+  +      HS +YS+ +LG         + +        ++ LV+ HP  
Sbjct: 2   AYDALDSETKDEIEDLVCEHSQIYSRQQLGFTDFTEEERVRF-----KPVIQRLVRTHPT 56 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL +  HA  I G    E+  FL+ L + A Q   V++H+W  GD+ 
Sbjct: 57  TGRKSLYLSSHAGGIVGWPVPEARAFLKDLNEHATQRQFVYSHKWRVGDL 106 
 
 
>ref|XP_001939295.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pyrenophora 
           tritici-repentis Pt-1C-BFP] 
 gb|EDU42014.1| alpha-ketoglutarate-dependent taurine dioxygenase [Pyrenophora 
           tritici-repentis Pt-1C-BFP] 
          Length = 395 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 71/268 (26%), Positives = 106/268 (39%), Gaps = 38/268 (14%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAI------ 67 
           +G  V GV LA L D     L        ++ F  Q +   D+Q    K FG +       
Sbjct: 94  IGTEVHGVDLANLTDVQKNDLARLIATRGVVFFRDQKNFGIDEQRELGKYFGELHKHATT 153 
 
Query: 68  ---ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
              +R G  D+  I          ++SP    D+  +      WH+D +Y   +   +   
Sbjct: 154 GVPKRPGLEDVHVI-------FTGENSP----DLRALFTPTFLWHSDVSYE--LQPPSYT 200 
 
Query: 125 SAEVVPAV----GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           S +V+       GG T ++   AAYD L    +  +   +A HS          +Q  G+ 
Sbjct: 201 SLKVLTGPPRGGGGDTLWSSQYAAYDMLSPHMQKYLESLTALHS--------ADLQAQGT 252 
 
Query: 181 AYIGYGMD-TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
             +G  +     T   PL++ +P TG  SL         I G+   ES+  +  L +    
Sbjct: 253 RDLGRTVRREPVTTAHPLIRTNPVTGWKSLYFNPGFVTKIIGVPKTESDHIISFLNEIVA 312 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +P VHA  QW  GDV  WDNR   H A 
Sbjct: 313 TSPEVHARFQWREGDVAFWDNRVTNHSA 340 
 
 
>dbj|BAB92967.1| alpha KG dependent 2,4-D dioxygenase [alpha proteobacterium BTH] 
          Length = 106 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 56/111 (50%), Gaps = 5/111 (4%) 
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Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ TR  +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDETRREIEDMVCEHSLMYSRGALGFLD-----YSEEEKEMFRPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR SL +  HA  I G+   E+   L  L + A Q   V+ H+WA  D+ 
Sbjct: 56  VTGRKSLSLSSHAGGIVGLPMPEARVLLRDLNEHATQPKFVYVHKWALHDL 106 
 
 
>ref|XP_001193736.1| PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] 
          Length = 283 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 71/288 (24%), Positives = 112/288 (38%), Gaps = 70/288 (24%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQH-LSNDQQITFAK 62 
           T Q+ P  + LG  V G+ LA     G    +     QH L+IF  Q  +S D+ +  +  
Sbjct: 6   TYQLKP--SRLGVEVFGIDLAQQQPQGVIDQIKEDVTQHRLMIFRNQSPISGDRHVEISL 63 
 
Query: 63  RFGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            FG +E       +    D+  +SNV+++G                 VG   WH D ++  
Sbjct: 64  WFGELESTFYKHPKSPHPDVFRVSNVESEGCRG--------------VGRTGWHIDGSFQ 109 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P     +++   VVP  G  T FA        L+E    L   + A+   +Y  S      
Sbjct: 110 PAPFNYSLYYMHVVPKEGD-TVFA-------PLNEIIEGLSEDQQAKWDKLYMMS----- 156 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA-------HAIPGM---DAAE 225 
                       D   + + PLV  HP TG+ +L             +  PG    D +E 
Sbjct: 157 ------------DRRGSLVHPLVYSHPRTGKKTLCFHLGMTDAFTWDYGTPGQRMTDPSE 204 
 
Query: 226 SERFLEGLV------DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
           +++ L  +       D A Q    ++H+W  GD ++ DN  + H A P 
Sbjct: 205 TQQILNEIRHEFVKDDGAIQ----YSHKWQVGDFIISDNLAVGHEATP 248 
 
 
>ref|XP_002497214.1| ZYRO0F00286p [Zygosaccharomyces rouxii] 
 emb|CAR28281.1| ZYRO0F00286p [Zygosaccharomyces rouxii] 
          Length = 415 
 
 Score = 65.1 bits (157), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 70/272 (25%), Positives = 112/272 (41%), Gaps = 28/272 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFA 61 
           T +ITP    LG  V G+ L+ L   G   L     Q  +++F  Q  +    +  + +  
Sbjct: 119 TKRITPK---LGTEVKGIQLSQLSPEGKDELALLVAQRGIVVFRNQDFAKHGPEFAVEYG 175 
 
Query: 62  KRFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           K FG   I +  G    A    +   T R+   AE++ + +    ++ WH D +Y      
Sbjct: 176 KYFGKLHIHQTSGHPETA---PELHVTYRRPDHAEFERVFEDSHTSIGWHTDVSYELQPP 232 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
               FS    P  GG T FAD   AY+ L    +  +      HS          V+QA  
Sbjct: 233 SYTFFSVLQGPEGGGDTLFADSVEAYERLSPTLKQFLEGLHVIHS---------SVEQAQ 283 
 
Query: 180 SAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESE---RFLEGL 233 
           ++ +  G+        + PL++ HP   R SL + +  +  I  +   ES+    FL  L 
Sbjct: 284 NSKLQGGIQRREPTGHIHPLIRWHPVLKRKSLYVNKAFSRRIVELKKPESDLLLNFLYSL 343 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            + A    ++ A+ W    V +WDNR  +H A 
Sbjct: 344 FNNALDL-QLRAY-WEPDTVAIWDNRRTIHSA 373 
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>gb|EFQ87965.1| hypothetical protein PTT_16348 [Pyrenophora teres f. teres 0-1] 
          Length = 360 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 48/175 (27%), Positives = 80/175 (45%), Gaps = 10/175 (5%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS-- 164 
            WH+D T+ PV +  A+     +PA GG T +A     YD L  A R ++   +A H    
Sbjct: 161 GWHSDITFEPVPSDYAMLKIHTLPATGGDTLWASGYEIYDRLSPAMRTMLQGLTATHDAK 220 
 
Query: 165 -LVYSQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPG 220 
             +    +LG+  +     + + +G   TAT   P+++ +P TG  S+ + +     I G 
Sbjct: 221 FFLEEAERLGNPLRKNFRGSPLNHGDALTAT--HPVIRTNPVTGWNSVYVNKGFTKRING 278 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
           +   ES+  L  L +   Q        +W   D+ +WDNR   H A  +D++  R 
Sbjct: 279 VTKDESDLLLPYLFNLVTQNHDAQVRFKWQKNDLAIWDNRSTWHCAT-YDYEEAR 332 
 
 
>ref|XP_002562688.1| Pc20g01290 [Penicillium chrysogenum Wisconsin 54-1255] 
 emb|CAP85458.1| Pc20g01290 [Penicillium chrysogenum Wisconsin 54-1255] 
          Length = 375 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 70/271 (25%), Positives = 110/271 (40%), Gaps = 23/271 (8%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFA 61 
           T +++    +LG  V  V L+ L  AG   L     +  ++ FP Q L +   D Q +F  
Sbjct: 78  TAKVSHIQPSLGTIVENVQLSDLSAAGRDELALLISERKVVAFPDQDLIDAGPDAQESFM 137 
 
Query: 62  KRFGA--IERIGGG--DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           + FG    + + G   D  A   +  DG        E    ++       WH D +Y  + 
Sbjct: 138 RHFGKPNYQPVSGSMTDHPAFHIIHRDGNR-----DEIARFLQQRTTTTLWHQDVSYE-I 191 
 
Query: 118 MAQGAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
              G V    +  P VGG T FA    AY  L  A  A +      HS   S   + H + 
Sbjct: 192 QPPGYVMLGLLQGPEVGGDTVFAATDLAYKRLSPAVTAFLDGLKVTHS---SAKMIAHAR 248 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVD 235 
             G       +DT    + PL++VHP TG   + + G     I G+  +E++  L+ L++ 
Sbjct: 249 MTGGLVRKDPVDT----VHPLIRVHPVTGEKCMFLNGEFITRIDGLKDSETKWVLDFLMN 304 
 
Query: 236 WACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                       +W    +V++DNR  +H A 
Sbjct: 305 HLVTGHDFQVRVRWQPRTIVMFDNRSTIHSA 335 
 
 
>emb|CBJ18735.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 40/112 (35%), Positives = 59/112 (52%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYDALD+AT+A V      HS+V+S+ ++G    A       G +    P++  LV  H 
Sbjct: 1   AAYDALDDATKAEVGDLVTEHSIVFSREQIGFSDYAA------GNEDGCVPVQHRLVITH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  H   I G    E+  F+  L++ A Q   V+AH+W   D+ 
Sbjct: 55  PVSGRKSLYLSSHVGGIVGWPVPEARAFIRDLMEHATQRRFVYAHEWRVNDL 106 
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>gb|EFW97392.1| taurine catabolism dioxygenase [Pichia angusta DL-1] 
          Length = 429 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 62/275 (22%), Positives = 109/275 (39%), Gaps = 30/275 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER----- 69 
           +G  + G+ L  L D     L     +  ++ F  Q LS  +Q+   + +G +E+      
Sbjct: 123 IGTEIVGLQLEDLTDQQKDELALLVAERVVVFFRDQKLSPQKQLELGEYWGRVEKHPQAS 182 
 
Query: 70  -IGGGDIVAI-------SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            + G   V++        ++    T + ++   +D     + G   WH D  +    A   
Sbjct: 183 QVNGLPGVSVIWQDYFQKSLGVGLTFKNNNLGNFDATKNAVRGTQVWHTDLVHEKRPAGL 242 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
                + +P  GG T +A   AAYD L E  +  +  + A    VY  S  G++ +     
Sbjct: 243 THLHLDAIPEFGGDTLWASGYAAYDKLSEEFKKFLDGKQA----VYV-SAHGYLDRKNP- 296 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
              +        + P+++ HP TG  SL + R     I G+ + ES+  L  L +   +  
Sbjct: 297 ---FSGPKKIERVHPIIRTHPATGWKSLFVNRGMTKRIVGLSSVESDLILNYLFEVFEKN 353 
 
Query: 241 PRVHAH-QWAA-----GDVVVWDNRCLLHRAEPWD 269 
             +    +W       G   +WDNR   HR+  WD 
Sbjct: 354 ADIQVRFKWTPSKPGYGTSAIWDNRVSQHRST-WD 387 
 
 
>emb|CBJ19204.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 39/112 (34%), Positives = 58/112 (51%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+ T+A +      HS ++S+ +LG  +      + +       P+R  LV+ H 
Sbjct: 1   AAYDALDQKTKAEIEDLICEHSQIFSREQLGFTEYLPDERLKWA------PVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  HA  I G    E+  FL  L + A Q   V+AH+W   D+ 
Sbjct: 55  PRSGRLSLYLSSHAGGIEGWPVPEARAFLRDLTEHATQRQFVYAHRWKPADL 106 
 
 
>ref|XP_001391238.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           niger CBS 513.88] 
 emb|CAK96596.1| unnamed protein product [Aspergillus niger] 
          Length = 376 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 70/268 (26%), Positives = 104/268 (38%), Gaps = 21/268 (7%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND---QQITFAKR 63 
           ++T     +G+ V GV L  L DA    L     +  ++ FP Q L +D    Q  F +  
Sbjct: 87  KVTEIQPRIGSIVEGVQLNQLTDAQKDELALLVAERKVVAFPDQDLIDDGPEAQEAFMRH 146 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI---VGNMAWHADSTYMPVMAQ 120 
           FG          V+ S     G    H     +++ + +        WH D +Y  +    
Sbjct: 147 FGK----PNYQPVSGSMRGHPGFHIIHRDGNREEITRFLSQRTTTTLWHQDVSYE-IQPP 201 
 
Query: 121 GAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           G V    +  P VGG T F+    AY  L     + +    A HS   S   + H +  G 
Sbjct: 202 GYVMLGLLEGPEVGGDTVFSATDMAYKRLSPTLTSWLDTLRATHS---SAKMIQHARLTG 258 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWAC 238 
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                  +DT    + PLV+VHP TG   L + G     I G+   E    L+ L+     
Sbjct: 259 GLVRKEAVDT----VHPLVRVHPVTGEKCLFVNGEFITKIQGLKEPEQRWLLDFLMQHII 314 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
                 A  +W    +V++DNRC  H A 
Sbjct: 315 TGHDFQARVRWQPRTIVIFDNRCTTHSA 342 
 
 
>emb|CAY25793.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 36/110 (32%), Positives = 61/110 (55%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+FPGQ +++DQQ+ FA  FG  E++ GG++              +SN 
Sbjct: 14  AYIEAGMDKYAVLLFPGQDVTDDQQLAFALNFGEREQVHGGNVTRKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_003743531.1| Taurine dioxygenase, N-terminal fragment [Erwinia billingiae 
Eb661] 
 emb|CAX61684.1| Taurine dioxygenase, N-terminal fragment [Erwinia billingiae Eb661] 
          Length = 157 
 
 Score = 64.7 bits (156), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 47/169 (27%), Positives = 76/169 (44%), Gaps = 25/169 (14%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L IT  G  +G  V+ ++L+  L DA F  L+ A ++H +L F  Q ++  QQ   A RF 
Sbjct: 5   LTITALGPNIGGQVSDINLSRPLSDAQFEQLYHALIRHQVLFFRDQPVTPQQQRALATRF 64 
 
Query: 65  GAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           G +          G  +I+ +           ++P + D+          WH D T++   
Sbjct: 65  GDLHIHPVYPHAPGVEEIIVLD-------THDNNPPDNDN----------WHTDVTFIAT 107 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
              GA+ +A+ +P  GG T +    AAY+AL E  + L+    A H    
Sbjct: 108 PPAGAILAAKQLPETGGDTLWTSGIAAYEALSEPFKVLLSGLQAEHDFT 156 
 
 
>ref|XP_003040888.1| hypothetical protein NECHADRAFT_97607 [Nectria haematococca mpVI 
           77-13-4] 
 gb|EEU35175.1| hypothetical protein NECHADRAFT_97607 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 355 
 
 Score = 64.7 bits (156), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 63/276 (22%), Positives = 108/276 (39%), Gaps = 27/276 (9%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQI 58 
             +  Q++     +G  + G+ L+ L+D     L     +  +++F  Q   +    +Q  
Sbjct: 59  GNSDFQVSKITPVIGTEIRGLQLSQLNDLQKDELALLIAERGVVVFREQDFKDIGIQKQK 118 
 
Query: 59  TFAKRFGAIERIGGG----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
            F + FG +     G    D +   N+         + ++ D +       + +H+D +Y 
Sbjct: 119 EFGRYFGPLHIHPTGAHIKDHLEFHNIYLGPDNEYRNESKLDKL-----STIGYHSDVSY 173 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
                   + +   VP  GG T +A   AAY  L    + L+    A HS  Y Q++    
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Sbjct: 174 EHQPPGITILTLLSVPPSGGDTIWASQTAAYARLSTPIKTLLEGLRAEHS-GYPQAEKAR 232 
 
Query: 175 VQQAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFL 230 
                      G      P++   P+V++HP TG+ +L I       I G+   ES+  L 
Sbjct: 233 RD---------GRHVRREPVKSEHPIVRIHPATGQKALFIQPGFTKRIIGLKQEESDGLL 283 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           + L     Q     A  +W  G V +WDNR   H A 
Sbjct: 284 KILFKHIAQGQDFQARVRWEEGTVALWDNRVTAHTA 319 
 
 
>emb|CBJ19210.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 64.7 bits (156), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 44/112 (39%), Positives = 57/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDEAT+  VH     HS V+S+  LG      +  + +       P+R  LV+ H 
Sbjct: 1   AAYDALDEATKREVHDLICAHSQVFSRGILGFDDFTEAERLKWA------PVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA  I G    E+  FL  L + A Q   V+AH W   D+ 
Sbjct: 55  PNTGRLSLYLASHAGGIEGWPVPEARAFLRDLTEHATQRQFVYAHVWKPWDL 106 
 
 
>emb|CBJ18821.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 40/112 (35%), Positives = 57/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE T+A V      HSL++S++ +G  +        +       P+R  LV+ H 
Sbjct: 1   AAYDALDERTKAEVQDLVCEHSLLHSRAAVGFTEFTPEEVANF------RPVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  HA  I G    E+  FL  L + A Q   V++H W   D+ 
Sbjct: 55  PASGRKSLFLSSHAGTIVGWTVPEARSFLRDLTEHATQREFVYSHAWRQHDL 106 
 
 
>emb|CBJ18746.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 40/112 (35%), Positives = 56/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           A +D+LD  T+AL       HS +YS+  LG      +    +       P+R  LV+ H 
Sbjct: 1   AGWDSLDPETQALCEDLICEHSQIYSRQILGFTDFTDAERARFA------PVRQVLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA  I G    E+  FL  L++ A Q   V++HQW  GD+ 
Sbjct: 55  PVTGRKSLYLSSHAGGIIGWPVPEARAFLRDLIEHATQRQFVYSHQWRVGDL 106 
 
 
>emb|CBJ18722.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 52/111 (46%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
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           AAYDALD+  RA +      HSL+YS+  LG +      Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDEIRAEIEDMICEHSLMYSRGSLGFLD-----YTEEEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA  I G    E+   L  L + A Q   VH H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGGIVGTTVPEARLLLRDLTEHATQPQCVHVHKWTVHDL 106 
 
 
>ref|XP_746985.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
 gb|EAL84947.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
          Length = 396 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 73/255 (28%), Positives = 106/255 (41%), Gaps = 25/255 (9%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           T+G+ VTGV L++L  AG   L     Q  +++F  Q  +    I  A  FG+    G   
Sbjct: 94  TIGSEVTGVQLSSLSAAGKDQLALLVAQRRVVVFRDQDFAG-LPIADALEFGS--HFGRH 150 
 
Query: 74  DIVAISNVKADGTV------RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
            I   S  + +G        R +S  E D         +AWH+D TY              
Sbjct: 151 HIHPTSG-QPEGYPEIHLVHRHNSQGELDAFFADRNSTVAWHSDVTYEAQPPGTTFLYIL 209 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
             P VGG T F D   AY  L  A +  +H   A HS  + Q++    +Q G         
Sbjct: 210 DSPEVGGDTVFVDQVEAYRRLSPAIKERLHGLKAVHS-GFEQAEFS--RQRGGV------ 260 
 
Query: 188 DTTATPLR---PLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
                P++   P+V+ HP TG  +L + G    +I G+   ES+  L  L++   +     
Sbjct: 261 -VRRDPVKHEHPIVRTHPVTGEKALFVNGGFTRSIVGLKKEESDALLGFLLNHVGRGIDY 319 
 
Query: 244 HAH-QWAAGDVVVWD 257 
            A  +WA   VVVWD 
Sbjct: 320 QARIKWAPKTVVVWD 334 
 
 
>ref|XP_001818415.2| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           oryzae RIB40] 
          Length = 381 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 70/270 (25%), Positives = 109/270 (40%), Gaps = 28/270 (10%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           ++TPT   +G+ V G+ L+ L D G   L     Q  ++ F  Q  +    ++ + F    
Sbjct: 100 ELTPT---IGSEVHGIQLSQLTDKGKDQLALYVAQRKVVAFRDQDFAQLPIEKALEFGGY 156 
 
Query: 64  FGA--IERIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG   I +  G       + + +  AD      S AE+   ++    ++ WH+D T+    
Sbjct: 157 FGRHHIHQSSGAPKGFPEIHLVHRGAD----DRSGAEF---LETHTNSLTWHSDVTFEKQ 209 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                       P  GG T F +M  AY  L    R  +H   A HS V    ++ +    
Sbjct: 210 PPGTTFLYLLDGPTSGGDTLFCNMAQAYRRLSPEFRKRLHGLKAVHSGV---EQVNNSLN 266 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
            G    G       T   P+V+ HP TG  +L +  +    I G    ES+  L+ L D  
Sbjct: 267 KG----GIARRDPITTEHPVVRTHPVTGEKALYVNPQFTRYIVGYKKEESDFLLKFLYDH 322 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
              +  +    +W    VVVWDNR + H A 
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Sbjct: 323 IALSQDIQTRVRWRPNTVVVWDNRVVAHSA 352 
 
 
>emb|CAY67032.1| Alpha-ketoglutarate-dependent sulfonate dioxygenase [Pichia 
           pastoris] 
          Length = 419 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 76/276 (27%), Positives = 113/276 (40%), Gaps = 35/276 (12%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           Q    +TP    LG+ V GV L+ L  +    L     Q  +++F  Q L  D+ +   K 
Sbjct: 101 QEIRNLTPK---LGSEVRGVQLSQLSPSQKDDLALYVAQRGVVVFRDQDL-RDKNLQEVK 156 
 
Query: 63  RFGAIERIGGGDIVAISNVKADG------TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            FG  +  G   I   S    +G      T R+  P++        + ++AWH+D TY   
Sbjct: 157 EFG--QYFGPLHIHQTSGA-PEGFPEFHITYRRAGPSK---PFINKIASIAWHSDITYEL 210 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA------LVHQRSARHSLVYSQS 170 
             A    F     P  GG T FAD   AY+ L    +       L+H  SAR     S + 
Sbjct: 211 QPAGVTFFGLIEGPEAGGDTLFADAIEAYERLSPTFQKFLDGLRLIH--SARLQAADSLA 268 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 230 
           K G +Q+            T+  + PLV+ HP  G+ S+        I G+   ES+  L 
Sbjct: 269 K-GSIQRK---------KFTSETVHPLVRYHPVLGKKSIYAKAFGTRIIGLKQEESDLVL 318 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             + ++   A  +     +  G VV WDNR + H A 
Sbjct: 319 NFIQNFIATAQDLQLRASYEPGTVVAWDNRRVFHSA 354 
 
 
>emb|CBJ18770.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 41/114 (35%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 53  THPVHRRKSLYLSSHAGAIQGMSMPEARLLLRDLTEHATQPEFVYVHKWTLHDL 106 
 
 
>ref|XP_003043934.1| hypothetical protein NECHADRAFT_76975 [Nectria haematococca mpVI 
           77-13-4] 
 gb|EEU38221.1| hypothetical protein NECHADRAFT_76975 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 359 
 
 Score = 64.3 bits (155), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 61/254 (24%), Positives = 100/254 (39%), Gaps = 34/254 (13%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAI-----------------ERIGGGDIVAISNVK 82 
           Q  ++ F  Q+ L+ND Q     R G +                 ER  GGD + +S +  
Sbjct: 71  QRGVVFFRAQNNLTNDLQKKLILRLGELTGRPASSTLHIHPLLNSERELGGDDLEVSTIS 130 
 
Query: 83  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 142 
           +    + +   + + ++     N  WH+D  + P  A         +P+ GG T +A    
Sbjct: 131 SKQHAKFYRKTQDNGVVVTKRNNEMWHSDIAFEPAPADYTSLRLVELPSTGGDTLWASGY 190 
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Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM-----DTTATPLR-- 195 
             YD L  A +  +   +A     + Q     V +  S +  Y       D     LR   
Sbjct: 191 DVYDHLSPAYQKFLEGLTA----TFEQPNFAKVAER-SGFELYDKPRGSPDNVGRELRAI 245 
 
Query: 196 -PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AG 251 
            P+V+ +P TG  S+  IG H   I  + A ES+  L+   D   +   +    +W     
Sbjct: 246 HPVVRTNPVTGWKSVFPIGAHVGHINDVTAEESDNLLKWFYDLVAKDHSIQVRLRWENPN 305 
 
Query: 252 DVVVWDNRCLLHRA 265 
           D+ +WDNR + H A 
Sbjct: 306 DIAIWDNRSVFHSA 319 
 
 
>gb|ADC33971.1| TfdA-like protein [uncultured bacterium] 
          Length = 131 
 
 Score = 63.9 bits (154), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 43/131 (32%), Positives = 65/131 (49%), Gaps = 5/131 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS---KLGHVQQAGSAYIGYGMDTTAT 192 
           T F DM  AY+AL +  +  V  R A H +  +++    +   +     Y       T   
Sbjct: 1   TEFCDMYLAYEALPDDLKRAVAGRRAIHHISKTRNPRVTISPDRPGAKEYYEARARETRE 60 
 
Query: 193 PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRV-HAHQWAA 250 
            L+PLV+ HPETGR +L I  R    I  M  A+++  L+ L     +  R  + H+W   
Sbjct: 61  ILQPLVRTHPETGRQALYISPRFTIGIADMPDADAQALLDRLFASFVKERRFQYRHKWKD 120 
 
Query: 251 GDVVVWDNRCL 261 
           GD+V+WDNRC+ 
Sbjct: 121 GDLVMWDNRCV 131 
 
 
>ref|XP_002617710.1| hypothetical protein CLUG_03154 [Clavispora lusitaniae ATCC 
42720] 
 gb|EEQ39028.1| hypothetical protein CLUG_03154 [Clavispora lusitaniae ATCC 42720] 
          Length = 417 
 
 Score = 63.9 bits (154), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 70/279 (25%), Positives = 107/279 (38%), Gaps = 44/279 (15%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 74 
           +G  + G+ L+ L+D     L     +  ++ F  Q LS  +Q+   K +G +E       
Sbjct: 122 IGTEIVGLQLSELNDKQKDELALLIAERVVVFFRDQDLSPQKQLELGKYWGQVEV--HAQ 179 
 
Query: 75  IVAISNVKADGTVRQHSPAEWDDMMK-----------VIVGNMAWHADSTYMPVMAQGAV 123 
           +  + + K DG         W D  +            I GN  WH D  +    A     
Sbjct: 180 VPRVPDTK-DGEALPGITVIWQDYAREFFGLPLTFKNSIGGNSQWHTDLVHEFQPAGITH 238 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLG---HVQ 176 
              + +P VGG T +A   AAYD L  A +  +  ++A     HS +  ++ L    H++ 
Sbjct: 239 LYNDTIPEVGGDTVWASGYAAYDKLSPAFQKFLDGKTAIYRSAHSYLDRENPLNGPKHIE 298 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
           +                  PLV+ HP TG   L + R     I G+   ESE  LE L   
Sbjct: 299 RE----------------HPLVRTHPATGWKYLFVNRSMTVRIVGLQPKESEVILEYLFG 342 
 
Query: 236 WACQAPRVHAH-QWAA----GDVVVWDNRCLLHRAEPWD 269 
              +   +     W +    G   +WDNR   H A  WD 
Sbjct: 343 LFERNLDIQVRWNWKSKPGYGTSAIWDNRISQHNAV-WD 380 
 
 
>ref|XP_001906307.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP66973.1| unnamed protein product [Podospora anserina S mat+] 
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          Length = 437 
 
 Score = 63.9 bits (154), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 67/295 (22%), Positives = 111/295 (37%), Gaps = 35/295 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL-----DDAGFAALHAAWLQHALLIFPGQH-LSNDQQI 58 
           +  +TP    +G   + V L  L      D     L     Q  ++ F  Q  L++D Q  
Sbjct: 108 SFDVTPV---IGREYSNVDLVKLLRAPNSDELLRDLAITISQRGVVFFRKQEGLTDDLQK 164 
 
Query: 59  TFAKRFG------------------AIERIGGGD--IVAISNVKADGTVRQHSPAEWDDM 98 
              +R G                  A    GG D  I  IS+ +A         + W+   
Sbjct: 165 ELVQRLGQLSGKPETSGLHIHPISNAAREHGGKDDEISVISSEQAKKLYADRFASAWNGG 224 
 
Query: 99  MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 158 
                G   WH+D T+ P+ +  A+     +P  GG T +A     YD +    R  +   
Sbjct: 225 RHRQSGKGQWHSDITFEPIPSDYALLKLTQLPKTGGDTLWASGYELYDRISPKLRGFLDT 284 
 
Query: 159 RSARHS---LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRH 214 
            +A ++      +  + G    +G       +      + P+++ +P TG  S+  +G H 
Sbjct: 285 LTAYYAQPLFTDAAKRNGFSIYSGERGAPENVGDVLEAIHPVIRTNPVTGWKSVFAVGHH 344 
 
Query: 215 AHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRAEP 267 
              I G+   ES+ FL+  V    +   +    +W    DV +WDNR + H A P 
Sbjct: 345 VKRIHGLSDEESKHFLDWFVQLIVENHDLQVRFKWKDVNDVAIWDNRSVYHAATP 399 
 
 
>ref|XP_002567705.1| Pc21g06600 [Penicillium chrysogenum Wisconsin 54-1255] 
 emb|CAP95557.1| Pc21g06600 [Penicillium chrysogenum Wisconsin 54-1255] 
          Length = 367 
 
 Score = 63.9 bits (154), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 62/258 (24%), Positives = 101/258 (39%), Gaps = 37/258 (14%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 99 
           Q  ++ F  Q  L ND Q    +R G +        + I  V   G  R+HS    DD + 
Sbjct: 79  QRGVVFFRKQDSLDNDLQKELVQRLGELSGKPSTSGLHIHPVANSG--REHSVK--DDEI 134 
 
Query: 100 KVI-----------------VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 142 
            VI                      WH+D T+ P+ +   +     +P  GG T +A    
Sbjct: 135 SVISSASREKLYKDRNTRKQTSRREWHSDITFEPIPSDYTLLRLTELPKTGGDTLWASGY 194 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG----MDTTATPLR--- 195 
             YD + +  +  +   +A     Y+Q     V +     I  G     +     LR    
Sbjct: 195 EVYDRISQPYQKFLEGLTA----TYAQPGFNEVAKRNDFTIHPGPRGAPENVGEELRAEH 250 
 
Query: 196 PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA-HQWA-AGD 252 
           P+++ +P TG  S+  +G H   + G+   ES R L+  V    +   +   ++W    D 
Sbjct: 251 PVIRTNPVTGWKSVFAVGTHVQKVNGVSEEESRRLLDWFVSLIVENHDLQVRNRWQNPND 310 
 
Query: 253 VVVWDNRCLLHRAEPWDF 270 
           + +WDNR + H A  WD+ 
Sbjct: 311 LAIWDNRSVYH-AATWDY 327 
 
 
>dbj|BAE54591.1| unnamed protein product [Aspergillus oryzae] 
          Length = 420 
 
 Score = 63.9 bits (154), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 68/257 (26%), Positives = 103/257 (40%), Gaps = 28/257 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           +G  + G+ L  L D     L     + +++ F  Q LS  QQ    + FG +E       
Sbjct: 118 IGTEIVGLQLKDLTDQQKDELGLLIAERSVVFFRDQDLSPQQQKALGEYFGEVEVHPQVP 177 
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Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
           ++ G   V++       T R  S        +   G   WH D  +    A       +  
Sbjct: 178 QVPGLPGVSVLWPALQATERAAS-------YRRPGGASRWHTDLVHERQPAGVTHLHNDA 230 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYG 186 
           VP +GG T +A   AAY+ L    R ++  R+A  R +  Y   K     +AG  YI    
Sbjct: 231 VPTIGGDTLWASGYAAYEKLSPEFRKIIDGRTAIYRSAHPYLDRK---DPEAGPKYIERE 287 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
                    P+V+VHP TG  +L + R     I G+D AES+  L  L D   +   +   
Sbjct: 288 --------HPIVRVHPATGWKALWVNRAMTDRIVGLDKAESDVILGYLFDVYEKNIDIQV 339 
 
Query: 246 H-QWAAGDVVVWDNRCL 261 
             +W      +WDNR + 
Sbjct: 340 RFKWTPRTSALWDNRLV 356 
 
 
>emb|CBJ19018.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.9 bits (154), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEARVLLRDLSEHATQPQFVYVHKWTLHDL 106 
 
 
>ref|XP_002383506.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
 gb|EED47326.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
          Length = 395 
 
 Score = 63.9 bits (154), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 68/257 (26%), Positives = 103/257 (40%), Gaps = 28/257 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           +G  + G+ L  L D     L     + +++ F  Q LS  QQ    + FG +E       
Sbjct: 93  IGTEIVGLQLKDLTDQQKDELGLLIAERSVVFFRDQDLSPQQQKALGEYFGEVEVHPQVP 152 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
           ++ G   V++       T R  S        +   G   WH D  +    A       +  
Sbjct: 153 QVPGLPGVSVLWPALQATERAAS-------YRRPGGASRWHTDLVHERQPAGVTHLHNDA 205 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYG 186 
           VP +GG T +A   AAY+ L    R ++  R+A  R +  Y   K     +AG  YI    
Sbjct: 206 VPTIGGDTLWASGYAAYEKLSPEFRKIIDGRTAIYRSAHPYLDRK---DPEAGPKYIERE 262 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
                    P+V+VHP TG  +L + R     I G+D AES+  L  L D   +   +   
Sbjct: 263 --------HPIVRVHPATGWKALWVNRAMTDRIVGLDKAESDVILGYLFDVYEKNIDIQV 314 
 
Query: 246 H-QWAAGDVVVWDNRCL 261 
             +W      +WDNR + 
Sbjct: 315 RFKWTPRTSALWDNRLV 331 
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>ref|YP_001263745.1| taurine dioxygenase [Sphingomonas wittichii RW1] 
 gb|ABQ69607.1| Taurine dioxygenase [Sphingomonas wittichii RW1] 
          Length = 286 
 
 Score = 63.9 bits (154), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 76/302 (25%), Positives = 117/302 (38%), Gaps = 47/302 (15%) 
 
Query: 5   TLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQ------- 56 
           +++I P   T+GA V GV L+  L  A   A+ AA L+H ++ F  Q L N+         
Sbjct: 14  SIRIRPLQPTIGAEVEGVDLSRPLAPAQRDAIRAAVLRHKVVFFRDQALDNESQAAFAAQ 73 
 
Query: 57  --------QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 108 
                     T   R   I RI      A+   K +  + +  P           G+  + 
Sbjct: 74  FGALYTHPSTTRDPRVAPIHRIA-----AVDAAKYEKRLHRDVPP----------GD-GY 117 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
           H+D+++  V   GAV  A  +P VGG T + D   AY+ L    +  +      H    + 
Sbjct: 118 HSDTSWRLVPTWGAVLRAVTLPEVGGDTIWVDANLAYEGLSAELKERLEGLHVTHDFREA 177 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESE 227 
            +  GH          Y +        P+V+ H ETG+  L +       I G++ AES  
Sbjct: 178 LAASGH---------DYPIVA-----HPVVRAHRETGQKILWVNLTQKPQILGVELAESR 223 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 287 
             L+ ++    +        W  G V  WDNR  +H A       PR +    +A  P   
Sbjct: 224 ALLDEVLRQYKRPEFQVRFSWRPGSVAFWDNRAAVHYAVRNYGDFPRHLERVLIADEPLY 283 
 
Query: 288 EG 289 
            G 
Sbjct: 284 AG 285 
 
 
>ref|XP_002150987.1| TfdA family taurine dioxygenase, putative [Penicillium marneffei 
           ATCC 18224] 
 gb|EEA22378.1| TfdA family taurine dioxygenase, putative [Penicillium marneffei 
           ATCC 18224] 
          Length = 355 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 44/176 (25%), Positives = 77/176 (43%), Gaps = 6/176 (3%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WHAD T+  V +  A+     +P  GG T +A     YD L  +    +   +A H  
Sbjct: 153 SVGWHADITFENVPSDYAILKIHTLPETGGDTLWASGYEVYDRLSPSMAQFLEGLTATHD 212 
 
Query: 165 LVY---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPG 220 
             +      +LG+  + G          + T + P+++ +P TG  S+ + +     I G 
Sbjct: 213 ATFFHDEARRLGNPLREGIRGSPLNSGPSLTTVHPVIRTNPVTGWKSVFVNKGFTKRING 272 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
           +   ES+  L+ L +   Q       ++W   DV +WDNR   H A  +D+   R+ 
Sbjct: 273 VTKDESDILLQYLFNLVTQNHDAQVRYKWNKNDVAIWDNRSNWHCAT-YDYDETRI 327 
 
 
>emb|CBJ18752.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 40/112 (35%), Positives = 53/112 (47%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE  +  +      HS +YS+ KLG         I +       P+R  LV+ H 
Sbjct: 1   AAYDALDERLKHQIEDLVCLHSNMYSRGKLGLTDFTDEERIAF------KPVRQRLVRRH 54 
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Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA  I GM   E    L  L ++A +   V++H W   D  
Sbjct: 55  PVTGRKSLFLSAHAGEIEGMSIPEGRMLLLDLTEFATREQFVYSHAWRINDF 106 
 
 
>ref|XP_001593138.1| hypothetical protein SS1G_06060 [Sclerotinia sclerotiorum 1980] 
 gb|EDO03579.1| hypothetical protein SS1G_06060 [Sclerotinia sclerotiorum 1980 
           UF-70] 
          Length = 389 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 52/171 (30%), Positives = 78/171 (45%), Gaps = 14/171 (8%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           G   WH+D  +    A       + VP VGG T +A   AAY  L    R  ++ + A + 
Sbjct: 195 GASRWHSDLVHELHPAGLTHLHNDTVPEVGGDTLWASGYAAYSKLSPEFRKFINGKQAIY 254 
 
Query: 164 SLVYSQSKLGHVQ-QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGM 221 
             V + + L      AG  +I          + P+V+VHP TG  +L + R    +I G+ 
Sbjct: 255 --VSTHTYLDRDDPSAGPKHIER--------VHPIVRVHPVTGWKTLWVNRSMTKSIVGL 304 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
           D AES+  L  L D   +   +    +W AG   +WDNR  +H A  WD++ 
Sbjct: 305 DKAESDLILGYLYDVFEKNVDIQVRFRWTAGTSAIWDNRSTIHNAS-WDYE 354 
 
 
>emb|CBJ19021.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEARVLLRDLNEHATQPQFVYVHKWTLHDL 106 
 
 
>ref|XP_001593310.1| hypothetical protein SS1G_06232 [Sclerotinia sclerotiorum 1980] 
 gb|EDO03751.1| hypothetical protein SS1G_06232 [Sclerotinia sclerotiorum 1980 
           UF-70] 
          Length = 393 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 60/262 (22%), Positives = 105/262 (40%), Gaps = 30/262 (11%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           ++G  + G+ L +LDD     L     +  ++    Q +   +QI F   FG +       
Sbjct: 125 SIGTELVGIQLTSLDDTQKNELARLVAERGVVFLRDQKMDVHEQIEFGSYFGELH----- 179 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF-SAEVVPA- 131 
            I  ++ +  D  +    P   D+  K    +  WH+D +Y  +   G  F   + +P   
Sbjct: 180 -IHQMAGIIPD--LPWVHPIHKDETAKNGRSHQIWHSDVSYE-IQPPGLTFLRMDTLPKA 235 
 
Query: 132 ------VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
                  GG T +A     Y++L    + ++    A+HS          ++QA  A  G  
Sbjct: 236 GPDGYEAGGDTIWASGYGIYESLSPTLKGILETLEAKHS---------GLEQAEKALKGN 286 
 
Query: 186 GM--DTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPR 242 
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           G         + P+V+ HP TG+ +L +  +    I G++   SE  L+ L     +A   
Sbjct: 287 GCLRRNPIETIHPVVRTHPVTGQKTLYVNENFTKEIVGVEKRFSESLLDFLNRTVAEAYE 346 
 
Query: 243 VHAH-QWAAGDVVVWDNRCLLH 263 
                +W+   V +WDNR   H 
Sbjct: 347 YQVRWKWSTNAVAIWDNRATFH 368 
 
 
>gb|ABD39120.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 98 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 29/66 (43%), Positives = 40/66 (60%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 32  PLVRTHAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 91 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 92  WDNRCV 97 
 
 
>emb|CBJ18950.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 40/110 (36%), Positives = 54/110 (49%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEARVLLRDLNEHATQPEFVYVHKWTLHD 105 
 
 
>gb|ADC33981.1| TfdA-like protein [uncultured bacterium] 
          Length = 123 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 45/127 (35%), Positives = 61/127 (48%), Gaps = 5/127 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DM  AYD L E  +  +    A H    S++  G +++           T A     
Sbjct: 1   TEFCDMYDAYDRLPEELKQRIRGMRAVHD--DSRTAAGGLRKGKKDVTDVRHVTGAR--H 56 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           PLV+ HP TGR +L +GR  +A I  +   ESE  L+ L   A  A      +W  GD+V 
Sbjct: 57  PLVRTHPATGRKALYLGRRRNAYIVSLPVEESEALLDRLWSHAIAASSAWTQEWQVGDLV 116 
 
Query: 255 VWDNRCL 261 
           VWDNRC+ 
Sbjct: 117 VWDNRCV 123 
 
 
>emb|CBI54184.1| unnamed protein product [Sordaria macrospora] 
          Length = 382 
 
 Score = 63.5 bits (153), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 67/276 (24%), Positives = 105/276 (38%), Gaps = 34/276 (12%) 
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Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITF 60 
           T   +TPT   +G  V G+ L+ L  AG   L     +  ++ F  Q  ++   ++ +   
Sbjct: 96  TVTHLTPT---IGTEVKGIQLSALTSAGKDELARFIAERKVVAFRQQDFADLPIEEALKV 152 
 
Query: 61  AKRFGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 113 
            + FG   I    G      +I  +     D +V        D        ++AWH+D + 
Sbjct: 153 GEYFGRHHIHPTSGSPEGFPEIHLVHRSAGDNSV--------DLFFANRTSSVAWHSDVS 204 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y               P  GG T F D   AY+ L    +  +H   A HS          
Sbjct: 205 YEQQPPGTTFLYILEKPETGGDTLFVDAVEAYNRLSPLFQERLHGLKATHS--------- 255 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLR--PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFL 230 
            ++Q  SA    G+      +   P+++ HP TG  ++ +  +    I G+   ES+  L 
Sbjct: 256 GIEQVNSAAARGGIKRREPVVNEHPIIRTHPATGEKAIYVNPQFTREIVGLKKEESDTLL 315 
 
Query: 231 EGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           + L D         A  +W    VVVWDNR   H A 
Sbjct: 316 KFLYDHLAYGADFQARIKWEEDTVVVWDNRVTQHSA 351 
 
 
>emb|CBJ18767.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.5 bits (153), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 41/115 (35%), Positives = 55/115 (47%), Gaps = 13/115 (11%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LV 198 
           AAYDALD  T+A +      HSL+YS+  LG        ++ Y  D      RP    LV 
Sbjct: 1   AAYDALDNDTKAEIDDMICEHSLMYSRGSLG--------FLDYS-DEEKQMFRPVLQRLV 51 
 
Query: 199 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           + HP  GR SL +  HA AI G+   E    L  L + A +   V+ H+W   D+ 
Sbjct: 52  RTHPVHGRKSLYLSSHAGAIRGISVPEGRLLLRDLTEHATRPEFVYVHKWKVHDL 106 
 
 
>emb|CBJ19209.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.5 bits (153), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD  T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDNDTKAEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEARVLLRDLNEHATQPEFVYVHKWTLHDL 106 
 
 
>emb|CBJ18768.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.5 bits (153), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 40/112 (35%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+AT+A V      HSL+YS+  LG    +      +       P+R  LV+ H 
Sbjct: 1   AAYDALDDATKAEVEDLVCEHSLLYSRGTLGFTDLSEEERAMF------RPVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  H   I G    E+  F+  L + A Q    ++H W   D+ 
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Sbjct: 55  PVTGRKSLFLSSHIGTIIGWPVPEARAFIRDLTEHATQKQFTYSHAWRQYDL 106 
 
 
>emb|CBJ18728.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.5 bits (153), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 42/111 (37%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           A YDALDE T+ALV      HS +YS+  LG  +                P R LV+ HP 
Sbjct: 1   AGYDALDEETKALVRDLVCEHSQIYSRGVLGFTEFTEEE----RRKNAPVPQR-LVRRHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR SL +  HA  I G    E+   L  L + A Q   V+AH+W   D+ 
Sbjct: 56  VTGRRSLFLSSHAGTIVGWPVPEARALLRDLTEHATQREFVYAHRWRQYDL 106 
 
 
>ref|XP_001803696.1| hypothetical protein SNOG_13485 [Phaeosphaeria nodorum SN15] 
 gb|EAT78932.2| hypothetical protein SNOG_13485 [Phaeosphaeria nodorum SN15] 
          Length = 294 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 47/174 (27%), Positives = 75/174 (43%), Gaps = 7/174 (4%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS-- 164 
            WH+D T+ PV +  A+     +PA GG T +A     YD L  A +  +   +A H    
Sbjct: 92  GWHSDITFEPVPSDYAMLKIHTLPATGGDTLWASGYEIYDRLSPAMQQFLEGLTATHDAK 151 
 
Query: 165 -LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE-TGRPSLLIGR-HAHAIPGM 221 
             +    +LG+  + G            T + P+V+ +P  TG  S+ + +     I G+ 
Sbjct: 152 FFLEEAERLGNPIRKGIRGNPLNFGEALTAVHPVVRTNPAVTGWKSVYVNKGFTKRINGV 211 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
              ES+  L  L +   Q        +W   D+ +WDNR   H A  +D+  PR 
Sbjct: 212 TKDESDVLLSYLFNLLTQNHDAQVRFKWRKNDLAIWDNRSTWHCAT-YDYNDPR 264 
 
 
>ref|YP_003276123.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
 gb|ACY30827.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           CNB-2] 
          Length = 303 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 65/305 (21%), Positives = 125/305 (40%), Gaps = 47/305 (15%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           ++T +++      +G  V+G+ L   + +     L  A + H +L+F  Q+++  Q + F 
Sbjct: 19  SRTGIELRRISPAIGVEVSGIDLRQPMSEEQARELRQALVAHKVLVFREQNITPAQHVAF 78 
 
Query: 61  AKRFGAIE-------RIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           A+RFG +E            ++V +  N K  GT                     +H D  
Sbjct: 79  ARRFGELELHPVFPHHPDHAELVLLGGNSKIPGT------------------ENVYHTDV 120 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS-QSK 171 
           ++    +  +V      P VGG T + +M  AY+ L E  +  +    A H ++ S  ++ 
Sbjct: 121 SWRETPSMASVLRCVECPEVGGDTVWINMEQAYEQLPETRKQQIAGLYAVHDILPSFGAR 180 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-----HAHAIPGMDAAES 226 
           +   +QA +             + P+V+ HPE+G+  L +        A+     D+  S 
Sbjct: 181 MTPAEQAQA------RGKYPPVVHPVVRTHPESGQKILYVNETFVTHFANFSSNFDSFRS 234 
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Query: 227 ERFL----EGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 278 
              +    + L+++  + P +  +Q    W +  + +WDNR   H A    F   R M   
Sbjct: 235 ANEIHAQQQDLMNYLLRQPAILEYQMRLHWESNTIAMWDNRSTQHYAIQDYFPAVRRMHR 294 
 
Query: 279 SRLAG 283 
           + + G 
Sbjct: 295 ATVVG 299 
 
 
>emb|CBJ18725.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 39/112 (34%), Positives = 58/112 (51%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYDALD AT+A +      HSL+YS+ +LG  +      +         P+R  LV+ H 
Sbjct: 1   AAYDALDAATKAEIEDLVCEHSLIYSRGQLGFTEFLPDERVA------MKPVRHRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  H   I G    E+  F+  L++ A Q   V++H+W   D+ 
Sbjct: 55  PGSGRKSLFLSAHIGTIIGWPQPEAMAFIRDLMEHATQPQFVYSHRWTQHDL 106 
 
 
>emb|CBJ18956.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD  T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDNDTKAEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEARVLLRDLNEHATQPQFVYVHKWTLHDL 106 
 
 
>ref|XP_001828620.2| alpha-ketoglutarate-dependent sulfonate dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
 gb|EAU93223.2| alpha-ketoglutarate-dependent sulfonate dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
          Length = 422 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 73/278 (26%), Positives = 113/278 (40%), Gaps = 21/278 (7%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A +  +ITP    LG  V+GV+LA LD  G   L     +  L++F  Q    D+   F  
Sbjct: 129 ATSVFEITPY---LGTEVSGVNLADLDSDGRDQLALEVARRGLMVFRDQQDFIDRGPEFY 185 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADG------TVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            ++G   R  G   V  ++   +G        R H    ++  +   + +  WH+D +Y  
Sbjct: 186 LQWG---RHFGRLHVHPTSGHPEGYPEFHLVYRDHK-TTFNFEIDESISSTIWHSDVSYE 241 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                   F     P  GG T F    +A   L     A +    A HS  + Q+      
Sbjct: 242 LQPPGLTTFFLLSAPPSGGDTLFTSQVSALRKLSPQFVAFLKTLKAVHS-GFEQADFSRS 300 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLV 234 
            + G+      ++     + P+V+ HP TG  +L + R     I G+   ESE  L+ L  
Sbjct: 301 GKRGATVRREPVEH----IHPVVRKHPVTGEEALYVNRQFTRRIVGLKKEESEATLKLLY 356 
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Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
           D   ++    A  +W    +V+WDNR   H A   DFK 
Sbjct: 357 DHIDKSADNQARVRWTPNTIVLWDNRITAHSAT-VDFK 393 
 
 
>gb|EGB09898.1| hypothetical protein AURANDRAFT_62958 [Aureococcus anophagefferens] 
          Length = 1431 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 94/323 (29%), Positives = 129/323 (39%), Gaps = 43/323 (13%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGF-AALHAAWLQHALLIFPGQHLSNDQQITF 60 
           A   L++ P   + GATV       +D      A+ AA+  H LL + G+ L+ D ++ F 
Sbjct: 35  AACGLELLPWDGSFGATVATPMRDIVDAPCLHDAVRAAFAAHRLLRWSGEALAPDDELAF 94 
 
Query: 61  AKRFGAIERIGGG-DIVAISNVKADGTVRQHSPAEWDDMMK-----------VIVGNMA- 107 
            K        G       ++ V A+   R   PA  + +++           V  G+++  
Sbjct: 95  MKLLPHDGSPGAAHGPQGVAGVDAEKYARWRVPARDEILLQGEGFVPAGHHGVPEGHLSS 154 
 
Query: 108 ------WHADSTYM---PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV-- 156 
                 WH D  Y    P +A  +++   V P VGG T F D R  YD LD+A R +    
Sbjct: 155 GKPIKEWHTDGHYEAREPSIAT-SMYCVSVKP-VGGDTLFMDARVIYDELDDAERGVFDC 212 
 
Query: 157 ----HQRS--ARHSLVYSQSKLGH--VQQAGSAYI-GYGMDTTATPLRPLVKVHPE-TGR 206 
               + RS  + HS  Y     G       GS Y  G G         P V V P+  GR 
Sbjct: 213 ADIEYSRSPVSMHSSGYRALLEGESAASNVGSLYAEGAGRARAPGATHPAVWVLPDGDGR 272 
 
Query: 207 PSLLIGR---HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
            SL +         I G   A  E  L      A     +  + W  GD VVWDNR LLH 
Sbjct: 273 RSLPLAPMWIDKLNINGTTLAGDELQLLVAKVLARGERSLKTYAWTPGDFVVWDNRALLH 332 
 
Query: 264 RAEPWDFKLP---RVMWHSRLAG 283 
            A P D   P   R++   RLAG 
Sbjct: 333 SATPNDGFSPEGLRLLHRIRLAG 355 
 
 
>emb|CBJ18808.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 40/114 (35%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLICEHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR SL +  H   I G    E+  F+  L + A Q   V++HQW   D+ 
Sbjct: 53  THPTSGRKSLFLSAHIGTILGWPQPEALAFIRDLTEHATQEQFVYSHQWTQHDL 106 
 
 
>emb|CBJ18987.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.2 bits (152), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMIREHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
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             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEARVLLRDLNEHATQPQFVYVHKWTLHDL 106 
 
 
>emb|CBJ18742.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.2 bits (152), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 38/112 (33%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYD LD  T+A +      HSL+YS+  LG  + +      +      TP+R  LV+ H 
Sbjct: 1   AAYDGLDTKTKAEIEDLVCEHSLIYSRGTLGFTELSDEERRMF------TPVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  H   I G    E+  F+  L + A Q    ++H+W   D+ 
Sbjct: 55  PVTGRKSLYLSSHIGTIVGWPMPEARAFIRDLTEHATQPRYTYSHKWRQFDL 106 
 
 
>emb|CBJ18726.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.2 bits (152), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 41/112 (36%), Positives = 56/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYDALD+ T+A V      HSL+YS+  +G           +       P+R PLV+V  
Sbjct: 1   AAYDALDDRTKAEVAGLVCEHSLLYSRQAVGFTDFTPEEISNF------QPVRHPLVRVQ 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             TGR SL +  HA  I G    ES  FL  L++ A +   V++H W   D+ 
Sbjct: 55  KATGRKSLFLSAHAGVIVGWSVPESRAFLRDLIEHATRPEFVYSHSWWQHDL 106 
 
 
>emb|CBJ18868.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 63.2 bits (152), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 41/112 (36%), Positives = 57/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD  T+A V      HSL++S++ +G          G+       P+R  LV+ H 
Sbjct: 1   AAYDALDARTKAEVEDLICEHSLIHSRAAVGFTDLTPEEIAGFA------PVRQRLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             TGR SL +  HA AI G    E+  +L  L + A Q   V++HQW   D+ 
Sbjct: 55  QATGRKSLFLSAHAGAIIGWTIPEARAYLRELTEHATQREFVYSHQWRQYDL 106 
 
 
>ref|XP_001525561.1| alpha-ketoglutarate-dependent sulfonate dioxygenase 
[Lodderomyces 
           elongisporus NRRL YB-4239] 
 gb|EDK45310.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Lodderomyces 
           elongisporus NRRL YB-4239] 
          Length = 388 
 
 Score = 62.8 bits (151), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 63/235 (26%), Positives = 98/235 (41%), Gaps = 17/235 (7%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---ITFAKR 63 
           +IT      G  V G+ L+ L+DAG   L     Q  +L+F  Q  ++      + F K  
Sbjct: 81  KITRITPKFGTEVDGIQLSQLNDAGKDELALLLAQRKVLLFNDQDFASHGPGFAVEFGKY 140 
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Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG +  I         + +   T R+    E + + +    N  WH+D TY    ++  V 
Sbjct: 141 FGPLH-IHPSSGSPKGHPELHITYRRPEKGELERIFRERTTNTGWHSDVTYELTPSRFTV 199 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
           F   +    GG T FAD   AY  L   + A+  +    H L  S+      Q A S +  
Sbjct: 200 FQV-LESGDGGDTVFADTAEAYRRL---SPAMQQRLEGLHVLHTSED-----QAANSTFQ 250 
 
Query: 184 GYGMD--TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
           G G++     + + PL+++ P TG  S+ + R     I  +   ESE  L  L D 
Sbjct: 251 G-GIERRKAVSNIHPLIRLDPVTGEKSIYVNRAFGRRIVELKKEESEYLLNFLYD 304 
 
 
>ref|ZP_07044532.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
 gb|EFI61768.1| Taurine catabolism dioxygenase TauD/TfdA [Comamonas testosteroni 
           S44] 
          Length = 303 
 
 Score = 62.8 bits (151), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 65/305 (21%), Positives = 124/305 (40%), Gaps = 47/305 (15%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 60 
           ++T +++      +G  V+G+ L   + +     L  A + H +L+F  Q+++  Q + F 
Sbjct: 19  SRTGIELRRISPAIGVEVSGIDLRQPMSEEQARELRQALVAHKVLVFREQNITPAQHVAF 78 
 
Query: 61  AKRFGAIE-------RIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           A+RFG +E            ++V +  N K  GT                     +H D  
Sbjct: 79  ARRFGELELHPVFPHHPDHAELVLLGGNSKIPGT------------------ENVYHTDV 120 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS-QSK 171 
           ++    +  +V      P VGG T + +M  AY+ L E  +  +    A H ++ S  ++ 
Sbjct: 121 SWRETPSMASVLRCVECPEVGGDTVWINMEQAYEQLPETRKQQIAGLYAVHDILPSFGAR 180 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-----HAHAIPGMDAAES 226 
           +   +QA +             + P+V+ HPE+G+  L +        A+     D+  S 
Sbjct: 181 MTPAEQAQA------RGKYPPVVHPVVRTHPESGQKILYVNETFVTHFANFSSNFDSFRS 234 
 
Query: 227 ERFL----EGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 278 
              +    + L+++  + P +  +Q    W    + +WDNR   H A    F   R M   
Sbjct: 235 ANEIHAQQQDLMNYLLRQPAILEYQMRLHWEPNTIAMWDNRSTQHYAIQDYFPAVRRMHR 294 
 
Query: 279 SRLAG 283 
           + + G 
Sbjct: 295 ATVVG 299 
 
 
>emb|CBJ18971.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19022.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.8 bits (151), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRAHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIRGMSVPEARVLLRDLNEHATQPQFVYVHKWTLHDL 106 
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>emb|CBJ18789.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.8 bits (151), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 43/111 (38%), Positives = 59/111 (53%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL EATR  +    A HS + S++KLG      S +        A   + LV+    
Sbjct: 1   AAYDALPEATRQKIAGLVAEHSPMTSRAKLGF-----SDFNDEERKAFAPVPQVLVRRLQ 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           ++GR SL +  HA A+ GM   E+ER ++ LVD A Q   VH H+W   D+ 
Sbjct: 56  DSGRMSLYVASHAGAVRGMARPEAERLIQELVDHATQRQFVHTHRWRVKDL 106 
 
 
>emb|CAY27234.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 62.8 bits (151), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 46/124 (37%), Positives = 60/124 (48%), Gaps = 6/124 (4%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDAL +  +A +    A HS+ +S+  LG        +     D     +  
Sbjct: 1   TEFADMRAAYDALSDEMKAEIDGLYAHHSIAHSRQTLGF------EFSRDEEDRLKGAVH 54 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+  P +G  SL I  HA  I      +S   L  L D A Q    + H W  GD+V+ 
Sbjct: 55  PLVRTIPGSGWKSLYIASHASRIVDQPIPDSRLLLLDLRDHATQPRFRYRHSWRVGDLVM 114 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 115 WDNR 118 
 
 
>ref|XP_001836179.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
 gb|EAU85551.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
          Length = 405 
 
 Score = 62.8 bits (151), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 66/266 (24%), Positives = 103/266 (38%), Gaps = 29/266 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER----- 69 
           +G  + G+ L  L D     L     +  ++ F  Q +    Q+  AK +G + R      
Sbjct: 94  IGTEIEGIDLRQLTDEQKDELALLVAERGVVFFRDQEIDIYGQLELAKHWGPLHRHATTP 153 
 
Query: 70  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           I    +  +  V  D + R+  P+ +  +         WH+D TY                
Sbjct: 154 ITKNGLEHVHVVYNDAS-RRPDPSAFSKLE-------LWHSDVTYELQPPGPTSLKVITN 205 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
           P VGG T ++   A Y +L    +  +   SA HS V         Q  G+     G+   
Sbjct: 206 PEVGGDTIWSSGYALYSSLSPGLQKYLEGLSAVHSAV--------AQADGNR--AAGLPV 255 
 
Query: 190 TATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
              P+    PLV+VHP TG  S+ +       I G+  AES+  L  L     + P     
Sbjct: 256 RREPIETVHPLVRVHPATGWKSVFVNPGFTRRIIGIPKAESDAILTFLFRQISENPDFQV 315 
 
Query: 246 H-QWAAGDVVVWDNRCLLHRAEPWDF 270 
             +W    + +WDNR + H A  +DF 
Sbjct: 316 RFRWETNSIAIWDNRVVTHSAT-FDF 340 
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>emb|CBJ18785.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.8 bits (151), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 43/112 (38%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE T+A        HS ++S+S LG           +       P+R  LV+ H 
Sbjct: 1   AAYDALDEETKAECENLICEHSQLFSRSILGFTDFTDDERRKFA------PVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+ 
Sbjct: 55  PVTGRRSLYLASHAGAILGWPVPEARAFLRDLTEHATQRSFVYAHVWRQWDL 106 
 
 
>emb|CBJ18727.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.4 bits (150), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 43/112 (38%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALDE T+A        HS ++S+S LG           +       P+R  LV+ H 
Sbjct: 1   AAYDALDEETKAECENLICEHSQLFSRSILGFTDFTDDERRKFA------PVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+ 
Sbjct: 55  PVTGRRSLYLASHAGAILGWPGPEARAFLRDLNEHATQRQSVYAHTWRQWDL 106 
 
 
>ref|ZP_02189793.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           oxidoreductase protein [alpha proteobacterium BAL199] 
 gb|EDP63398.1| putative alpha-ketoglutarate-dependent taurine dioxygenase 
           oxidoreductase protein [alpha proteobacterium BAL199] 
          Length = 338 
 
 Score = 62.4 bits (150), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 73/284 (25%), Positives = 111/284 (39%), Gaps = 51/284 (17%) 
 
Query: 42  HALLIFPGQHLSNDQQ---ITFAKRFGAIERIGGGDIVAISNVKADGTV----------- 87 
           H LLI  G H  +DQ    +  ++ FG         + + +N+ AD               
Sbjct: 52  HGLLILKGMHAISDQPELLVRLSRLFGPEVEDYRQTVTSRNNIHADVPEILVVSNVPPAT 111 
 
Query: 88  -----RQHSPAEWDDMMKV-IVGNMAWHADSTYMPVMAQGAVFSAEV-VPAVGGRTCFAD 140 
                R   P   D  + V       WH D +Y       ++F A++  P   G+T +AD 
Sbjct: 112 PRVPERPDPPLTADGKLPVQFPHRRGWHTDQSYRRPPPDISLFYADLPTPKGQGQTLYAD 171 
 
Query: 141 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL------ 194 
              AY AL  A +    +R A    +++Q      +QA  A        T  PL       
Sbjct: 172 GIGAYAALPAAMK----ERIANLEGIHAQPGRRRSEQAVRA------GETPDPLTPREAP 221 
 
Query: 195 --RPLVKVHPETGRPSLLI----------GRHAHAIPGMDAAESERFLEGLVDWACQAPR 242 
             +P+V++HP T  P+L +          G      PG D  +  R L  L+         
Sbjct: 222 QRQPVVRIHPVTSEPALYLCESGQMDWVDGPFVGMQPGPDG-DGARLLYELMSHYTSPRF 280 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKL-PRVMWHSRLAGRP 285 
            +AH W  GD+V++DNR  +H A  +D     R MW + + G P 
Sbjct: 281 AYAHDWDRGDLVIYDNRSTIHSATWFDADTHRRRMWRTTVHGNP 324 
 
 
>emb|CBI56031.1| unnamed protein product [Sordaria macrospora] 
          Length = 380 
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 Score = 62.4 bits (150), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 70/287 (24%), Positives = 112/287 (39%), Gaps = 36/287 (12%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL-----DDAGFAALHAAWLQHALLIFPGQ-HLSNDQQI 58 
           + ++TP    LG     V L+ L      D     L     Q  ++ F  Q +L++D Q  
Sbjct: 62  SFEVTPA---LGREYVNVDLSELLRAPNSDELLRDLAITISQRGVVFFRKQDNLTDDLQK 118 
 
Query: 59  TFAKRFGAI---ERIGGGDIVAISNVKADGTVRQHSPAEWD-DMMKVIVGNMA----WHA 110 
               R G +       G  I  ISN       R+H   + +   + V  G  +    WH+ 
Sbjct: 119 ELVDRLGKLAGKPATSGLHIHPISNAS-----REHGGGDNEISGVGVSTGRQSAKDQWHS 173 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
           D T+ P+ +  A+     +P  GG T +A     YD +    R+ +   +A     Y+Q  
Sbjct: 174 DITFEPIPSDYALLRLVQLPKTGGDTLWASGYELYDRISPTLRSFLDTLTA----YYAQP 229 
 
Query: 171 KLGHVQQAG--SAYIG-----YGMDTTATPLRPLVKVHPETG-RPSLLIGRHAHAIPGMD 222 
                 +    S Y G       +  T   + P+++ +P TG R    +G H   I G+  
Sbjct: 230 LFNEAAKRNGFSVYSGERGAPENVGETLEAIHPVIRTNPVTGWRSVYAVGHHCQRINGLT 289 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAH-QWAA-GDVVVWDNRCLLHRAEP 267 
             ES+ FL        +   +    +W    DV +WDNR + H A P 
Sbjct: 290 EEESKYFLNWFTQLIVENHDLQVRLKWQNPNDVAIWDNRSVYHAATP 336 
 
 
>emb|CBJ18736.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.4 bits (150), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 41/112 (36%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           A YDALD+ TR  V  +   HS +YS++ LG           +       P+R  LV+ H 
Sbjct: 1   AGYDALDQETRDRVADQICEHSQLYSRALLGFTDFTDEERERF------KPVRQVLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P  GR SL +  HA  I G    E+  FL  L + A Q   V++HQW  GD+ 
Sbjct: 55  PGHGRKSLYLSSHAGGIVGWPVPEARAFLRDLNEIATQRQFVYSHQWRVGDL 106 
 
 
>ref|XP_456245.1| hypothetical protein [Kluyveromyces lactis NRRL Y-1140] 
 emb|CAG98953.1| KLLA0F26158p [Kluyveromyces lactis] 
          Length = 392 
 
 Score = 62.4 bits (150), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 66/267 (24%), Positives = 111/267 (41%), Gaps = 21/267 (7%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 67 
           + P    LG  + G+ L  L DA    L     Q  ++I   Q    D+   +A+ +G   
Sbjct: 84  LKPITPKLGTEIKGLQLTQLSDAAKDELALLIAQRGVVILEDQDFV-DKGPGYAEEYG-- 140 
 
Query: 68  ERIGGGDIVAISNVKADG------TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
            R  G   +  ++   +G      T R+    E++ + +    ++ +H D +Y  +   G 
Sbjct: 141 -RHFGKLHIHQTSGAPEGHSHLHVTFRRPDRTEFNRVFRDKTTSIGFHTDVSYE-LQPAG 198 
 
Query: 122 AVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             F A++  P  GG T FAD   A++ L    +  +   S  H +  S+ +  + +  G  
Sbjct: 199 YTFFAQLEGPESGGDTLFADTIEAFERLSPHFQEYL---STLHVIHSSKEQAFNSKSNG- 254 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQ 239 
              G       T + PLV+VHP   + SL + R  +  I  +   ES+  L+ L       
Sbjct: 255 ---GIQRRAPVTHIHPLVRVHPVLKKKSLFVNRSFSRRIVELKTPESDLLLDFLYSLVEN 311 
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Query: 240 APRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  +    +W    V VWDNR L H A 
Sbjct: 312 SHDLQLRARWGPRTVAVWDNRRLQHSA 338 
 
 
>gb|ABD39112.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 119 
 
 Score = 62.4 bits (150), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 30/66 (45%), Positives = 38/66 (57%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 53  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 112 
 
Query: 256 WDNRCL 261 
           WDNRC+ 
Sbjct: 113 WDNRCV 118 
 
 
>ref|ZP_06496700.1| taurine catabolism dioxygenase [Pseudomonas syringae pv. syringae 
           FF5] 
          Length = 337 
 
 Score = 62.4 bits (150), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 64/295 (21%), Positives = 107/295 (36%), Gaps = 51/295 (17%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           ++    +I+    + G  +  + L   L     AA+         ++F  Q+L+  +QI  
Sbjct: 5   LSSVPFEISYPAQSFGVEIENLKLHKNLSFDTIAAIKKCLAYRGFVLFRNQNLTRREQIA 64 
 
Query: 60  FAKRFG-----------AIERIGGGDIVAISN-----------------VKADGTVRQHS 91 
             +  G            IE    GD   I N                    D T  +H+ 
Sbjct: 65  VTRLLGNPNLKLHSWAPQIETATFGDDEVIPNGLPLINHGEILYFVNGPDFCDKTQDEHA 124 
 
Query: 92  PAEWDDMMKVIVGNMAWHA-DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 150 
             +  D      G   WH  DS  + V     ++ AE+  A GG T F D  AAY+ L++ 
Sbjct: 125 IWDEKDNHTKGKGTSCWHTGDSEAINVETINCLY-AELAAAQGGATLFCDTVAAYNDLED 183 
 
Query: 151 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 210 
           + +  +      H  V  Q                    T    +PLVK +P T +  L  
Sbjct: 184 SLKKRIDNLRVVHYFVDPQR-------------------TEPVSQPLVKTNPITRQKYLY 224 
 
Query: 211 IGRHA-HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
           +  +    + G+  +ES R L+ L D   +   V+ H W   D ++W+    +H+ 
Sbjct: 225 LNYNTMERVEGLSKSESYRLLKFLFDHQIKDQYVYEHFWKQDDFLIWNCNGTMHK 279 
 
 
>gb|ABD39116.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 107 
 
 Score = 62.4 bits (150), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 30/65 (46%), Positives = 37/65 (56%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 41  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 100 
 
Query: 256 WDNRC 260 
           WDNRC 
Sbjct: 101 WDNRC 105 
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>ref|XP_001830736.2| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
 gb|EAU91105.2| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
          Length = 366 
 
 Score = 62.4 bits (150), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 68/273 (24%), Positives = 102/273 (37%), Gaps = 28/273 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIER-- 69 
           +G  ++GV L+ L   G   L     Q  +LI   Q   +   ++ I     FG I     
Sbjct: 82  IGTELSGVQLSQLSKEGLDELALLAAQRKVLILRDQDFQDLPAEKLIELTSHFGPIHSHP 141 
 
Query: 70  -----IGGGDIVAISNVKADGTVRQ--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
                 G  + V  S+   +  +R+  ++   +          + WH+D +Y         
Sbjct: 142 TAPNVKGFTEFVNRSSDDRNPVLREPGYTSKYFASRTASSTNYVYWHSDVSYERQPPSTT 201 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
            F     P VGG T F     AY+ L    +  +   +A HS V    +          Y 
Sbjct: 202 FFWLLDKPDVGGDTLFLSTVEAYNRLSPEFKKRLEGLTALHSGVAQADE-------SRKY 254 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFLEGLVDWAC 238 
            G         + P+V+VHP TG  +L +     RH   I G    ES+  L+ L D    
Sbjct: 255 GGVVRRDPVESIHPVVRVHPVTGEKALFVNPEFTRH---IVGFKKEESDALLKFLYDHIA 311 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
           +         +  G VV+WDNR   H A P DF 
Sbjct: 312 KGADFQVRANYLPGTVVIWDNRVTNHSAVP-DF 343 
 
 
>emb|CBJ19178.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19185.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.0 bits (149), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 38/114 (33%), Positives = 59/114 (51%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLICEHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L++ A Q   V++H+W   D+ 
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMSFIRDLIEQATQPQFVYSHRWTQHDL 106 
 
 
>ref|YP_237385.1| taurine catabolism dioxygenase [Pseudomonas syringae pv. syringae 
           B728a] 
 gb|AAY39347.1| similar to Probable taurine catabolism dioxygenase [Pseudomonas 
           syringae pv. syringae B728a] 
          Length = 337 
 
 Score = 62.0 bits (149), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 63/295 (21%), Positives = 107/295 (36%), Gaps = 51/295 (17%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           ++    +I+    + G  +  + L   L     AA+         ++F  Q+L+  +Q+  
Sbjct: 5   LSSVPFEISYPAQSFGVEIENLKLHKNLSFDTIAAIKKCLAYRGFVLFRNQNLTRREQVA 64 
 
Query: 60  FAKRFG-----------AIERIGGGDIVAISN-----------------VKADGTVRQHS 91 
             +  G            IE    GD   I N                    D T  +H+ 
Sbjct: 65  VTRLLGNPNLKSHSWAPQIETTTFGDDEVIPNGLPLINHGEILYFVNGPDFCDKTQDEHA 124 
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Query: 92  PAEWDDMMKVIVGNMAWHA-DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 150 
             +  D      G   WH  DS  + V     ++ AE+  A GG T F D  AAY+ L++ 
Sbjct: 125 IWDEKDNHTKGKGTSCWHTGDSEAINVETINCLY-AELAAAQGGATLFCDTVAAYNDLED 183 
 
Query: 151 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 210 
           + +  +      H  V  Q                    T    +PLVK +P T +  L  
Sbjct: 184 SLKKRIDNLRVLHYFVDPQR-------------------TEPVNQPLVKTNPITRQKYLY 224 
 
Query: 211 IGRHA-HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 264 
           +  +    + G+  +ES R L+ L D   +   V+ H W   D ++W+    +H+ 
Sbjct: 225 LNYNTMERVEGLSKSESYRLLKFLFDHQIKDQYVYEHFWKQDDFLIWNCNGTMHK 279 
 
 
>ref|XP_001409620.1| hypothetical protein MGG_12505 [Magnaporthe oryzae 70-15] 
 gb|EDK01381.1| hypothetical protein MGG_12505 [Magnaporthe oryzae 70-15] 
          Length = 371 
 
 Score = 62.0 bits (149), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 60/261 (22%), Positives = 103/261 (39%), Gaps = 45/261 (17%) 
 
Query: 41  QHALLIFPGQ-HLSNDQQITFAKRFGAI-------------------ERIGGGD--IVAI 78 
           Q  ++ F  Q +L+ND Q     R G +                   E  GG D  I  I 
Sbjct: 81  QRGVVFFRAQDNLTNDLQKKLILRLGELTGRPKTSGLHIHPLLNAERETYGGDDNEISTI 140 
 
Query: 79  SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 138 
           S+ + D   ++ +  + D++         WH+D  + PV A         +P  GG T + 
Sbjct: 141 SSAQNDKLYKK-TWTQPDELSPKKQSTAQWHSDIAFEPVPADYTSLRLTELPKTGGDTLW 199 
 
Query: 139 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM--------DTT 190 
           A     YD +    +  +       S+ ++Q +   +  A     G+ +        +   
Sbjct: 200 ASGYEIYDKISAPYQKFLETL----SVTFAQKRFNEIADAN----GFSLYSQPRGAPENV 251 
 
Query: 191 ATPLR---PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
            T LR   PLV+ +P TG  S+  +G H   + G+   ES+  L+  +D   +   +    
Sbjct: 252 GTDLRAVHPLVRTNPVTGWKSIFPVGGHVQHVNGLTDEESDGLLKWYLDLVYRNHELQTR 311 
 
Query: 247 -QW-AAGDVVVWDNRCLLHRA 265 
            +W    D+ +WDNR + H A 
Sbjct: 312 LKWRNKNDIAIWDNRSVFHTA 332 
 
 
>ref|XP_661715.1| hypothetical protein AN4111.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA59372.1| hypothetical protein AN4111.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF74685.1| TPA: alpha-ketoglutarate-dependent taurine dioxygenase 
           (AFU_orthologue; AFUA_3G01010) [Aspergillus nidulans 
           FGSC A4] 
          Length = 381 
 
 Score = 62.0 bits (149), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 64/256 (25%), Positives = 102/256 (39%), Gaps = 14/256 (5%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-RIGGG 73 
           +G  + G+ L  L D     L     + +++ F  Q +S  +Q    + +G IE       
Sbjct: 93  IGTEIVGLQLKDLTDQQKDELGLLIAERSVVFFRDQDISPQEQKKLGEWYGEIEVHPQAA 152 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +  +  V       Q +  E     +   G   WH D  +    A       + VP++G 
Sbjct: 153 QVPGVPGVTVMWPALQAT--EIPASFRRPGGASRWHTDLVHERQPAGVTHLHNDTVPSIG 210 
 
Query: 134 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 193 
           G T +A   AAY+ L  A R ++  R+A +   +         +AG  Y+           
Sbjct: 211 GDTLWASGYAAYEKLSPAFRKIIDGRTAVYRSAHPYLDRND-PEAGPKYVERE------- 262 
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Query: 194 LRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAG 251 
             PLV+VHP TG  +L + R     I G+D AES+  L  L D   +   +    +W    
Sbjct: 263 -HPLVRVHPATGWKALWVNRAMTVRIVGLDKAESDLILGYLYDVFEKNVDIQVRFKWTPR 321 
 
Query: 252 DVVVWDNRCLLHRAEP 267 
              +WDNR     +EP 
Sbjct: 322 SSALWDNRWDYEGSEP 337 
 
 
>gb|ABD39117.2| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 105 
 
 Score = 62.0 bits (149), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 30/65 (46%), Positives = 37/65 (56%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 40  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 99 
 
Query: 256 WDNRC 260 
           WDNRC 
Sbjct: 100 WDNRC 104 
 
 
>emb|CBJ18855.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.0 bits (149), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYD LD  T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDRLDGETKAEIEDMVCEHSLMYSRGSLGFLD-----YSDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              R SL +  HA AI GM   E    L  L + A Q   V+AH+W   D+ 
Sbjct: 56  VHRRKSLYLSSHAGAIKGMSVPEGRLLLRDLNEHATQPEFVYAHKWKLHDL 106 
 
 
>emb|CBJ18897.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18898.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18918.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18891.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 62.0 bits (149), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 39/111 (35%), Positives = 56/111 (50%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL + T+A V    A H  ++++  LG       AY           + PLV+ HP 
Sbjct: 1   AAYDALPDRTKAEVQDLRAEHYALHTRILLG-----DEAYTDEQKKAIPPAVWPLVQTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            + R  L +G HA  I G   AES  +L+ L++ A Q   V+ H+W  GD+ 
Sbjct: 56  GSRRKLLFVGVHARQIIGWPTAESRMYLQDLLEHATQREFVYRHEWQVGDL 106 
 
 
>ref|XP_002615194.1| hypothetical protein CLUG_05209 [Clavispora lusitaniae ATCC 
42720] 
 gb|EEQ41081.1| hypothetical protein CLUG_05209 [Clavispora lusitaniae ATCC 42720] 
          Length = 417 
 
 Score = 62.0 bits (149), Expect = 1e-07,   Method: Compositional matrix adjust. 
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 Identities = 70/279 (25%), Positives = 106/279 (37%), Gaps = 44/279 (15%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 74 
           +G  + G+ LA L+D     L     +  ++ F  Q LS  +Q+   K +G +E       
Sbjct: 122 IGTEIVGLQLADLNDKQKDELALLIAERVVVFFRDQDLSPQKQLELGKYWGQVEV--HAQ 179 
 
Query: 75  IVAISNVKADGTVRQHSPAEWDDMMK-----------VIVGNMAWHADSTYMPVMAQGAV 123 
           +  + + K DG         W D  +            I G   WH D  +    A     
Sbjct: 180 VPRVPDTK-DGEALPGITVIWQDYAREFYGIPLTYKNSIGGTAQWHTDLVHEFQPAGITH 238 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLG---HVQ 176 
              + +P VGG T +A   AAYD L  A +  +  ++A     HS +  ++ L    H++ 
Sbjct: 239 LHNDTIPEVGGDTVWASGYAAYDKLSPAFQKFLDGKTAIYRSAHSYLDRENPLNGPKHIE 298 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVD 235 
           +                  PLV+ HP TG   L + R     I G+   ESE  LE L   
Sbjct: 299 RE----------------HPLVRTHPATGWKYLFVNRAMTVRIVGLQPKESELILEYLFG 342 
 
Query: 236 WACQAPRVHAH-QWAA----GDVVVWDNRCLLHRAEPWD 269 
              +   +     W +    G   +WDNR   H A  WD 
Sbjct: 343 LFERNLDIQVRWNWKSKPGYGTSAIWDNRISQHNAV-WD 380 
 
 
>gb|ABD39115.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 91 
 
 Score = 62.0 bits (149), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 30/65 (46%), Positives = 37/65 (56%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 25  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 84 
 
Query: 256 WDNRC 260 
           WDNRC 
Sbjct: 85  WDNRC 89 
 
 
>emb|CAK42812.1| unnamed protein product [Aspergillus niger] 
          Length = 376 
 
 Score = 62.0 bits (149), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 73/268 (27%), Positives = 103/268 (38%), Gaps = 33/268 (12%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ---HLSNDQQITFAKRF 64 
           ITPT   +G  V GV L+ L   G   L     Q  ++ F  Q   HL  ++ + F   F 
Sbjct: 103 ITPT---IGTEVRGVQLSQLSKEGKDQLALYVAQRKVVAFRDQDFAHLPIEKALEFGGYF 159 
 
Query: 65  GA--IERIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G   I +  G       + + +  AD      S AE+   +      + WH+D T+     
Sbjct: 160 GRHHIHQTSGAPKGFPEIHLVHRGAD----DRSGAEF---LSQRTNTITWHSDVTFEKQP 212 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
                      P+ GG T FADM  AY  L    R  +H   A HS +    ++ +     
Sbjct: 213 PGTTFLYILDGPSSGGDTLFADMAQAYRRLSPEFRKRLHGLKAVHSGI---EQVNNSLNK 269 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 238 
           G    G       T   P+V+ HP       L       I G    ES+  L+ L D    
Sbjct: 270 G----GIARRDPITSEHPIVRTHP------TLTETVTRYIVGYKKEESDYLLKFLYDHIA 319 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +  +    +W  G VVVWDNR + H A 
Sbjct: 320 LSQDLQTRVRWRPGTVVVWDNRVVTHSA 347 
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>gb|ABD39111.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 104 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 30/65 (46%), Positives = 37/65 (56%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 39  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 98 
 
Query: 256 WDNRC 260 
           WDNRC 
Sbjct: 99  WDNRC 103 
 
 
>emb|CBJ18747.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYD LD  T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDRLDGETKAEIEDMVCEHSLMYSRGSLGFLD-----YSDEEKEMFKPVLQGLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              R SL +  HA AI GM   E    L  L + A Q   V+AH+W   D+ 
Sbjct: 56  VHRRKSLYLSSHAGAIKGMSVPEGRLLLRDLNEHATQPEFVYAHKWKLHDL 106 
 
 
>ref|XP_454600.1| hypothetical protein [Kluyveromyces lactis NRRL Y-1140] 
 emb|CAG99687.1| KLLA0E14433p [Kluyveromyces lactis] 
          Length = 382 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 79/311 (25%), Positives = 126/311 (40%), Gaps = 60/311 (19%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++I+P    LG+ + G+ L+ LD+AG   L     +  +LIF  Q   +       +  G 
Sbjct: 80  VEISPITPKLGSEIRGLQLSELDNAGKDELALLTAERGVLIFRDQDFVD-------RGPG 132 
 
Query: 66  AIERIGG--GDI----------------VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 107 
            IE  G   G++                V   NVK +         ++D   +  + ++  
Sbjct: 133 YIEEYGKYFGELHVHHASPAPEGHPYIHVVYKNVKTE---------DYDKFFEQTLTSVY 183 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-- 165 
           +H D T+    +    F+    P  GG T F D    +D L  + +  +    A H+L   
Sbjct: 184 FHTDITFELQPSGYTFFAVLDAPQSGGDTLFGDAIEIFDRLSPSLQEYLSGLHAVHALPP 243 
 
Query: 166 ---VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGM 221 
               +S      +    S +  Y +      + P+V+VHP   +  L I +     I  + 
Sbjct: 244 NGDAFSPDPTKRI----SRHEIYDV------IHPVVRVHPVLKKKVLNINKVFTRKIVEL 293 
 
Query: 222 DAAESE---RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 278 
              ES+    FL  ++D A  A +V A+ W  G VVVWDNR L H A  +DF       H 
Sbjct: 294 KKPESDALLAFLYQVIDNAHDA-QVRAN-WKPGTVVVWDNRRLYH-AGVYDFDASESTRH 350 
 
Query: 279 ----SRLAGRP 285 
               + LA RP 
Sbjct: 351 HVRVTPLAERP 361 
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>emb|CBJ18874.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 38/114 (33%), Positives = 59/114 (51%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLIREHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L++ A Q   V++H+W   D+ 
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMSFIRDLIEQATQPQFVYSHRWTQHDL 106 
 
 
>gb|EFW97400.1| TfdA family taurine dioxygenase, putative [Pichia angusta DL-1] 
          Length = 393 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 50/170 (29%), Positives = 74/170 (43%), Gaps = 21/170 (12%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPA------VGGRTCFADMRAAYDALDEATRALVHQ 158 
           +  WH+D  Y    A  +    +V+P       +GG T FA+    Y++LD   RA +   
Sbjct: 191 SQVWHSDVPYEINSAGISTLRFDVLPRSENGELIGGDTLFANGYLIYESLDPKFRAFLET 250 
 
Query: 159 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGRH- 214 
            SA  S        G  Q A +A  GY   T   P+    PLV+ +P TG  SL +  +  
Sbjct: 251 LSAESS--------GFGQAAIAAESGY--KTRRPPIATVHPLVRTNPTTGLKSLYVAENF 300 
 
Query: 215 AHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLH 263 
              I G++   S   L+ L D   ++ +     QW   D+ +WDNR   H 
Sbjct: 301 TTKIVGLEERLSNTILQYLFDHIRRSLQYQCRVQWTENDIAIWDNRSHFH 350 
 
 
>emb|CBJ18941.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 39/110 (35%), Positives = 52/110 (47%), Gaps = 5/110 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD  T+  +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDNDTKVEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
             GR SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D 
Sbjct: 56  VHGRKSLYLSSHAGAIKGMTMPEARLLLRDLNEHATQPEFVYVHKWTLHD 105 
 
 
>ref|XP_001584962.1| hypothetical protein SS1G_14059 [Sclerotinia sclerotiorum 1980] 
 gb|EDN99199.1| hypothetical protein SS1G_14059 [Sclerotinia sclerotiorum 1980 
           UF-70] 
          Length = 401 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 69/265 (26%), Positives = 100/265 (37%), Gaps = 32/265 (12%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIERIGG- 72 
           +G  V GV LA L DA    L        ++ F  Q +   + Q      FG + +     
Sbjct: 100 IGTEVHGVDLANLTDAAKNDLARLISIRGVVFFRNQKNFDIEAQRKLGSYFGTLHKHATT 159 
 
Query: 73  -----GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 721



                GD+  +  V  D   +        D   +      WH+D TY   +   +  S + 
Sbjct: 160 SVPKRGDLDDVHVVYTDENSK--------DQRALFTPTFLWHSDVTYE--IQPPSYTSLK 209 
 
Query: 128 VVPAV----GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
           V+       GG T ++   AAYDAL    +  +   +A H+         H+Q  GS  + 
Sbjct: 210 VLTGPPRGGGGDTLWSSQYAAYDALSAPMQKYLESLTALHT--------SHLQAEGSRAL 261 
 
Query: 184 GYGMDTTA-TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAP 241 
           G  +     T   PL++ HP TG  SL         I G+   ES+  L  L +       
Sbjct: 262 GRPVRRDPITTEHPLIRSHPVTGWKSLFFNPGFVTKIVGVPKVESDTILAYLNEVVSTTQ 321 
 
Query: 242 RVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +H   QW   DV  WDNR   H A 
Sbjct: 322 ELHVRFQWGKDDVAFWDNRISNHTA 346 
 
 
>emb|CBJ18783.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 101 
 
 Score = 61.6 bits (148), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 42/109 (38%), Positives = 61/109 (55%), Gaps = 11/109 (10%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA--TPL-RPLVK 199 
           AAYDAL EAT+  +    A HSL+ S++KLG        +  +  D      P+ + LV+ 
Sbjct: 1   AAYDALPEATKQRIAGLVAEHSLMTSRAKLG--------FSDFNEDERKAFEPVPQVLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 248 
              ++GR SL +  HA AI GM   E+ER ++ LVD A Q   V++H+W 
Sbjct: 53  RLQDSGRMSLYVASHAGAIRGMAMLEAERLIQELVDHATQRQFVYSHRW 101 
 
 
>emb|CBJ18748.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 61.2 bits (147), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 39/112 (34%), Positives = 56/112 (50%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           A YDALD+ T+  V      HS +YS+++LG +         +       P+R  LV+ H 
Sbjct: 1   AGYDALDQETKDRVADLICEHSQLYSRARLGFIDFTDEERERF------KPVRQVLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P  GR SL +  HA  I G    E+  FL  L + A Q   V++H+W  GD+ 
Sbjct: 55  PGHGRKSLYLSSHAGGIVGWPVPEARAFLRDLNEIATQRQFVYSHRWRVGDL 106 
 
 
>ref|XP_002740180.1| PREDICTED: hypothetical protein [Saccoglossus kowalevskii] 
          Length = 286 
 
 Score = 61.2 bits (147), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 65/289 (22%), Positives = 110/289 (38%), Gaps = 63/289 (21%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQI 58 
           MA    ++TP    LG  V G+ L   + D   A +     +H +L+F  QH +S ++ + 
Sbjct: 1   MAHGYYKLTPI--KLGCEVRGIDLGKHVSDEVIAQIKKDVTEHRILVFKDQHDISPERHV 58 
 
Query: 59  TFAKRFGAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 110 
             ++ FG +E        +    DI  +SN +++G                 VG   WH  
Sbjct: 59  QISRWFGELESSAFYKHPKSPSQDIFRVSNDESEGCTN--------------VGRTGWHI 104 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
           D T+ P     +V+    VP   G T FA +      L E  R     R  R  +V     
Sbjct: 105 DGTFFPKPYSYSVYHMVHVPT-NGDTVFAPLNDIVTGLSEEQR----NRWERLWMV---- 155 
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Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI----------GRHAHAIPG 220 
                            D  A  + PL+  HPE+G+  L++           +        
Sbjct: 156 ----------------SDRRAGVVHPLIYSHPESGKKVLIVHMGMTDAFIWDKGTKQERM 199 
 
Query: 221 MDAAESERFLEGLVDWACQAPRV--HAHQWAAGDVVVWDNRCLLHRAEP 267 
            +  E+ + L+ +     +  +   ++H+W  GD ++ DN  + H A P 
Sbjct: 200 TEWRETNQLLKEINHEFIKDNKAIQYSHKWNVGDFIISDNLAVGHEAAP 248 
 
 
>emb|CBJ18867.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 61.2 bits (147), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 39/111 (35%), Positives = 52/111 (46%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD   +  +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
Sbjct: 1   AAYDALDSDAKTEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q   VH H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEARVLLRDLNEHATQPQFVHVHKWTLHDL 106 
 
 
>dbj|BAD15042.1| hypothetical protein [Bradyrhizobium sp. BDV5419] 
          Length = 102 
 
 Score = 61.2 bits (147), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 39/111 (35%), Positives = 54/111 (48%), Gaps = 13/111 (11%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LVKVHP 202 
           ALD+ T+A +      HSL+YS+  LG        ++ Y  D      RP    LV+ HP 
Sbjct: 1   ALDDDTKAEIADMICEHSLMYSRGSLG--------FLDYS-DEEKAMFRPVLQRLVRTHP 51 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q+  V+ H+W   D+ 
Sbjct: 52  GHGRKSLYLSSHAGAIKGMSVPEARVLLRDLTEHATQSEFVYVHKWTVHDL 102 
 
 
>emb|CBJ19194.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 61.2 bits (147), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 39/112 (34%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+ T+  V      HS ++S+  LG         + +       P+R  LV+ H 
Sbjct: 1   AAYDALDDKTKDEVRDLICSHSQIFSRGILGFTDFTDDERLKWA------PVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  HA  I G    E+  FL  L + A Q   V+AH+W   D+ 
Sbjct: 55  PRSGRLSLYLSSHAGGIEGWPVPEARAFLRDLTEHATQRQFVYAHRWKPADL 106 
 
 
>ref|NP_302343.1| putative oxidoreductase [Mycobacterium leprae TN] 
 ref|YP_002503973.1| putative oxidoreductase [Mycobacterium leprae Br4923] 
 emb|CAC30947.1| putative oxidoreductase [Mycobacterium leprae] 
 emb|CAR72089.1| putative oxidoreductase [Mycobacterium leprae Br4923] 
          Length = 289 
 
 Score = 61.2 bits (147), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 67/278 (24%), Positives = 107/278 (38%), Gaps = 44/278 (15%) 
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Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 71 
           G  LGA VTGV    LD    A +      + L++    H + ++ I   +  G I     
Sbjct: 7   GDGLGAQVTGVDPKNLDSISTAEIRKIVYVNKLVVLKDVHPTPEEFIKLGRIIGEI---- 62 
 
Query: 72  GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-----------WHADSTYMPVMAQ 120 
                    V     + +H      D  ++ V +             WH D  +MP   + 
Sbjct: 63  ---------VPYYEPIYRHK-----DYPEIFVSSTEEGQGVPNTGAFWHVDYIFMP---E 105 
 
Query: 121 GAVFSAEVVPAVGGR---TCFADMRAAYDALDEATRALVHQRSARHS-LVYSQSKLGHVQ 176 
              FS  +  A+ G    T F D+   +++L  A +  V    + HS   Y + +   V  
Sbjct: 106 PFAFSMTLPLAMPGHDRGTHFIDLSQVWESLPNAMKDSVRGTYSNHSPRRYIKIRPSDVY 165 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG------MDAAESERFL 230 
           +     +    + T     P V  HP+TG+  L I   A           +D    +  L 
Sbjct: 166 RPVGEVLAEIEEVTPPQKWPTVIKHPKTGQEILYICEAATVSVEDKNGNLLDPMVLQELL 225 
 
Query: 231 --EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
              G +D  C++  +H   +  GDVV+WDNR L+HRA+ 
Sbjct: 226 TASGQLDPDCKSLLIHTQHYEVGDVVLWDNRALVHRAK 263 
 
 
>emb|CBJ18811.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 40/114 (35%), Positives = 54/114 (47%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +   +  HSL+YS+  LG        +  Y  D  A     L+ LV+ 
Sbjct: 1   AAYDALDDETKAEIEDLACEHSLMYSRGSLG--------FTEYTDDEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA  I  M   E    L  L + A  A  V+ H+W   D+ 
Sbjct: 53  THPAHRRKSLYLSSHAGKIVSMSVPEGRLLLRDLNEHATNAEFVYVHKWKLHDL 106 
 
 
>ref|ZP_06477056.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia symbiont of 
           Datisca glomerata] 
 gb|EFD26229.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia symbiont of 
           Datisca glomerata] 
          Length = 199 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 62/218 (28%), Positives = 89/218 (40%), Gaps = 48/218 (22%) 
 
Query: 7   QITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           ++      LGA + GV LA  +DDA   AL   + ++ +L+   QHLS D  +   + F  
Sbjct: 10  EVRQASPVLGAEIVGVDLANGVDDATAEALRDDFWKYKVLVLRDQHLSPDAHVEAVRIFD 69 
 
Query: 66  A-------IERIGGGDIVAISNV-KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
                   + R     +V + N+ KA G  R H    W +                  P  
Sbjct: 70  EPFDHPKWLYRHEDNRLVYVFNLEKAGGAARWHIGGIWRNP-----------------PF 112 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
             +   +  +VVP +GGRT +AD++AAYD L E  R L+   SA    VYS          
Sbjct: 113 TIESLTY--QVVPEIGGRTLWADLQAAYDGLSEPFRRLLESVSA----VYSD-------- 158 
 
Query: 178 AGSAYIGYGM----DTTATPLRPLVKVHPETGRPSLLI 211 
               Y G G       T     P+V+ H  TGR  L + 
Sbjct: 159 ----YPGDGTYDRPPATGVIEHPVVRTHRHTGRKGLFL 192 
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>ref|XP_001394064.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           niger CBS 513.88] 
 emb|CAK48293.1| unnamed protein product [Aspergillus niger] 
          Length = 396 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 70/260 (26%), Positives = 99/260 (38%), Gaps = 22/260 (8%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  V GV+LA L+DA    L        ++ F GQ  L  D Q    + FG + +     
Sbjct: 95  IGTEVHGVNLAKLNDAQKDDLARLVAVRGVVFFRGQDDLDIDAQRELGRHFGKLHKHA-- 152 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWD---DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
                S  K +G    H     D   D   +   +  WH+D TY               P 
Sbjct: 153 ---TTSVPKREGLEDVHVVYTGDNSTDQRAMFTPSFLWHSDVTYEVQPPSYTSLKVLTGP 209 
 
Query: 131 AVGG--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
             GG   T +    AAYDAL    +  +   +A HS          +Q + S  +G  +  
Sbjct: 210 PRGGGGDTLWTSQYAAYDALSPHMQTYLKGLTALHS--------ADMQASDSHALGRPVR 261 
 
Query: 189 -TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
               T   PL++ +P TG  SL         I G+   ES+  +  L +       +HA  
Sbjct: 262 RDPVTTEHPLIRTNPVTGWNSLFFNPGFVTKIVGIPKTESDAIIRYLTEVIATTQEMHAR 321 
 
Query: 247 -QWAAGDVVVWDNRCLLHRA 265 
            QW   DV +WDNR   H A 
Sbjct: 322 FQWNKNDVAIWDNRTTNHSA 341 
 
 
>emb|CBJ19211.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 39/114 (34%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ TRA +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTRAEIEDLICEHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L + A Q   V++H+W   D+ 
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMSFIRDLSEHATQPQFVYSHRWTQHDL 106 
 
 
>emb|CBJ18766.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 58/112 (51%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYDALD+  +A + +    HS+V+S+ ++G    A       G +    P++  LV  H 
Sbjct: 1   AAYDALDDTAKAEIAELVTEHSIVFSREQIGFADYAA------GNEDRLRPVQHRLVITH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  H   I G    E+  F+  L++ A Q   V+AH+W   D+ 
Sbjct: 55  PVSGRKSLYLSSHIGGIVGWPVPEARAFVRDLMEHATQRQFVYAHEWRVNDL 106 
 
 
>emb|CBJ19184.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
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 Identities = 37/115 (32%), Positives = 54/115 (46%), Gaps = 13/115 (11%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LV 198 
           A YDALD+ T+  V +    HS ++S+  +G              D      RP    +V 
Sbjct: 1   AGYDALDDETKEEVQEMVCEHSQMFSRQIIGFYDFT---------DEERERFRPVRQCMV 51 
 
Query: 199 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           + HP TGR SL +  HA  I G    E+  +L  L++ A Q   V+ H+W  GD+ 
Sbjct: 52  RTHPVTGRKSLYLSSHAGGIVGWPMPEARGYLRDLIEHATQREFVYTHKWRVGDL 106 
 
 
>ref|ZP_04588005.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. oryzae str. 
           1_6] 
 ref|ZP_04592995.1| TauD/TfdA family dioxygenase [Pseudomonas syringae pv. oryzae str. 
           1_6] 
          Length = 147 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 69/160 (43%), Gaps = 21/160 (13%) 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 191 
            GG T FA+M  A + L  A +  + Q +A H         G +   G             
Sbjct: 1   TGGDTLFANMHLAIEMLSPAMQQFLGQLTAIHD--------GEIPWKGYTPPA----NLP 48 
 
Query: 192 TPLRPLVKVHPETGRPSLLI--GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
               P+V  HPETGRP+L +  G  +H +  + A ES   L  L D   + P +    +W 
Sbjct: 49  KSEHPVVVRHPETGRPTLFVNSGFTSHIV-QLSADESRTLLNMLYDLIAREPSLSCRVRW 107 
 
Query: 249 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR---LAGRP 285 
           A   +V WDNRC  H A  WD+  P   +  R   L GRP 
Sbjct: 108 APNTLVFWDNRCTQHHAV-WDY-FPHSRYGERVTILGGRP 145 
 
 
>ref|ZP_07308634.1| alpha-ketoglutarate-dependent taurine dioxygenase [Streptomyces 
           viridochromogenes DSM 40736] 
 gb|EFL37003.1| alpha-ketoglutarate-dependent taurine dioxygenase [Streptomyces 
           viridochromogenes DSM 40736] 
          Length = 167 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 71/161 (44%), Gaps = 16/161 (9%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAK 62 
           T L +T  G   GA + G+ L  LDD    A+  A + + +L   GQH  +D  QI F + 
Sbjct: 2   TRLPVTELGPRFGAEINGIDLGRLDDGQVLAVREALVAYKVLFVRGQHTLDDAAQIEFGR 61 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPA--EWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           R G        ++     V   G V Q   A    D+    +     WH D T++      
Sbjct: 62  RLG--------EVTVGHPVHDSGDVAQEVYALDSQDNGFADV-----WHTDVTFVRRPPA 108 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 161 
            +V  A V+P  GG T +AD + AY++L    RA V   +A 
Sbjct: 109 ISVLRAVVLPPSGGDTNWADSQLAYESLSPGLRAYVDTLTA 149 
 
 
>emb|CBJ19014.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 39/111 (35%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+ S+  LG +      Y     +     L+ LV+ HP 
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Sbjct: 1   AAYDALDDDTKAEIEDMICEHSLMTSRGALGFLD-----YTDEEKEMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA AI GM   E+   L  L + A Q    + H+W   D+ 
Sbjct: 56  VHGRKSLYLSSHAGAIQGMSVPEACVLLRDLNEHATQPQFAYVHKWTLHDL 106 
 
 
>ref|XP_002147238.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Penicillium marneffei ATCC 18224] 
 gb|EEA23727.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Penicillium marneffei ATCC 18224] 
          Length = 363 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 44/175 (25%), Positives = 75/175 (42%), Gaps = 15/175 (8%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
           + WH+D T+ P+ +        V+P  GG T +A     YD +    +  +   +A     
Sbjct: 158 IEWHSDITFEPIPSDYTSLRLTVLPKTGGDTLWASGYEVYDRISPPYQKFLEGLTA---- 213 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYG----MDTTATPLR---PLVKVHPETGRPSLL-IGRHAHA 217 
            Y+Q K   V +  +  +  G     +     LR   P+++ +P TG  S+  +G H    
Sbjct: 214 TYAQPKFEEVARDKNFELHPGPRGAPENVGNILRAVHPVIRTNPVTGWKSVFAVGTHCQK 273 
 
Query: 218 IPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRAEPWDF 270 
           + G+   ES   L+  VD   +   +    +W    D+ +WDNR + H A  WD  
Sbjct: 274 VNGLSQEESSHLLKWFVDLIVENHDLQVRFRWQNPNDIAIWDNRSVYH-AATWDI 327 
 
 
>ref|YP_003766480.1| taurine dioxygenase [Amycolatopsis mediterranei U32] 
 gb|ADJ46078.1| taurine dioxygenase [Amycolatopsis mediterranei U32] 
          Length = 298 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 73/279 (26%), Positives = 106/279 (37%), Gaps = 30/279 (10%) 
 
Query: 15  LGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI--- 70 
           +GA + G   A  LD    A L  A  +H  L+F    L ++ Q  FA  FG + +     
Sbjct: 15  IGAEIVGFDPAGDLDATQVAFLTDALHEHKALVFRNARLDDEGQQRFAAHFGELTKAHPT 74 
 
Query: 71  -----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                G   I+ + + +                         WH D T++    + +    
Sbjct: 75  VPAVEGAPTILPVDSERGRAN--------------------HWHTDVTFVLNPPKASTLR 114 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH-VQQAGSAYIG 184 
           + VVP  GG T  A+  AAY  L E  RA      A H+  Y   +    V +   A    
Sbjct: 115 SLVVPPYGGETLIANAAAAYRDLPEPLRAFADTLRAVHTNDYDYVQPPETVDEQERARRA 174 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
             +      + P+V+VHP TG   L IG  A  I G+   ES   L  L  +  +   V  
Sbjct: 175 QFVSRKYRTVHPVVRVHPVTGERGLFIGGFAQRIEGLSVTESRDLLRLLQSYVTRPENVV 234 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
              W    +V++DNR   H A      LPR +    +AG 
Sbjct: 235 RVTWEPDQLVLFDNRITQHYAIDNYDGLPRRLNRVTVAG 273 
 
 
>emb|CBJ19208.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 60.8 bits (146), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 40/111 (36%), Positives = 58/111 (52%), Gaps = 6/111 (5%) 
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Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A V      HSL++S+  +G      SA+    ++      + LV+ H  
Sbjct: 1   AAYDALDDRTKAEVEDLICEHSLIHSRGAIGF-----SAFTPEEVENFRPVRQRLVRTHA 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           + GR SL +  HA AI G    E+  FL  L + A Q   V++HQW   D+ 
Sbjct: 56  D-GRRSLFLSSHAGAIEGWTIPEARSFLRDLTEHATQREFVYSHQWRQHDL 105 
 
 
>gb|ABN51234.1| 2,4-dichlorophenoxyacetate alpha-ketoglutarate dioxygenase 
           [Arthrobacter sp. DNB19] 
          Length = 118 
 
 Score = 60.5 bits (145), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 40/116 (34%), Positives = 55/116 (47%), Gaps = 7/116 (6%) 
 
Query: 145 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPE 203 
           YD L E  +  +    A H  ++S+  LG  + + S            P+  PLV+ H   
Sbjct: 9   YDDLPEDFKKELAGMRAEHYALHSRFILGDTEYSES------QRNAMPPVSWPLVRTHAG 62 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 259 
           +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+WDNR 
Sbjct: 63  SGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWNVGDLVMWDNR 118 
 
 
>ref|XP_459311.1| DEHA2D18986p [Debaryomyces hansenii CBS767] 
 emb|CAG87485.1| DEHA2D18986p [Debaryomyces hansenii] 
          Length = 393 
 
 Score = 60.5 bits (145), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 47/167 (28%), Positives = 71/167 (42%), Gaps = 12/167 (7%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+D T+ PV +  AV         GG T +A   A Y+ L    R+ +   +     V 
Sbjct: 188 GWHSDITFEPVTSDYAVLKIVESTPTGGDTLWASGYALYEKLTPTFRSYLETLTG----V 243 
 
Query: 167 YSQSKLGHVQQAG-SAYIGY-----GMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIP 219 
           YSQ       +     Y G       +    T + PLV+ +P TG  S+  IG H  +I  
Sbjct: 244 YSQPGFKKASEGKFEIYSGVRGAPENVGDELTAVHPLVRTNPVTGWKSIFSIGHHFTSIN 303 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           G+  +ES    + L +    +  +    +W   DV +WDNR + H A 
Sbjct: 304 GLSDSESALIKDYLSELLYGSHDIQVRFRWNKNDVAIWDNRSVYHTA 350 
 
 
>ref|XP_001268478.1| TfdA family taurine dioxygenase, putative [Aspergillus clavatus 
           NRRL 1] 
 gb|EAW07052.1| TfdA family taurine dioxygenase, putative [Aspergillus clavatus 
           NRRL 1] 
          Length = 364 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 62/253 (24%), Positives = 98/253 (38%), Gaps = 36/253 (14%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 99 
           Q  ++ F  Q  L ND Q    +R G +        + I  V   G  R+H     DD + 
Sbjct: 81  QRGVVFFRKQDDLDNDSQKELIQRLGQLAGKPATSGLHIHPVTNAG--REHGGK--DDEI 136 
 
Query: 100 KVIVGNM-----------------AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 142 
            VI                      WH+D T+ PV +  AV     +P  GG T +A    
Sbjct: 137 SVISSEQRKKLYKGRYVSGQSLKGGWHSDITFEPVPSDYAVLRLTKLPKTGGDTLWASGY 196 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG----MDTTATPLR--- 195 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 728



             +D + E  +  +   +A     Y+Q       +  +  +  G     +   T LR    
Sbjct: 197 EVFDRISEPYQRFLESLAA----TYAQPGFNQSAKDNNFELYSGPRGAPENVGTELRAEH 252 
 
Query: 196 PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA-HQW-AAGD 252 
           P+++ +P TG  S+  +G H   I G+   ES+  L   V    +   +   H+W    D 
Sbjct: 253 PVIRTNPVTGWKSVFAVGAHVEKINGVAEEESKHLLNWFVTLIVENHDLQVRHKWNNPND 312 
 
Query: 253 VVVWDNRCLLHRA 265 
           + +WDNR + H A 
Sbjct: 313 LAIWDNRSVYHTA 325 
 
 
>ref|NP_983695.2| ACR293Cp [Ashbya gossypii ATCC 10895] 
 gb|AAS51519.2| ACR293Cp [Ashbya gossypii ATCC 10895] 
          Length = 386 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 63/268 (23%), Positives = 109/268 (40%), Gaps = 17/268 (6%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
            +QI+      G+ V G+ L++LD AG   L     Q  +L+F  Q  ++     F +++ 
Sbjct: 83  NVQISKITPRFGSEVRGLQLSSLDAAGKDELALLASQRGVLVFRDQDFASKGPGYF-EQY 141 
 
Query: 65  GAIERIGGGDIVAISNVKADG-----TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           G+    G   +   S   A       T R+    E++ + +    ++ +H+D +Y      
Sbjct: 142 GS--HFGKLHVHQTSGAPAGHPYLHVTFRRPDRKEFERVFRDHHSSIRFHSDVSYELQPP 199 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
               F+    P  GG T F+D   A++ L    +  +   S  H L  ++ +  + Q+ G 
Sbjct: 200 SYTFFTVLEGPDGGGDTLFSDATEAFNRLSPPLQDFL---SKLHVLHSAKEQAQNAQEQG 256 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
               G         + PLV+VHP     S  + R     I  +   ES+  L+ + +    
Sbjct: 257 ----GIQRREPVAHIHPLVRVHPVLKTKSFFVNRGFTRKIVELKQTESDLLLDFIYNIIE 312 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
               +     W  G V VWDNR + H A 
Sbjct: 313 NTHDLQLRASWEPGTVTVWDNRRVNHSA 340 
 
 
>ref|XP_001830759.2| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
 gb|EAU91128.2| alpha-ketoglutarate-dependent taurine dioxygenase [Coprinopsis 
           cinerea okayama7#130] 
          Length = 365 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 64/274 (23%), Positives = 109/274 (39%), Gaps = 31/274 (11%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIERIG 71 
           +G  ++G+ L+ L   G   L     Q  L+IF  Q   +   ++Q+  A    ++   G 
Sbjct: 78  IGTELSGIQLSQLTKEGLDELGLFVAQRKLVIFREQDFQDLPPEKQVAIAANGVSLTLEG 137 
 
Query: 72  GGDI--------VAISNVKAD----GTVRQHSPAEWDD-MMKVIVGNMAWHADSTYMPVM 118 
                         + N++        +RQ      +D  +   +    WH+D +Y P   
Sbjct: 138 FTQSHFGVPHLHATLPNIEGHPAYVNLLRQPGKRNINDYFIDTFLSYAFWHSDVSYEPQP 197 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
                F     P VGG T F     AY+ L    +  +    A HS V   +++   +++ 
Sbjct: 198 PSTTFFWPLDQPTVGGDTLFLSTTEAYNRLSPEFQKRLVGLKALHSGV---AQVEESRRS 254 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFLEGLV 234 
           G A     ++     + P+++VHP TG  S+ +     RH   I G+   ES+  L+ L  
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Sbjct: 255 GGAVRKEPVEA----VHPVIRVHPVTGEKSIFVNPAFTRH---IVGLKKEESDALLKFLY 307 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEP 267 
           D   +        +   G V++WDNR   H A P 
Sbjct: 308 DHIAKGADFQVRARHEPGSVIIWDNRVTNHSAVP 341 
 
 
>ref|XP_001526244.1| hypothetical protein LELG_02802 [Lodderomyces elongisporus NRRL 
           YB-4239] 
 gb|EDK44623.1| hypothetical protein LELG_02802 [Lodderomyces elongisporus NRRL 
           YB-4239] 
          Length = 459 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 72/297 (24%), Positives = 113/297 (38%), Gaps = 59/297 (19%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ LA LDD     L     +  ++ F  Q LS  +Q+    
Sbjct: 147 AKDVINLTPY---VGTEIVGLQLADLDDKQKDELALLIAERVVVFFKDQDLSPKKQLELG 203 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           K +G +E      R+G  D   I+ +  D    R      + +  K   GN  WH+D  + 
Sbjct: 204 KYWGQVEVHPQVPRVGP-DYDGITVIWQDYQNQRNGIGLSFQNSKK---GNSTWHSDLVH 259 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
               A       + +P VGG T ++    AYD L  A +  +  ++A    +Y  + L   
Sbjct: 260 EFQTAGITHLHIDSIPDVGGDTIWSSTYGAYDKLSPAFKEFLDGKTA----IYKSAHL-- 313 
 
Query: 175 VQQAGSAYIGYGMDTTATPLR---------PLVKVHPETGRPSLLIGR-HAHAIPGMDAA 224 
                  Y+         PL+         P+V+ HP TG   L + R     I G+    
Sbjct: 314 -------YLN-----RENPLKGPKHVEREHPIVRTHPATGWKYLFVNRAMTDRIVGLLPE 361 
 
Query: 225 ESERFLEGL-------------VDWACQAPRVH----AHQWAAGDVVVWDNRCLLHR 264 
           ES+  L  L               W  + P +     AH+   G   +WDNR   H  
Sbjct: 362 ESDAILNYLFSVIENNRDIQVTFKWQQKLPGLKSPSDAHKTYRGTSALWDNRIANHN 418 
 
 
>ref|XP_360574.1| hypothetical protein MGG_03117 [Magnaporthe oryzae 70-15] 
 gb|EDK00401.1| hypothetical protein MGG_03117 [Magnaporthe oryzae 70-15] 
          Length = 371 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 41/162 (25%), Positives = 68/162 (41%), Gaps = 5/162 (3%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           AWH D ++ PV +  A+     +P  GG T +A     YD L  A + ++   +A H    
Sbjct: 158 AWHTDISFEPVPSDYAMLKIHTLPPTGGDTLWASGYEIYDRLSPAMQKMLEGLTATHDAT 217 
 
Query: 167 Y---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMD 222 
           +      +LG+  + G              + P+++ +P TG  S+ + R     I G+  
Sbjct: 218 FFLDEAERLGNPLREGIRGSPLNQGKGLKAVHPVIRTNPVTGWKSVYVNRGFTKRINGVT 277 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLH 263 
             ES+  L  L +   Q        +W   D+ +WDNR   H 
Sbjct: 278 RDESDLLLPYLFNLVTQNHDAQVRFKWRKNDLAIWDNRSTWH 319 
 
 
>ref|XP_001821088.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Aspergillus 
           oryzae RIB40] 
 dbj|BAE59086.1| unnamed protein product [Aspergillus oryzae] 
          Length = 360 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
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 Identities = 48/173 (27%), Positives = 79/173 (45%), Gaps = 22/173 (12%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           +WH D++Y P  A  ++     +P  GG T +A     YD +    R  +   +A      
Sbjct: 155 SWHTDTSYEPNPADYSILKLIKLPETGGDTIWASSCEIYDKISPVYRKFLEGLTA----T 210 
 
Query: 167 YSQSKLGHVQQAGSAYIGY--------GMDTTATPLRPLVKVHPETGRPSLL-IGRHAHA 217 
           ++Q++L  V  A   +  Y         + T+ + + P+V+ +P TG  SL  +G H    
Sbjct: 211 FAQTRLP-VTAAEKGFKLYSEPRGSPNNIGTSLSAVHPVVRTNPVTGWKSLFAVGNHVVK 269 
 
Query: 218 IPGMDAAESER----FLEGLVDWACQAPRVHAHQWAAG-DVVVWDNRCLLHRA 265 
           I  + A ES R    FL+ +V+      R   H+W    D+ +WDNR + H A 
Sbjct: 270 INEVTADESRRLHDWFLQMIVEEHDTQLR---HRWQNPYDIAIWDNRTVYHSA 319 
 
 
>ref|YP_003899861.1| Taurine catabolism dioxygenase TauD/TfdA [Cyanothece sp. PCC 
7822] 
 gb|ADN17795.1| Taurine catabolism dioxygenase TauD/TfdA [Cyanothece sp. PCC 7822] 
          Length = 283 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 47/188 (25%), Positives = 72/188 (38%), Gaps = 31/188 (16%) 
 
Query: 98  MMKVIVGNMAW--HADSTYMP------------VMAQGAVFSAEVVPAVGGRTCFADMRA 143 
           + + +VG  AW  H D  ++P            VM  G    AE +      T F DM   
Sbjct: 95  LTQEVVGKFAWVWHHDKDHLPKTEGLDMNALYVVMLYGVEIPAEGIDGEPHTTNFLDMME 154 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AY  L+   R  + ++S  H                S       +     L P+V  H   
Sbjct: 155 AYQNLERQHRQQLEKQSMYHL---------------SPITPPPGEDIPRKLHPIVSTHKI 199 
 
Query: 204 TGRPSLLIGRHAHAIPGMD--AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
           TGR  L +G     + G++    E++ +   L         V+AH W  GD+V WDN  + 
Sbjct: 200 TGRKGLYLGSSTSILQGLEDKPQEAQLYWNDLFATILDCTPVYAHIWQPGDIVFWDNSQV 259 
 
Query: 262 LHRAEPWD 269 
           +H   P++ 
Sbjct: 260 MHTGMPYN 267 
 
 
>ref|XP_001221616.1| conserved hypothetical protein [Chaetomium globosum CBS 148.51] 
 gb|EAQ88902.1| conserved hypothetical protein [Chaetomium globosum CBS 148.51] 
          Length = 379 
 
 Score = 60.5 bits (145), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 63/265 (23%), Positives = 100/265 (37%), Gaps = 30/265 (11%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++T     +G  + G+ L  L       L     + +++ F  Q ++  QQ    + FG  
Sbjct: 85  KVTDLTTHIGTEIEGLQLKDLTPEQRDELALLIAERSVVFFRNQDITPQQQKELGEWFGE 144 
 
Query: 67  IE---------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           +E          + G  ++       D       P           G  +WH D  +    
Sbjct: 145 VEIHPQVPQVPGVAGVTVIWPDLFAQDNAASFRKPG----------GASSWHTDLVHERQ 194 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            A       + VP VGG T +A    AY+ L    R L+  + A +   +S     +    
Sbjct: 195 PAGVTHLHNDTVPPVGGDTLWASGYGAYEKLSPEFRKLIDGKQAVYRSAHSYLDREN-PT 253 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDW 236 
           AG  +I            PLV+VHP TG  +L + R     I G+D AES+  L  L D  
Sbjct: 254 AGPKHIER--------THPLVRVHPATGWKALWVNRAMTVRIVGLDKAESDLILNYLYDV 305 
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Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRC 260 
             ++  +    +W  G   +WDNR  
Sbjct: 306 FERSVDIQVRFKWTPGTSALWDNRS 330 
 
 
>emb|CAY25737.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 60.1 bits (144), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 34/107 (31%), Positives = 54/107 (50%), Gaps = 16/107 (14%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      PA         +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDGNPLPRDPA----THLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|ADI34063.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 1HD3] 
          Length = 95 
 
 Score = 60.1 bits (144), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 29/64 (45%), Positives = 38/64 (59%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G+  AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 32  PLVRTHAGSGRKFLFIGAHASHIEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 91 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 92  WDNR 95 
 
 
>emb|CAY25758.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 60.1 bits (144), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 57/108 (52%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A+  ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEASMDKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLD 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDPRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|NP_001191877.1| hypothetical protein LOC100163446 [Acyrthosiphon pisum] 
          Length = 269 
 
 Score = 60.1 bits (144), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 64/272 (23%), Positives = 105/272 (38%), Gaps = 60/272 (22%) 
 
Query: 15  LGATVTGVHLATLDDAGF-AALHAAWLQHALLIFPGQHL-SNDQQITFAKRFGAIE---- 68 
           LG  V GV L T +       +     +H +LIF  Q + S D+ +  ++ FG +E     
Sbjct: 8   LGCEVRGVDLKTENRPEIIKQIQEDVTKHRILIFKDQGIVSGDRHVEISRWFGELESTFY 67 
 
Query: 69  ---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
              +    D+  +SN K +G                 VG   WH D T+ P     +++  
Sbjct: 68  KHPKSPHPDVFRVSNDKNEGCTN--------------VGRSGWHIDGTFQPAPFSYSLYH 113 
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Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
            E VP   G T F  +    ++LD+ T                            A++   
Sbjct: 114 MESVPK-EGHTLFIPLTELIESLDKDT----------------------YDTWNKAWM-- 148 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLL--IGRHA-----HAIPGMDAA---ESERFLEGLVD 235 
             D  ++P+ PL+  HP+TG+P L   +G        + +P    A   E E  L+ +   
Sbjct: 149 VSDRRSSPVHPLIYSHPQTGKPVLCFHLGMTTGFIWNYKLPSEATASHEEYEALLKSIDS 208 
 
Query: 236 WACQ--APRVHAHQWAAGDVVVWDNRCLLHRA 265 
              Q     ++ H+W  GD ++ DN  + H A 
Sbjct: 209 KINQDNGKYIYVHKWEPGDFIISDNLAVGHFA 240 
 
 
>ref|ZP_06861621.1| Taurine dioxygenase [Citromicrobium bathyomarinum JL354] 
          Length = 282 
 
 Score = 60.1 bits (144), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 63/257 (24%), Positives = 97/257 (37%), Gaps = 28/257 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 67 
           ITP G         V L   D +    +   + +H  L+F  Q LS D+Q     R G + 
Sbjct: 12  ITPFGVE-------VDLDLNDPSNDEKVADLFKEHGFLVFREQELSQDEQKRVMARLGPL 64 
 
Query: 68  ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
                  +  +SN + DG +                  +++H+D  Y PV   G       
Sbjct: 65  LE-DFTTVGYVSNTRKDGLLGD--------------SEVSFHSDFIYTPVPLLGISLHGI 109 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
            VP     T FA  + A ++L   TR  +      +    S+  L   Q+      GY   
Sbjct: 110 EVPYEETWTRFASGKLALESLSPQTRDRLRDLKGLNLFSASEEGLTGRQRIE----GYPE 165 
 
Query: 188 DTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH 246 
           D        ++ V P TG   L   +   A I G+  AESE  +  L +       ++ H 
Sbjct: 166 DAPRAE-HDIIHVDPITGWEVLYATQQNTALIVGLSEAESEELIGELHEHLYNDDNIYEH 224 
 
Query: 247 QWAAGDVVVWDNRCLLH 263 
           +W  GD+V+W N+   H 
Sbjct: 225 RWRNGDLVIWSNQAFHH 241 
 
 
>emb|CBJ19164.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 60.1 bits (144), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 38/114 (33%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLICEHSQIFSREQLG--------FTEYLPDERTMTKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L + A Q   V++H+W   D+ 
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMSFIRDLSEHATQPQFVYSHRWTQHDL 106 
 
 
>ref|XP_002376836.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
 gb|EED53590.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
          Length = 360 
 
 Score = 60.1 bits (144), Expect = 4e-07,   Method: Compositional matrix adjust. 
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 Identities = 48/173 (27%), Positives = 79/173 (45%), Gaps = 22/173 (12%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           +WH D++Y P  A  ++     +P  GG T +A     YD +    R  +   +A      
Sbjct: 155 SWHTDTSYEPNPADYSILKLIKLPETGGDTIWASSCEIYDKISPVYRRFLEGLTA----T 210 
 
Query: 167 YSQSKLGHVQQAGSAYIGY--------GMDTTATPLRPLVKVHPETGRPSLL-IGRHAHA 217 
           ++Q++L  V  A   +  Y         + T+ + + P+V+ +P TG  SL  +G H    
Sbjct: 211 FAQTRLP-VTAAEKGFKLYSEPRGSPNNIGTSLSAVHPVVRTNPVTGWKSLFAVGNHVVK 269 
 
Query: 218 IPGMDAAESER----FLEGLVDWACQAPRVHAHQWAAG-DVVVWDNRCLLHRA 265 
           I  + A ES R    FL+ +V+      R   H+W    D+ +WDNR + H A 
Sbjct: 270 INEVTADESRRLHDWFLQMIVEEHDTQLR---HRWQNPYDIAIWDNRTVYHSA 319 
 
 
>dbj|BAD15034.1| hypothetical protein [Bradyrhizobium elkanii USDA 94] 
          Length = 102 
 
 Score = 60.1 bits (144), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 37/107 (34%), Positives = 51/107 (47%), Gaps = 5/107 (4%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 206 
           ALD+ T+A +      HSL+YS+  LG +      Y           L+ LV+ HP  GR 
Sbjct: 1   ALDDETKAELEDMICEHSLMYSRGSLGFLD-----YTDEEKQMFKPVLQRLVRTHPAHGR 55 
 
Query: 207 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            SL +  HA AI GM   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 56  KSLYLSSHAGAIRGMSMPEARLLLRDLTEHATQPEFVYVHKWTVHDL 102 
 
 
>ref|ZP_07964195.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
 gb|EFV14576.1| TfdA family Taurine catabolism dioxygenase TauD [Segniliparus 
           rugosus ATCC BAA-974] 
          Length = 289 
 
 Score = 60.1 bits (144), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 68/275 (24%), Positives = 107/275 (38%), Gaps = 38/275 (13%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI---- 67 
           G  LGA +TG+    LD      +     ++ L++      S +Q +   +  G I     
Sbjct: 7   GEGLGAQITGIDPEDLDSIRADEIRDIVYENKLVVLKDVRPSAEQFLQLGRILGEIVPYY 66 
 
Query: 68  ERI----GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           E I       +I   S  +  G  R  +                WH D  +MP   +    
Sbjct: 67  EPIYHHKDHPEIFVSSTEQGQGVPRTGA---------------FWHIDYQFMP---KPFA 108 
 
Query: 124 FSAEVVPAVGGR---TCFADMRAAYDALDEATRALVH-QRSARHSLVYSQSKLGHVQQAG 179 
           FS  +  AV GR   T F D+   +++L    +A     RS      Y + +   V +   
Sbjct: 109 FSMVLPLAVPGRDRGTYFIDLNKVWESLPADLQAKARGTRSIHSPRRYIKIRPSDVYRPI 168 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI------PGMDAAESERFLE-- 231 
              +    +TT     P V  HP+TG+  L I               +D +  +  LE   
Sbjct: 169 GEILAEIEETTPPQTWPTVIKHPKTGQEILYICEAGTMTIEDGNGNALDPSLLQTLLEAT 228 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
           G +D    +P +HA  +  GD+V+WDNR L+HRA+ 
Sbjct: 229 GQLDPDYASPFIHAQHYEVGDIVLWDNRALVHRAK 263 
 
 
>ref|XP_003009781.1| alpha-ketoglutarate-dependent taurine dioxygenase [Verticillium 
           albo-atrum VaMs.102] 
 gb|EEY15355.1| alpha-ketoglutarate-dependent taurine dioxygenase [Verticillium 
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           albo-atrum VaMs.102] 
          Length = 257 
 
 Score = 59.7 bits (143), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 44/173 (25%), Positives = 73/173 (42%), Gaps = 6/173 (3%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+D T+ PV +  A+     +PA GG T +A     YD L  A +  +   +A H    
Sbjct: 59  GWHSDITFEPVPSDYAMLKIHTLPATGGDTMWASGYEIYDRLSPAMQVFLEGLTATHDAK 118 
 
Query: 167 Y---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMD 222 
           +      +LG+  + G              + P+++ +P TG  S+ + R     I G+  
Sbjct: 119 FFLDEAERLGNPIRQGIRGSPLNQGAGLMAVHPVIRTNPVTGWKSVYVNRGFTKRINGVT 178 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
             ES+  L  + +   Q        +W   D+ +WDNR   H A  +D+   R 
Sbjct: 179 KDESDVLLAYIFNLLTQNHDAQVRFKWRKNDLAIWDNRSTWHCAT-YDYDEAR 230 
 
 
>ref|XP_001387469.1| taurine catabolism dioxygenase [Scheffersomyces stipitis CBS 
6054] 
 gb|EAZ63446.1| taurine catabolism dioxygenase [Pichia stipitis CBS 6054] 
          Length = 424 
 
 Score = 59.7 bits (143), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 67/280 (23%), Positives = 104/280 (37%), Gaps = 37/280 (13%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 74 
           LG  + G+ L+ L+D     L     +  ++ F  Q LS  +Q+   + +G +ER      
Sbjct: 123 LGTEIVGLQLSDLNDKQKDELALLVAERVVVFFRNQDLSPQKQLELGEYWGQVERHPQAP 182 
 
Query: 75  IVAISNVKADGTVRQHSPAE--WDDMMKVIVG----------NMAWHADSTYMPVMAQGA 122 
            V +   +   T+ + S     W        G             WH D  +    A    
Sbjct: 183 HVPLPIPEGTETIAKGSGVSVIWRKFFSEFYGFPGGFRKKSITSGWHTDLVHEHQPAGIT 242 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLGHVQQA 178 
               + +P  GG T +A   AAYD L  A +  +  ++A     H  +  ++ L       
Sbjct: 243 HLHNDTIPKTGGDTAWASGYAAYDKLSPALQKFLDGKTAIYRSAHQYLDRENPL-----K 297 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWA 237 
           G  YI            P+V+ HP TG   L + R     I G++  ES+  LE L     
Sbjct: 298 GPKYIERE--------HPIVRTHPATGWKYLFVNRSMTDRIVGLEPGESKVILEYLFSVY 349 
 
Query: 238 CQAPRVHAH-QWAA-----GDVVVWDNRCLLHRA-EPWDF 270 
            +   +    QW       G   +WDNR   H A   +DF 
Sbjct: 350 EKNLDIQVRFQWQPTNEGFGTSAIWDNRVSQHNAISDYDF 389 
 
 
>emb|CBJ18771.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.7 bits (143), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 41/111 (36%), Positives = 54/111 (48%), Gaps = 7/111 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVHP 202 
           AYD LD+AT+         HS +YS+S LG         I +       P++  LV+ HP 
Sbjct: 2   AYDRLDDATKQECDGLICEHSQIYSRSLLGFSDFTDEDLIRF------KPVQQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            TGR SL +  HA AI G    E+  FL  L + A Q   V+AH W   D+ 
Sbjct: 56  STGRKSLYLASHAGAIVGWPIPEARAFLRDLNEHATQRALVYAHVWKQWDL 106 
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>emb|CBJ19181.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19186.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19187.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19191.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19199.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19207.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18794.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19214.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18802.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18816.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.7 bits (143), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 38/114 (33%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLICEHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L + A Q   V++H+W   D+ 
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMSFIRDLSEHATQPQFVYSHRWTQHDL 106 
 
 
>emb|CBJ19183.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.7 bits (143), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 38/112 (33%), Positives = 55/112 (49%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+ T+  V      HS ++S+  LG         + +       P+R  LV+ H 
Sbjct: 1   AAYDALDDKTKNEVRDLICSHSQIFSRGILGFTDFTDDERLKWA------PVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  HA  I G    E+  FL  L + A Q   V++H+W   D+ 
Sbjct: 55  PRSGRLSLYLSSHAGGIEGWPVPEARAFLRDLTEHATQPQFVYSHRWTQHDL 106 
 
 
>ref|NP_214611.1| oxidoreductase [Mycobacterium tuberculosis H37Rv] 
 ref|NP_334514.1| dioxygenase, putative [Mycobacterium tuberculosis CDC1551] 
 ref|NP_853768.1| oxidoreductase [Mycobacterium bovis AF2122/97] 
 ref|YP_976233.1| putative oxidoreductase [Mycobacterium bovis BCG str. Pasteur 
           1173P2] 
 ref|YP_001281382.1| putative dioxygenase [Mycobacterium tuberculosis H37Ra] 
 ref|YP_001286043.1| oxidoreductase [Mycobacterium tuberculosis F11] 
 ref|ZP_02550532.1| hypothetical oxidoreductase [Mycobacterium tuberculosis H37Ra] 
 ref|ZP_03418267.1| oxidoreductase [Mycobacterium tuberculosis 02_1987] 
 ref|ZP_03422615.1| oxidoreductase [Mycobacterium tuberculosis 94_M4241A] 
 ref|ZP_03423214.1| oxidoreductase [Mycobacterium tuberculosis T92] 
 ref|ZP_03430933.1| oxidoreductase [Mycobacterium tuberculosis EAS054] 
 ref|ZP_03435126.1| oxidoreductase [Mycobacterium tuberculosis T85] 
 ref|ZP_03534620.1| oxidoreductase [Mycobacterium tuberculosis GM 1503] 
 ref|ZP_03534958.1| oxidoreductase [Mycobacterium tuberculosis T17] 
 ref|YP_002643170.1| putative oxidoreductase [Mycobacterium bovis BCG str. Tokyo 172] 
 ref|YP_003030016.1| oxidoreductase [Mycobacterium tuberculosis KZN 1435] 
 ref|ZP_04926818.1| hypothetical protein TBCG_00097 [Mycobacterium tuberculosis C] 
 ref|ZP_05139478.1| oxidoreductase [Mycobacterium tuberculosis '98-R604 INH-RIF-EM'] 
 ref|ZP_05222739.1| putative oxidoreductase [Mycobacterium tuberculosis KZN 4207] 
 ref|ZP_05762427.1| oxidoreductase [Mycobacterium tuberculosis CPHL_A] 
 ref|ZP_05766584.1| oxidoreductase [Mycobacterium tuberculosis T46] 
 ref|ZP_05770731.1| oxidoreductase [Mycobacterium tuberculosis K85] 
 ref|ZP_06431210.1| oxidoreductase [Mycobacterium tuberculosis T46] 
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 ref|ZP_06435371.1| oxidoreductase [Mycobacterium tuberculosis CPHL_A] 
 ref|ZP_06441558.1| oxidoreductase [Mycobacterium tuberculosis KZN 605] 
 ref|ZP_06448216.1| oxidoreductase [Mycobacterium tuberculosis T17] 
 ref|ZP_06452904.1| oxidoreductase [Mycobacterium tuberculosis K85] 
 ref|ZP_06507242.1| oxidoreductase [Mycobacterium tuberculosis 02_1987] 
 ref|ZP_06507945.1| oxidoreductase [Mycobacterium tuberculosis T92] 
 ref|ZP_06515537.1| oxidoreductase [Mycobacterium tuberculosis EAS054] 
 ref|ZP_06519574.1| conserved hypothetical protein [Mycobacterium tuberculosis T85] 
 ref|ZP_06523591.1| conserved hypothetical protein [Mycobacterium tuberculosis GM 
1503] 
 ref|ZP_06798633.1| oxidoreductase [Mycobacterium tuberculosis 210] 
 ref|ZP_06950350.1| oxidoreductase [Mycobacterium tuberculosis KZN 4207] 
 ref|ZP_06958662.1| oxidoreductase [Mycobacterium tuberculosis KZN R506] 
 ref|ZP_07014897.1| conserved hypothetical protein [Mycobacterium tuberculosis 
           94_M4241A] 
 ref|ZP_07412516.1| oxidoreductase [Mycobacterium tuberculosis SUMu001] 
 ref|ZP_07417261.1| oxidoreductase [Mycobacterium tuberculosis SUMu002] 
 ref|ZP_07425402.1| oxidoreductase [Mycobacterium tuberculosis SUMu004] 
 ref|ZP_07429939.1| oxidoreductase [Mycobacterium tuberculosis SUMu005] 
 ref|ZP_07434001.1| oxidoreductase [Mycobacterium tuberculosis SUMu006] 
 ref|ZP_07438342.1| oxidoreductase [Mycobacterium tuberculosis SUMu008] 
 ref|ZP_07442554.1| oxidoreductase [Mycobacterium tuberculosis SUMu007] 
 ref|ZP_07482943.1| oxidoreductase [Mycobacterium tuberculosis SUMu009] 
 ref|ZP_07487176.1| oxidoreductase [Mycobacterium tuberculosis SUMu010] 
 ref|ZP_07491393.1| oxidoreductase [Mycobacterium tuberculosis SUMu011] 
 ref|ZP_07491677.1| oxidoreductase [Mycobacterium tuberculosis SUMu012] 
 ref|ZP_07813751.1| oxidoreductase [Mycobacterium tuberculosis KZN V2475] 
 sp|P67756.1|Y100_MYCBO RecName: Full=Putative dioxygenase Mb0100 
 sp|P67755.1|Y097_MYCTU RecName: Full=Putative dioxygenase Rv0097/MT0106 
 emb|CAA98933.1| POSSIBLE OXIDOREDUCTASE [Mycobacterium tuberculosis H37Rv] 
 gb|AAK44328.1| dioxygenase, putative [Mycobacterium tuberculosis CDC1551] 
 emb|CAD92962.1| POSSIBLE OXIDOREDUCTASE [Mycobacterium bovis AF2122/97] 
 emb|CAL70115.1| Possible oxidoreductase [Mycobacterium bovis BCG str. Pasteur 
           1173P2] 
 gb|EAY61560.1| hypothetical protein TBCG_00097 [Mycobacterium tuberculosis C] 
 gb|ABQ71820.1| putative dioxygenase [Mycobacterium tuberculosis H37Ra] 
 gb|ABR04441.1| hypothetical oxidoreductase [Mycobacterium tuberculosis F11] 
 dbj|BAH24402.1| putative oxidoreductase [Mycobacterium bovis BCG str. Tokyo 172] 
 gb|ACT23121.1| oxidoreductase [Mycobacterium tuberculosis KZN 1435] 
 gb|EFD11625.1| oxidoreductase [Mycobacterium tuberculosis T46] 
 gb|EFD15786.1| oxidoreductase [Mycobacterium tuberculosis CPHL_A] 
 gb|EFD19473.1| oxidoreductase [Mycobacterium tuberculosis KZN 605] 
 gb|EFD41686.1| oxidoreductase [Mycobacterium tuberculosis K85] 
 gb|EFD45391.1| oxidoreductase [Mycobacterium tuberculosis T17] 
 gb|EFD55880.1| oxidoreductase [Mycobacterium tuberculosis 02_1987] 
 gb|EFD56583.1| oxidoreductase [Mycobacterium tuberculosis T92] 
 gb|EFD64175.1| oxidoreductase [Mycobacterium tuberculosis EAS054] 
 gb|EFD75735.1| conserved hypothetical protein [Mycobacterium tuberculosis GM 1503] 
 gb|EFD79772.1| conserved hypothetical protein [Mycobacterium tuberculosis T85] 
 gb|EFI32576.1| conserved hypothetical protein [Mycobacterium tuberculosis 
           94_M4241A] 
 gb|EFO76616.1| oxidoreductase [Mycobacterium tuberculosis SUMu001] 
 gb|EFP16928.1| oxidoreductase [Mycobacterium tuberculosis SUMu002] 
 gb|EFP25065.1| oxidoreductase [Mycobacterium tuberculosis SUMu004] 
 gb|EFP28666.1| oxidoreductase [Mycobacterium tuberculosis SUMu005] 
 gb|EFP32660.1| oxidoreductase [Mycobacterium tuberculosis SUMu006] 
 gb|EFP36444.1| oxidoreductase [Mycobacterium tuberculosis SUMu007] 
 gb|EFP40386.1| oxidoreductase [Mycobacterium tuberculosis SUMu008] 
 gb|EFP41070.1| oxidoreductase [Mycobacterium tuberculosis SUMu009] 
 gb|EFP45004.1| oxidoreductase [Mycobacterium tuberculosis SUMu010] 
 gb|EFP48975.1| oxidoreductase [Mycobacterium tuberculosis SUMu011] 
 gb|EFP56553.1| oxidoreductase [Mycobacterium tuberculosis SUMu012] 
 gb|EGB26475.1| oxidoreductase [Mycobacterium tuberculosis CDC1551A] 
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          Length = 289 
 
 Score = 59.7 bits (143), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 66/282 (23%), Positives = 105/282 (37%), Gaps = 52/282 (18%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 71 
           G  LGA VTGV    LDD     +      + L++    H S  + I   +  G I     
Sbjct: 7   GEGLGAQVTGVDPKNLDDITTDEIRDIVYTNKLVVLKDVHPSPREFIKLGRIIGQI---- 62 
 
Query: 72  GGDIVAISNVKADGTVRQHSPA-EWDDMMKVIVGNMA-----------WHADSTYMPVMA 119 
                          V  + P    +D  ++ V +             WH D  +MP    
Sbjct: 63  ---------------VPYYEPMYHHEDHPEIFVSSTEEGQGVPKTGAFWHIDYMFMPEPF 107 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-QA 178 
             ++     VP     T F D+   + +L  A      +R      V +     H++ +  
Sbjct: 108 AFSMVLPLAVPGHDRGTYFIDLARVWQSLPAA------KRDPARGTVSTHDPRRHIKIRP 161 
 
Query: 179 GSAYIGYG-----MDTTATPLR-PLVKVHPETGRPSLLI---GRHAHAIPGMDAAESERF 229 
              Y   G     ++ T  P++ P V  HP+TG+  L I   G         +  + E   
Sbjct: 162 SDVYRPIGEVWDEINRTTPPIKWPTVIRHPKTGQEILYICATGTTKIEDKDGNPVDPEVL 221 
 
Query: 230 LE-----GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
            E     G +D   Q+P +H   +  GD+++WDNR L+HRA+ 
Sbjct: 222 QELMAATGQLDPEYQSPFIHTQHYQVGDIILWDNRVLMHRAK 263 
 
 
>emb|CBJ18780.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.7 bits (143), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 38/111 (34%), Positives = 51/111 (45%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG  +     Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDLVCEHSLMYSRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              R SL +  HA  I  M   E    L  L + A Q   V+ H+W   D+ 
Sbjct: 56  VHRRKSLYLSSHAGKIVSMSVPEGRLLLRDLNEHATQGEFVYVHKWKLHDL 106 
 
 
>ref|YP_001417667.1| taurine dioxygenase [Xanthobacter autotrophicus Py2] 
 gb|ABS68010.1| Taurine dioxygenase [Xanthobacter autotrophicus Py2] 
          Length = 323 
 
 Score = 59.7 bits (143), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 56/235 (23%), Positives = 92/235 (39%), Gaps = 13/235 (5%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE 94 
           + AA L+  ++ F  Q L++ Q +  A+ FGA   IG      +       ++ +   A  
Sbjct: 51  IRAALLKWKVVFFRDQPLTHAQHVALARAFGA-PTIGHPVFGFVDGHPEVYSISRDRFAT 109 
 
Query: 95  WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 154 
                 +I     WH D T        ++   +V+P  GG T + ++  AY+ L    R  
Sbjct: 110 RHVGEPLIRPWTGWHTDVTAAVNPPAASILRGDVIPPYGGDTFWTNLAVAYEGLSAPLRG 169 
 
Query: 155 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLI 211 
            V      H+    + + G  +        +       PL    PLV+V PETG   L + 
Sbjct: 170 FVDTLRGVHAFTAPEGQ-GTTED-------FKEKNRLRPLVSEHPLVRVIPETGERVLFV 221 
 
Query: 212 G-RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
                  I G+   ES++ L+ L +   +       +W  G +  WDNR   H A 
Sbjct: 222 SPSFLKRITGLAPRESQQILDLLFEHITRPEYTVRFRWQPGSIAFWDNRTTAHLA 276 
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>ref|XP_001558157.1| hypothetical protein BC1G_03189 [Botryotinia fuckeliana B05.10] 
 gb|EDN19556.1| hypothetical protein BC1G_03189 [Botryotinia fuckeliana B05.10] 
          Length = 394 
 
 Score = 59.7 bits (143), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 69/266 (25%), Positives = 101/266 (37%), Gaps = 34/266 (12%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIERIGG- 72 
           +G  + GV LA L DA    L        ++ F  Q +   + Q      FG + +     
Sbjct: 93  IGTEIHGVDLANLTDAAKNDLARLISIRGVVFFRNQKNFDIEAQRKLGSYFGTLHKHATT 152 
 
Query: 73  -----GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
                GD+  +  V  D   +        D   +      WH+D TY   +   +  S + 
Sbjct: 153 SVPKRGDLDDVHVVYTDEKSK--------DQRALFTPTFLWHSDVTYE--IQPPSYTSLK 202 
 
Query: 128 VVPAV----GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
           V+       GG T ++   AAYDAL    +  +   +A H+         H+Q  GS  + 
Sbjct: 203 VLTGPPRGGGGDTLWSSQYAAYDALSAPMQKYLESLTALHT--------SHLQAEGSRAL 254 
 
Query: 184 GYGM--DTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQA 240 
           G  +  D   T   PL++ HP TG  SL         I G+   ES+  L  L +      
Sbjct: 255 GRPVRRDPIITE-HPLIRSHPVTGWKSLFFNPGFVTKIVGIPKVESDVILAYLNEVVATT 313 
 
Query: 241 PRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             +H   QW   DV  WDNR   H A 
Sbjct: 314 QELHVRFQWGKDDVAFWDNRISNHTA 339 
 
 
>ref|XP_002376025.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
 gb|EED54753.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
          Length = 296 
 
 Score = 59.7 bits (143), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 51/196 (26%), Positives = 87/196 (44%), Gaps = 16/196 (8%) 
 
Query: 78  ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 137 
           IS + ++G    +  +++  M  V      WH+D ++    A  +      +P  GG T  
Sbjct: 63  ISTINSEGRKTLYKGSDYTKMAAV------WHSDISFEKAPADFSSLRLVQLPKTGGDTL 116 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLV----YSQSKLGHV-QQAGSAYIGYGMDTTAT 192 
           +A     YD + +  RA +   SA H+ V     +Q+   H+ ++   A +  G D TA  
Sbjct: 117 WASGYEIYDRISKPYRAFLETLSATHAGVGFMRLAQTGKFHLYEKERGAPVNVGGDLTA- 175 
 
Query: 193 PLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-A 249 
            + P+V+ +P TG  S+  IG     I G+   ES   L+   D       +    +W + 
Sbjct: 176 -VHPVVRTNPITGWKSIFPIGSFPTQIDGLTRRESASMLQWFHDMITHGHDLQVRFKWNS 234 
 
Query: 250 AGDVVVWDNRCLLHRA 265 
             D+ +WDNR + H A 
Sbjct: 235 PNDIAIWDNRSVFHTA 250 
 
 
>ref|XP_003030923.1| hypothetical protein SCHCODRAFT_56708 [Schizophyllum commune H4-
8] 
 gb|EFI96020.1| hypothetical protein SCHCODRAFT_56708 [Schizophyllum commune H4-8] 
          Length = 347 
 
 Score = 59.3 bits (142), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 44/164 (26%), Positives = 70/164 (42%), Gaps = 8/164 (4%) 
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Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-V 166 
           WHAD T+  + +  A+     +P VGG T +A    AYD L  A R  +   +A H+    
Sbjct: 147 WHADITFENIPSDYAILKMHTLPKVGGDTLWASAYEAYDRLSPAYRKFLEGLTAIHNADF 206 
 
Query: 167 YSQSKLGH---VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMD 222 
           +++    H   + +   A    G D TA  + P+++ +P TG   L +       I  +  
Sbjct: 207 FNEYARVHGLPINELRGAPDNKGSDLTA--IHPVIRTNPVTGFKGLFVNPNFTKRIVELS 264 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             ES   L  L     +   +     W+  D+ +WDNR   H A 
Sbjct: 265 LDESNDVLAFLARHVSENHDLQVRFTWSLNDLAIWDNRSTFHTA 308 
 
 
>emb|CBJ18858.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.3 bits (142), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 38/114 (33%), Positives = 57/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLICEHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L++ A Q   V+ H+W   D  
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMAFIRDLMEHATQPQFVNVHRWTKHDF 106 
 
 
>ref|XP_002836921.1| hypothetical protein [Tuber melanosporum Mel28] 
 emb|CAZ81112.1| unnamed protein product [Tuber melanosporum] 
          Length = 381 
 
 Score = 59.3 bits (142), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 53/214 (24%), Positives = 90/214 (42%), Gaps = 20/214 (9%) 
 
Query: 72  GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 131 
           G ++  IS     G  R+  P+  D+  +  + +  WH + T+  + +  +V     +P  
Sbjct: 132 GDEVTVISTEGKKGLNRRLRPSYKDE--RSGLASSGWHMEITFEEIPSDYSVLKMTTLPE 189 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVH-----QRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
            GG T +A    AYD L  + R ++        S R + V ++         GS +   G 
Sbjct: 190 TGGDTLWASAYEAYDRLSPSFRQILEGLTATHDSPRFAEVAARDGFQLRTDRGSPH-NAG 248 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV-------DWAC 238 
           +D  A  + P+++ +P TG   L + R     I  +   ES+  L+ L        D  C 
Sbjct: 249 LDLVA--VHPVIRTNPVTGWKGLFVNRGFTRRINELTKDESDYMLDFLFKHVSENHDLQC 306 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHRA--EPWDF 270 
           +   +      A DV +WDNR   H A  + +DF 
Sbjct: 307 RLKWMAYENKNAHDVAIWDNRSAFHTATDDYFDF 340 
 
 
>ref|XP_664343.1| hypothetical protein AN6739.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA58557.1| hypothetical protein AN6739.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF71363.1| TPA: alpha-ketoglutarate-dependent taurine dioxygenase 
           (AFU_orthologue; AFUA_7G06030) [Aspergillus nidulans 
           FGSC A4] 
          Length = 376 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 69/277 (24%), Positives = 105/277 (37%), Gaps = 35/277 (12%) 
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Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND---QQITFA 61 
            +++T     +G+ + GV L+ L  A    L     +  ++ FP Q L +     Q  F  
Sbjct: 85  NVKVTDIQPRIGSVLEGVQLSQLSAAAKDELALLVSERKVVAFPNQDLIDAGPAAQAAFM 144 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQ-------HSPAEWDDMMKVI---VGNMAWHAD 111 
             FG             +     GTVR        H     +++ + +        WH D 
Sbjct: 145 SHFGKP-----------NYQPVSGTVRGYPGFHIIHRDGNREEICRFLEQRTTTTLWHQD 193 
 
Query: 112 STYMPVMAQGAVFSAEVV-PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
            +Y  +   G V    +  P VGG T FA    AY  L     + +   SA HS   S   
Sbjct: 194 VSYE-IQPPGYVMLGLLEGPEVGGDTVFAATDLAYKRLSATLCSWLDTLSAVHS---SAK 249 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL-LIGRHAHAIPGMDAAESERF 229 
            + H +  G       +DT    + PLV++HP TG   L   G     IPG+   E     
Sbjct: 250 MINHARLTGGLVRKDPVDT----VHPLVRIHPVTGEKCLWFNGEFITKIPGLKEPEQRWL 305 
 
Query: 230 LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L+ L+          A  +W    +V++DNR  +H A 
Sbjct: 306 LDFLMQHIVSGHDFQARVRWQPKTIVIFDNRSTIHSA 342 
 
 
>emb|CBJ18772.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 38/111 (34%), Positives = 51/111 (45%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +      HSL+YS+  LG  +     Y           L+ LV+ HP 
Sbjct: 1   AAYDALDDDTKAEIEDLVCEHSLMYSRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              R SL +  HA  I  M   E    L  L + A  A  V+ H+W   D+ 
Sbjct: 56  VHRRKSLYLSSHAGKIVSMSVPEGRLLLRDLNEHATNAEFVYVHKWKLHDL 106 
 
 
>ref|XP_002376500.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
 gb|EED53254.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
          Length = 396 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 65/257 (25%), Positives = 100/257 (38%), Gaps = 16/257 (6%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  + GV+LA LD+A    L        ++ F  Q  L  D Q    + FG + +     
Sbjct: 95  IGTEIHGVNLAKLDEAQKDDLARLVAVRGVVFFRDQKDLDIDAQRELGRHFGRLHKHATT 154 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +     ++    V  +S     D   +   +  WH+D TY        +      P  G 
Sbjct: 155 SVPRKQGLEDVHVV--YSGDNSGDQRALFTPSFLWHSDVTYEVQPPSYTMLKVLTGPPRG 212 
 
Query: 134 G--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD-TT 190 
           G   T +    AAYDAL    +  +   +A HS          +Q + S  +G  +     
Sbjct: 213 GGGDTLWTSQYAAYDALSSHMQTYLKGLTAIHS--------ADMQASDSRALGRPVRREP 264 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
            T   PL++ +P TG  SL         I G+   ES+  ++ L D       +HA  QW 
Sbjct: 265 VTTEHPLIRTNPVTGWNSLFFNPGFVTKIVGIPKTESDAIIKYLTDVIATTQEMHARFQW 324 
 
Query: 249 AAGDVVVWDNRCLLHRA 265 
              D+ +WDNR   H A 
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Sbjct: 325 NKDDLAIWDNRTTNHTA 341 
 
 
>ref|ZP_07421035.1| oxidoreductase [Mycobacterium tuberculosis SUMu003] 
 gb|EFP21271.1| oxidoreductase [Mycobacterium tuberculosis SUMu003] 
          Length = 289 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 66/282 (23%), Positives = 105/282 (37%), Gaps = 52/282 (18%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 71 
           G  LGA VTGV    LDD     +      + L++    H S  + I   +  G I     
Sbjct: 7   GEGLGAQVTGVDPKNLDDITTDEIRDIVYTNKLVVLKDVHPSPREFIKLGRIIGQI---- 62 
 
Query: 72  GGDIVAISNVKADGTVRQHSPA-EWDDMMKVIVGNMA-----------WHADSTYMPVMA 119 
                          V  + P    +D  ++ V +             WH D  +MP    
Sbjct: 63  ---------------VPYYEPMYHHEDHPEIFVSSTEEGQGVPKTGAFWHIDYMFMPEPF 107 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-QA 178 
             ++     VP     T F D+   + +L  A      +R      V +     H++ +  
Sbjct: 108 AFSMVLPLAVPGHDRGTYFIDLARVWQSLPAA------KRDPARGTVSTHDPRRHIKIRP 161 
 
Query: 179 GSAYIGYG-----MDTTATPLR-PLVKVHPETGRPSLLI---GRHAHAIPGMDAAESERF 229 
              Y   G     ++ T  P++ P V  HP+TG+  L I   G         +  + E   
Sbjct: 162 SDVYRPIGEVWDEINRTTPPIKWPTVIRHPKTGQEILYICATGTTKIEDKDGNPVDPEVL 221 
 
Query: 230 LE-----GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
            E     G +D   Q+P +H   +  GD+++WDNR L+HRA+ 
Sbjct: 222 QELMAATGQLDPEYQSPFIHTQPYQVGDIILWDNRVLMHRAK 263 
 
 
>ref|YP_003039151.1| taurine dioxygenase, 2-oxoglutarate-dependent (taurine 
dioxygenase) 
           [Photorhabdus asymbiotica subsp. asymbiotica ATCC 43949] 
 emb|CAR67294.1| taurine dioxygenase, 2-oxoglutarate-dependent (taurine dioxygenase) 
           [Photorhabdus asymbiotica subsp. asymbiotica ATCC 43949] 
 emb|CAQ82406.1| taurine dioxygenase, 2-oxoglutarate-dependent (taurine dioxygenase) 
           [Photorhabdus asymbiotica] 
          Length = 179 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 51/179 (28%), Positives = 78/179 (43%), Gaps = 10/179 (5%) 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           GA+ +A+ VP  GG T +    AA++AL E  + L+    A H  V S  +  H + +   
Sbjct: 2   GAILAAKKVPPFGGDTLWCSGIAAFEALSEPFKKLLIGLEAEHDFVKSFPEHRH-RGSEE 60 
 
Query: 181 AYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
            Y  + +     P  L P+V+ HP + R +L +       I G+   ESE  L  L     
Sbjct: 61  EYQRWLVGKEKNPPLLHPVVRTHPVSDRLALFVNEGFTTRIVGLSDKESEAILNFLFVHI 120 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP-----ETEGA 290 
            +       +W   D+ +WDNR   H A        R+M  + + G +P     E EGA 
Sbjct: 121 TKPEFQVRWRWQENDIAIWDNRVTQHYANADYLPQRRIMHRATILGDKPRYFGKENEGA 179 
 
 
>emb|CBJ19201.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 37/114 (32%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
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           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLICEHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L + A Q   +++H+W   D+ 
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMSFIRDLSEHATQPQFIYSHRWTQHDL 106 
 
 
>ref|XP_001820775.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           oryzae RIB40] 
 dbj|BAE58773.1| unnamed protein product [Aspergillus oryzae] 
          Length = 396 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 65/257 (25%), Positives = 100/257 (38%), Gaps = 16/257 (6%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  + GV+LA LD+A    L        ++ F  Q  L  D Q    + FG + +     
Sbjct: 95  IGTEIHGVNLAKLDEAQKDDLARLVAVRGVVFFRDQKDLDIDAQRELGRHFGRLHKHATT 154 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +     ++    V  +S     D   +   +  WH+D TY        +      P  G 
Sbjct: 155 SVPRKQGLEDVHVV--YSGDNSGDQRALFTPSFLWHSDVTYEVQPPSYTMLKVLTGPPRG 212 
 
Query: 134 G--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD-TT 190 
           G   T +    AAYDAL    +  +   +A HS          +Q + S  +G  +     
Sbjct: 213 GGGDTLWTSQYAAYDALSSHMQTYLKGLTAIHS--------ADMQASDSRALGRPVRREP 264 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
            T   PL++ +P TG  SL         I G+   ES+  ++ L D       +HA  QW 
Sbjct: 265 VTTEHPLIRTNPVTGWNSLFFNPGFVTKIVGIPKTESDAIIKYLTDVIATTQEMHARFQW 324 
 
Query: 249 AAGDVVVWDNRCLLHRA 265 
              D+ +WDNR   H A 
Sbjct: 325 NKDDLAIWDNRTTNHTA 341 
 
 
>ref|XP_962940.1| hypothetical protein NCU07819 [Neurospora crassa OR74A] 
 gb|EAA33704.1| hypothetical protein NCU07819 [Neurospora crassa OR74A] 
          Length = 333 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 64/256 (25%), Positives = 106/256 (41%), Gaps = 24/256 (9%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           +G  + G+ L  L       L     + +++ F  Q L+  QQ    + FG +E       
Sbjct: 93  IGTEIEGLQLKDLTPQQRDELALLIAERSVVFFRNQDLTPQQQKELGEWFGEVEVHPQTP 152 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 128 
           ++ G  +  ++ +  D    +  PA +    +   G   WH+D  +    A       +  
Sbjct: 153 QVPG--VPGVTVIWPDLFTLER-PANF----RRPGGASNWHSDLVHERQPAGITHLHNDT 205 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
           VP  GG T +A   +AY+ L    R ++  + A    VY  +     +Q  +A   Y    
Sbjct: 206 VPPTGGDTLWASGYSAYEKLSPEFRKIIDGKYA----VYRSAHPYLDRQDPNAGPKYIER 261 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH- 246 
           T      PLV+VHP TG  +L + R     I G+D AES+  L  L D   +   +     
Sbjct: 262 T-----HPLVRVHPATGWKALWVNRSMTVRIVGLDKAESDVILNYLYDVYEKNVDIQVRF 316 
 
Query: 247 QWAAGDVVVWDNRCLL 262 
           +W  G   +WDNR ++ 
Sbjct: 317 KWTPGTSALWDNRSVI 332 
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>emb|CBJ18919.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 38/111 (34%), Positives = 55/111 (49%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL + T+A V    A H  ++++  LG       AY           + PLV+ HP 
Sbjct: 1   AAYDALPDRTKAEVQDLRAEHYALHTRILLG-----DEAYTDEQKKAIPPAVWPLVQTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            + R  L +G  A  I G   AES  +L+ L++ A Q   V+ H+W  GD+ 
Sbjct: 56  GSRRKLLFVGVRARQIIGWPTAESRMYLQDLLEHATQREFVYRHEWQVGDL 106 
 
 
>emb|CAY27326.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 45/122 (36%), Positives = 56/122 (45%), Gaps = 15/122 (12%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +         HS ++S+S LG           +       P+R 
Sbjct: 1   TEFADMRAAYDALDEEIKTECENLICEHSQLFSRSILGFTDFTDDERRRFA------PVR 54 
 
Query: 196 P-LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
             LV+ HP TGR SL +  HA AI G    ++  FL  L D        HA       V+ 
Sbjct: 55  QRLVRRHPVTGRRSLYLASHAGAILGCLEPKARAFLSYLND--------HATHRQFFFVI 106 
 
Query: 255 VW 256 
           VW 
Sbjct: 107 VW 108 
 
 
>ref|XP_001805839.1| hypothetical protein SNOG_15699 [Phaeosphaeria nodorum SN15] 
 gb|EAT77074.1| hypothetical protein SNOG_15699 [Phaeosphaeria nodorum SN15] 
          Length = 368 
 
 Score = 59.3 bits (142), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 70/254 (27%), Positives = 99/254 (38%), Gaps = 27/254 (10%) 
 
Query: 13  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGG 72 
           A +GA V GV L+ L  AG   L     Q  ++ F  Q  + D  I  A  +G     G  
Sbjct: 99  ANIGAEVHGVQLSKLTAAGKDELALFVAQKKVVAFRDQDFA-DLPIQDALNYGGY--FGR 155 
 
Query: 73  GDIVAISNVKADGTVRQH------SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
             I   S    +G  + H            D  +    ++ WH+D TY             
Sbjct: 156 HHIHPTSGA-PEGYPQVHLVHRGTDDTSARDFFEERTNSITWHSDVTYEKQPPGTTFLYL 214 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV----YSQSKLGHVQQAGSAY 182 
              PA GG T FA+  AAY+ L    R  +H     HS V     S+++ G V++      
Sbjct: 215 LDGPAAGGDTLFANQAAAYNRLSPEFRKRLHGLKVVHSAVEQADNSKNRGGIVRR----- 269 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAP 241 
                    T + PLV+ HP TG  +L +  + +  I G    ES+  L  L D   +   
Sbjct: 270 ------DPVTSIHPLVRTHPATGEKALFVNPQFSRRIVGYKKEESDFLLNFLYDHIAKGQ 323 
 
Query: 242 RVHAH-QWAAGDVV 254 
              A  +WA G VV 
Sbjct: 324 DFQARVKWAPGTVV 337 
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>ref|XP_001727715.2| tfdA family taurine dioxygenase [Aspergillus oryzae RIB40] 
          Length = 354 
 
 Score = 59.3 bits (142), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 51/196 (26%), Positives = 87/196 (44%), Gaps = 16/196 (8%) 
 
Query: 78  ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 137 
           IS + ++G    +  +++  M  V      WH+D ++    A  +      +P  GG T  
Sbjct: 121 ISTINSEGRKTLYKGSDYTKMAAV------WHSDISFEKAPADFSSLRLVQLPKTGGDTL 174 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLV----YSQSKLGHV-QQAGSAYIGYGMDTTAT 192 
           +A     YD + +  RA +   SA H+ V     +Q+   H+ ++   A +  G D TA  
Sbjct: 175 WASGYEIYDRISKPYRAFLETLSATHAGVGFMRLAQTGKFHLYEKERGAPVNVGGDLTA- 233 
 
Query: 193 PLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-A 249 
            + P+V+ +P TG  S+  IG     I G+   ES   L+   D       +    +W + 
Sbjct: 234 -VHPVVRTNPITGWKSIFPIGSFPTQIDGLTRRESASMLQWFHDMITHGHDLQVRFKWNS 292 
 
Query: 250 AGDVVVWDNRCLLHRA 265 
             D+ +WDNR + H A 
Sbjct: 293 PNDIAIWDNRSVFHTA 308 
 
 
>emb|CAY25785.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 59.3 bits (142), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLD 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ19188.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 59.3 bits (142), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 38/114 (33%), Positives = 58/114 (50%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD--TTATPLR-PLVK 199 
           AAYDALD+ T+A +      HS ++S+ +LG        +  Y  D  T   P+R  LV+ 
Sbjct: 1   AAYDALDQKTKAEIEDLIYEHSQIFSREQLG--------FTEYLPDERTMMKPVRHRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP +GR S+ +  H   I G    E+  F+  L + A Q   V++H+W   D+ 
Sbjct: 53  THPTSGRKSIFLSAHIGGIVGWPRPEAMSFIRDLSEHATQPQFVYSHRWTQHDL 106 
 
 
>ref|XP_962844.2| hypothetical protein NCU07610 [Neurospora crassa OR74A] 
 gb|EAA33608.2| hypothetical protein NCU07610 [Neurospora crassa OR74A] 
          Length = 376 
 
 Score = 58.9 bits (141), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 58/253 (22%), Positives = 101/253 (39%), Gaps = 30/253 (11%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAI-----------------ERIGGGDIVAISNVK 82 
           +  ++ F  QH L+ND Q     R GA+                 ER  GG+   IS +  
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Sbjct: 84  RRGVVFFRAQHSLTNDLQKQLILRLGALTGRPPTSGLHIHPILNSERELGGNDPEISTIS 143 
 
Query: 83  A--DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 140 
           +        H+  + D +         WH+D  + PV A         +P  GG T +A  
Sbjct: 144 SIQHRKFYNHTSEDDDQLSPKKQYTAQWHSDIAFEPVPADYTSLRLVQLPKTGGDTLWAS 203 
 
Query: 141 MRAAYDALDEATRALVHQRSA---RHSLVYSQSKLGH--VQQAGSAYIGYGMDTTATPLR 195 
               YD + E  +  +   +    +     +  ++G    ++   A    G +  A  +  
Sbjct: 204 GYEIYDRISEPYQKFLEGLTVTFQQPGFNRTAERIGFKIYEKPRGAPENVGSELKA--VH 261 
 
Query: 196 PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAA-GD 252 
           P+V+ +P TG  S+  +G H   + G+   ES+R LE  ++   +   +    +W    D 
Sbjct: 262 PVVRTNPVTGWKSVFPVGGHVKQVNGVTKEESDRLLEWFLELLQKNHDLQVRFRWTGEND 321 
 
Query: 253 VVVWDNRCLLHRA 265 
           + +WDNR + H A 
Sbjct: 322 IAIWDNRSVFHTA 334 
 
 
>ref|XP_500006.1| YALI0A12177p [Yarrowia lipolytica] 
 emb|CAG83935.1| YALI0A12177p [Yarrowia lipolytica] 
          Length = 382 
 
 Score = 58.9 bits (141), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 50/170 (29%), Positives = 69/170 (40%), Gaps = 29/170 (17%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WHAD TY               P  GG T +    A YD+L E  +  +   +A HS    
Sbjct: 176 WHADVTYEKQPPSYTSLKVLANPPTGGDTLWTSNYAVYDSLSEPMQKYLESLTAIHS--- 232 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLR--------PLVKVHPETGRPSLLIGR-HAHAI 218 
                G  Q A SA +G        PLR        P+++ HP TG  S+ +      A+ 
Sbjct: 233 -----GVAQAADSARVG-------QPLRRDPIETEHPVIRTHPVTGWKSVFLNPGFVTAL 280 
 
Query: 219 PGMDAAESE---RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            G+  +ES+    ++  LV  A Q       +W + DV  WDNR   H A 
Sbjct: 281 RGIPTSESQAIMTYINSLV--ATQQEDTVRFKWNSQDVAFWDNRTTSHSA 328 
 
 
>gb|EFQ34526.1| TfdA family Taurine catabolism dioxygenase TauD [Glomerella 
           graminicola M1.001] 
          Length = 210 
 
 Score = 58.9 bits (141), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 52/192 (27%), Positives = 90/192 (46%), Gaps = 17/192 (8%) 
 
Query: 52  LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
           +S + +   +K  GA   +G  ++    N+ ++  V   SP+  D   ++  GNM +H D 
Sbjct: 29  VSKEIRDAISKDTGAPSLMGRPELTDQGNIDSNRNVI--SPS--DPRAQISKGNMLFHVD 84 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGG--RTCFADMRAAYDALDEATRALVHQRS--ARHSLVY 167 
           S++    A  ++  A  +P  GG   T FAD RAA+D L E  +  + ++   A HS  + 
Sbjct: 85  SSFNSRRASYSILLAHEIPPSGGGGNTEFADTRAAWDELPECWKQGLMEKDYVAGHSFWH 144 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 225 
           S+ K      A   +    ++    P+    + ++H  +GR +L +  H H I G+ A E 
Sbjct: 145 SRKK------ACPEFFA-KLEPEKHPMSKHKVAQLHQASGRMNLFVPSHCHHIEGLQAEE 197 
 
Query: 226 SERFLEGLVDWA 237 
               LE L  +A 
Sbjct: 198 GREKLEYLCRYA 209 
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>ref|XP_001383149.1| taurine catabolism dioxygenase [Scheffersomyces stipitis CBS 
6054] 
 gb|ABN65120.1| taurine catabolism dioxygenase [Scheffersomyces stipitis CBS 6054] 
          Length = 414 
 
 Score = 58.9 bits (141), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 70/275 (25%), Positives = 108/275 (39%), Gaps = 40/275 (14%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           LG  + G+ L+ L+D     L     +  ++ F  Q LS  +Q+     +G +E       
Sbjct: 123 LGTEIVGLQLSDLNDQQKDELALLVAERVVVFFRDQDLSPQKQLELGHYWGQVEVHPQVP 182 
 
Query: 69  RIGGGDIVAISNVKADGTVRQHSPAEWD---DMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
           RI   +   +S +  D     +  A++       K I GN  WH D  +    A       
Sbjct: 183 RISE-EFNGVSVIWQD-----YYRAKYGLHLSFKKAIGGNAQWHTDLVHELQPAGITHLH 236 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLGHVQQAGSA 181 
            + +P+VGG T +A   AAYD L  A +  +  ++A     H  V  ++ L      G   
Sbjct: 237 NDAIPSVGGDTLWASGYAAYDKLSPAFQKFLDGKTAIYRSAHQYVDPENPL-----KGPK 291 
 
Query: 182 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQA 240 
           Y+            P+V+ HP TG   L + R     I G++  ES+  LE L     +  
Sbjct: 292 YV--------EREHPIVRTHPATGWKFLFVNRSMTVRIVGLEPEESKTILEYLFSVYEKN 343 
 
Query: 241 PRVHAH-QW-----AAGDVVVWDNRCLLHRAEPWD 269 
             +     W       G   +WDNR   H A  WD 
Sbjct: 344 LDIQVRFNWRPTKEGLGTSAIWDNRASQHFA-VWD 377 
 
 
>ref|XP_001905437.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP65678.1| unnamed protein product [Podospora anserina S mat+] 
          Length = 375 
 
 Score = 58.9 bits (141), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 67/278 (24%), Positives = 110/278 (39%), Gaps = 34/278 (12%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQI 58 
           A   + +TP    +G  + G+ L+ L+D     L     +  +++F  Q   +   ++Q  
Sbjct: 80  ALKVINLTPG---IGTEIRGLQLSQLNDIQKDELALLIAERGVVVFRDQDFKDIGIEKQK 136 
 
Query: 59  TFAKRFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN----MAWHADS 112 
            F + FG   I  +G      +   +    +   S  E+ +  +   GN      +H+D  
Sbjct: 137 EFGRYFGPLHIHPVGA----HVKESQELHNIYLGSDNEYRNRRR---GNRLTTTGYHSDV 189 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           +Y        + +   VP  GG T +    AAY  L    +AL+    A HS         
Sbjct: 190 SYERQPPGITILTLLSVPPTGGDTAWESQTAAYARLSPPIQALLENLRAEHS-------- 241 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESER 228 
           G  Q  G+     G+     P++   P+V+VHP TG+ +L +       I G+   ESE  
Sbjct: 242 GFPQAEGARRD--GLFVRREPVKTEHPIVRVHPATGQKALFVNPGFTKRIVGLKDEESEA 299 
 
Query: 229 FLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            L+ L              +W  G V +WDNR   H A 
Sbjct: 300 LLKLLFHHITFGQDFQVRVKWEEGTVALWDNRVTSHTA 337 
 
 
>emb|CAY25764.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 58.9 bits (141), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 34/102 (33%), Positives = 55/102 (53%), Gaps = 18/102 (17%) 
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Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DGT   
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDGT-- 79 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 80  ---PLSRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_001014128.1| hypothetical protein TTHERM_00405520 [Tetrahymena thermophila] 
 gb|EAR93883.1| hypothetical protein TTHERM_00405520 [Tetrahymena thermophila 
           SB210] 
          Length = 323 
 
 Score = 58.9 bits (141), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 51/269 (18%), Positives = 103/269 (38%), Gaps = 38/269 (14%) 
 
Query: 11  TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI 70 
           +G+ LG  V  +            + AA  +H  +    Q+L   QQ+ FA++FG+I    
Sbjct: 57  SGSQLGFIVENIDCNKATPEDIEKIKAALWEHGTICLKNQNLDAGQQVEFAQKFGSI--- 113 
 
Query: 71  GGGDIVAISNVKAD-------GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG-- 121 
               IV       D         +R  +       ++       WH D ++          
Sbjct: 114 ----IVRPPYYAPDFREPGHPAIIRVGNVGVGGVPLQKPQDAELWHKDGSFEQPGKNFLL 169 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATR-----ALVHQRSARHSLVYSQSKLGHVQ 176 
           +    +++  +GG+T F D    Y+ L    +     A V + S  +S   +  +  H + 
Sbjct: 170 SFLHPKIITQIGGQTGFVDCEDTYNKLPSEIKEQLEGATVLETSKTNSFFNNIMEEQHFE 229 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
            +                  + ++HP + RP   +    + I   +  + +      VD  
Sbjct: 230 DSHHK---------------IFQIHPISKRPIHFLTHRNYEITLKNGEKVDS--TPFVDE 272 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
             +   +++H+W+ GD+V+WDN  ++H++ 
Sbjct: 273 FEKYYNIYSHKWSPGDLVIWDNYRVIHKS 301 
 
 
>gb|ADI34064.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 1HD5] 
 gb|ADI34067.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 2HD3] 
 gb|ADI34078.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 4HD4] 
          Length = 100 
 
 Score = 58.9 bits (141), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 29/64 (45%), Positives = 37/64 (57%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 37  PLVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 96 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 97  WDNR 100 
 
 
>ref|XP_001941451.1| taurine dioxygenase [Pyrenophora tritici-repentis Pt-1C-BFP] 
 gb|EDU44170.1| taurine dioxygenase [Pyrenophora tritici-repentis Pt-1C-BFP] 
          Length = 378 
 
 Score = 58.5 bits (140), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 46/174 (26%), Positives = 72/174 (41%), Gaps = 12/174 (6%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
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           WH D  +    +        VVP  GG T FA     YD L    +  +   +     V  
Sbjct: 181 WHHDIGFENNTSDYTSLIMRVVPEYGGDTVFASAYEVYDRLSAPYQKFLEGLTCTFRPVG 240 
 
Query: 168 SQSK-----LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSLLIGRHAHAIPGM 221 
            +       L  V +     IG  +    T + P+++ +P TG R    +G HA  +  + 
Sbjct: 241 FEEDPEVAHLYAVPRGSPVNIGPSL----TAIHPMLRSNPVTGWRSVFGVGHHAQRVNEL 296 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
             AES++ L+ L D   +   +    +W   D+ VWDNR + H A  +D+  PR 
Sbjct: 297 TEAESQKLLKWLSDLITENHDLQLRMKWGVNDLAVWDNRAVYHTAT-YDYDGPR 349 
 
 
>ref|XP_001258197.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
 gb|EAW16300.1| alpha-ketoglutarate-dependent taurine dioxygenase [Neosartorya 
           fischeri NRRL 181] 
          Length = 396 
 
 Score = 58.5 bits (140), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 64/257 (24%), Positives = 98/257 (38%), Gaps = 16/257 (6%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  + GV+LA L+DA    L        ++ F  Q     D Q    K FG + R     
Sbjct: 95  IGTEIHGVNLARLNDAQRDDLARLIAVRGVVFFRNQKDFDIDAQRELGKYFGTLHRHATT 154 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +     ++    V  ++     D   +   +  WH+D TY               P  G 
Sbjct: 155 AVPKKKGLEDVHVV--YTGDNSSDQRALFSPSFLWHSDVTYEVQPPSYTSLKVLTGPPRG 212 
 
Query: 134 G--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 191 
           G   T ++   AAYDAL    +  +   +A H+         ++Q + S  +G  +     
Sbjct: 213 GGGDTLWSSQYAAYDALSSHMQNYLKGLTALHT--------ANMQASDSRALGRTIRREP 264 
 
Query: 192 -TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
            T   PL++ +P TG  SL         I G+   ES+  +  L +        HA  QW 
Sbjct: 265 ITTEHPLIRTNPVTGWNSLFFNPGFVTKIVGIPKTESDAIIRYLTEVVATTQEAHARFQW 324 
 
Query: 249 AAGDVVVWDNRCLLHRA 265 
              DV +WDNR   H A 
Sbjct: 325 GENDVALWDNRTTNHSA 341 
 
 
>tpe|CBF78371.1| TPA: TfdA family taurine dioxygenase, putative (AFU_orthologue; 
           AFUA_1G17170) [Aspergillus nidulans FGSC A4] 
          Length = 372 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 42/166 (25%), Positives = 75/166 (45%), Gaps = 9/166 (5%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH+D ++  V +  A+     +P  GG T +A     YD L     A + + +A H    
Sbjct: 172 GWHSDISFERVPSDYAMLKIHTLPETGGDTLWASGYEVYDRLSPEMAAFLERLTATHDAT 231 
 
Query: 167 Y---SQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPG 220 
           +      +LG+  + G   + + +G + TA  + P+++ +P TG  S+ + +     I G 
Sbjct: 232 FFHDEARRLGNPLRKGIRGSPLNHGEELTA--VHPVIRTNPVTGWKSVYVNKGFTKRING 289 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +   ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 290 VTKDESDVLLQYLFNLVTQNHDAQVRFKWRKNDMAIWDNRSTWHCA 335 
 
 
>emb|CAY25795.1| alpha-KG-dehydrogenase [uncultured bacterium] 
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 emb|CAY25800.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 57/108 (52%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + +   ++A+LIF GQ ++++QQ+ FA  FG  E   GG +V             +SN+  
Sbjct: 16  IESGMDKYAVLIFHGQDITDEQQLAFALNFGERENPRGGSVVKPEDSRLQTGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D  + +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  RDG-----KPLPRDSRINLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_002490893.1| Fe(II)-dependent sulfonate/alpha-ketoglutarate dioxygenase, 
           involved in sulfonate catabolism for use [Pichia 
           pastoris GS115] 
 emb|CAY68613.1| Fe(II)-dependent sulfonate/alpha-ketoglutarate dioxygenase, 
           involved in sulfonate catabolism for use [Pichia 
           pastoris GS115] 
          Length = 417 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 74/282 (26%), Positives = 109/282 (38%), Gaps = 45/282 (15%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           A     ITP    LG+ V GV L+ L  D     AL  A  Q  +++F  Q L  D+ +  
Sbjct: 98  AHKISNITPK---LGSKVEGVQLSQLTPDQKDDLALFVA--QRGVVVFRDQDL-RDKDLG 151 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADG------TVRQHSPAEWDDMMKVIVGNMAWHADST 113 
             K+FG  +  G   I   S    +G      T ++  P    +  +  +    WH+D T 
Sbjct: 152 EVKKFG--QHFGPLHIHQTSGA-PEGYPEFHITFKRAGPP---NTFRNKISAPGWHSDVT 205 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL---VYSQS 170 
           Y    A    F     P  GG T FAD   AY+ L  + +  +      HS          
Sbjct: 206 YELQPAGITFFGLIEGPEAGGDTLFADAIEAYERLSPSFQKFLDGLRLIHSARAQAEDSL 265 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES---- 226 
           K G +Q+            T+  + PL++ HP   + S+        I G+   ES     
Sbjct: 266 KKGSIQRK---------KFTSETVHPLIRYHPVLNKRSIFAKAFGTKIVGLKQEESDLIL 316 
 
Query: 227 ---ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
              +RF+   +D   +A       +  G VV WDNR + H A 
Sbjct: 317 NFIQRFIATALDLQLRA------SYEPGTVVAWDNRRVFHSA 352 
 
 
>emb|CBJ20076.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 140 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 42/143 (29%), Positives = 66/143 (46%), Gaps = 9/143 (6%) 
 
Query: 117 VMAQGAVFSAEVVPAVG----GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           + A+ ++ SA  +P+      G T  AD+R A+DAL    +  +      H +  S+S++ 
Sbjct: 3   IPAKCSLLSARELPSPSPMGDGETELADLRTAWDALPATRKGELEGLVVEHGIFRSRSRI 62 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 232 
           G        Y        A     LV+ HP +GR SL +  HA  I G         +E  
Sbjct: 63  GFADFNDEIYRRLPPVPQA-----LVRHHPGSGRTSLYLASHASHIVGWPVERGRARIEE 117 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVV 255 
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           L+ +A Q   V+ H+WA GD+V+ 
Sbjct: 118 LIAFAAQPQFVYRHRWAVGDLVI 140 
 
 
>emb|CBJ18797.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 53/112 (47%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD  T+  +      HS ++S+  +G           +       P+R  +V+ H 
Sbjct: 1   AAYDALDAETKVEIEGMVCEHSQMFSRQLIGFTDFTDEERERFK------PVRQCMVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P TGR SL +  HA  I G    E+  FL  LV+ A Q   V+ H+W   D+ 
Sbjct: 55  PVTGRKSLYLSSHAGTIIGWPQPEARAFLRDLVEHATQREFVYTHKWRVDDL 106 
 
 
>emb|CAY27301.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 106 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 44/124 (35%), Positives = 56/124 (45%), Gaps = 18/124 (14%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T FADMRAAYDALDE  +  +      HS +YS+ KL       + +            R 
Sbjct: 1   TEFADMRAAYDALDEQLKHQIEDLVCLHSNMYSRGKL-----ELADFTEEERRVFKPVRR 55 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
            LV+ HP T R SL +  HA  I GM   E+   L  L ++A   P            V+ 
Sbjct: 56  RLVRRHPVTRRKSLFLSAHAGEIEGMSIPEARMLLLDLTEFA-DMP------------VM 102 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 103 WDNR 106 
 
 
>dbj|BAF81037.1| 2,4-D dioxygenase [Bradyrhizobium sp. M75-VN10-2W] 
          Length = 104 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 36/104 (34%), Positives = 49/104 (47%), Gaps = 5/104 (4%) 
 
Query: 153 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 212 
           RA +      HSL+YS+  LG +      Y           L+ LV+ HP  GR SL +  
Sbjct: 6   RAEIDDMICEHSLMYSRGSLGFLD-----YTEEEKQMFKPVLQRLVRTHPVHGRKSLYLS 60 
 
Query: 213 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 256 
            HA AI GM   E+   L  L + A Q   V+ H+W   D+V+W 
Sbjct: 61  SHAGAIRGMSMPEARLLLRDLTEHATQPEFVYVHKWTVHDLVMW 104 
 
 
>ref|ZP_04982597.1| hypothetical oxidoreductase [Mycobacterium tuberculosis str. 
           Haarlem] 
 gb|EBA44110.1| hypothetical oxidoreductase [Mycobacterium tuberculosis str. 
           Haarlem] 
          Length = 289 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 66/282 (23%), Positives = 104/282 (36%), Gaps = 52/282 (18%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 71 
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           G  LGA VTGV    LDD     +      + L++    H S  + I   +  G I     
Sbjct: 7   GEGLGAQVTGVDPKNLDDITTDEIRDIVYTNKLVVLKDVHPSPREFIKLGRIIGQI---- 62 
 
Query: 72  GGDIVAISNVKADGTVRQHSPA-EWDDMMKVIVGNMA-----------WHADSTYMPVMA 119 
                          V  + P    +D  ++ V +             WH D  +MP    
Sbjct: 63  ---------------VPYYEPMYHHEDHPEIFVSSTEEGQGVPKTGAFWHIDYMFMPEPF 107 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-QA 178 
             ++     VP     T F D+   + +L  A      +R      V +     H++ +  
Sbjct: 108 AFSMVLPLAVPGHDRGTYFIDLARVWQSLPAA------KRDPARGTVSTHDPRRHIKIRP 161 
 
Query: 179 GSAYIGYG-----MDTTATPLR-PLVKVHPETGRPSLLI---GRHAHAIPGMDAAESERF 229 
              Y   G     ++ T  P++ P V  HP+TG+  L I   G         +  + E   
Sbjct: 162 SDVYRPIGEVWDEINRTTPPIKWPTVIRHPKTGQEILYICATGTTKIEDKDGNPVDPEVL 221 
 
Query: 230 LE-----GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
            E     G +D   Q+P +H   +  GD+ +WDNR L+HRA+ 
Sbjct: 222 QELMAATGQLDPEYQSPFIHTQHYQVGDITLWDNRVLMHRAK 263 
 
 
>ref|XP_681863.1| hypothetical protein AN8594.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA60628.1| hypothetical protein AN8594.2 [Aspergillus nidulans FGSC A4] 
          Length = 774 
 
 Score = 58.5 bits (140), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 42/165 (25%), Positives = 75/165 (45%), Gaps = 9/165 (5%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+D ++  V +  A+     +P  GG T +A     YD L     A + + +A H   + 
Sbjct: 173 WHSDISFERVPSDYAMLKIHTLPETGGDTLWASGYEVYDRLSPEMAAFLERLTATHDATF 232 
 
Query: 168 ---SQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGM 221 
                 +LG+  + G   + + +G + TA  + P+++ +P TG  S+ + +     I G+ 
Sbjct: 233 FHDEARRLGNPLRKGIRGSPLNHGEELTA--VHPVIRTNPVTGWKSVYVNKGFTKRINGV 290 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
              ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 291 TKDESDVLLQYLFNLVTQNHDAQVRFKWRKNDMAIWDNRSTWHCA 335 
 
 
>emb|CAY25719.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25734.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25773.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_002486237.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
 gb|EED13999.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
          Length = 349 
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 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 63/274 (22%), Positives = 102/274 (37%), Gaps = 52/274 (18%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI---- 70 
           +G  + GV L+ LD+     L     +  ++ F  Q L+ + Q  F K FG ++ I     
Sbjct: 56  IGTELQGVQLSQLDEKQKNELALLVAERGVVFFRDQDLTLEGQHEFTKHFGIVDLIHLSF 115 
 
Query: 71  -GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            G  DI  I      GT+ +            ++    +H+D ++        +       
Sbjct: 116 YGRLDI-DIPLFSKTGTLTKSIH---------VIAFAEFHSDHSFEINPPSYTLLRMVKT 165 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
           P  GG T +    A +D L    +         HS     + +  + + G+ +        
Sbjct: 166 PEYGGDTIWTSQTALFDKLSPTFQKTFEGLHGVHS--SEHTYINTINRGGTTF------- 216 
 
Query: 190 TATPLR---PLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFLEGLVDWACQAPR 242 
              P+R   PLV+ HP T + +L        H   + G +A  +  FL           R 
Sbjct: 217 -RLPVRREHPLVRTHPVTKQKALFYNPAFVIHIAELKGFEALHTLNFL-----------R 264 
 
Query: 243 VHAH---------QWAAGDVVVWDNRCLLHRAEP 267 
            H H         QW AG + +WDNR  +HRA P 
Sbjct: 265 EHLHSADDLTVRWQWEAGSIALWDNRVAVHRAVP 298 
 
 
>gb|AAO39411.1| TfdA alpha-like protein [uncultured bacterium] 
          Length = 119 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 35/108 (32%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ +S+DQQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLVFHGQDISDDQQMAFAPNFGKRENARGGTVTKKEDYRLSSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|ABR27336.1| TfdA [uncultured bacterium] 
          Length = 99 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 28/64 (43%), Positives = 36/64 (56%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PL++ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 36  PLIRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVM 95 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 96  WDNR 99 
 
 
>gb|ADC33958.1| TfdA-like protein [uncultured bacterium] 
 gb|ADC33961.1| TfdA-like protein [uncultured bacterium] 
          Length = 131 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 40/131 (30%), Positives = 60/131 (45%), Gaps = 5/131 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK---LGHVQQAGSAYIGYGMDTTAT 192 
           T F DM   YDAL    +     R A H +  ++++   +   +     Y       T   
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Sbjct: 1   TEFCDMSMVYDALPAELKRAAEGRYAIHHVSKTRNRRVTISPDRPGAKDYYERRATETHE 60 
 
Query: 193 PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRV-HAHQWAA 250 
             +PLV+ HPETGR +L I  R    I  M   E++  L+ L     +  +  + H W   
Sbjct: 61  VRQPLVRTHPETGRQALYISPRFTIGIADMPDEEAQALLDKLFATFVRERKFQYRHTWRD 120 
 
Query: 251 GDVVVWDNRCL 261 
           GD+V+WDNRC+ 
Sbjct: 121 GDLVMWDNRCV 131 
 
 
>ref|XP_001880709.1| predicted protein [Laccaria bicolor S238N-H82] 
 gb|EDR08484.1| predicted protein [Laccaria bicolor S238N-H82] 
          Length = 359 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 67/278 (24%), Positives = 116/278 (41%), Gaps = 30/278 (10%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+    +TP    +G  + GV L  L D     L     +  ++ F  Q +   QQ+  A 
Sbjct: 41  AKNVNHLTPA---IGTEIEGVDLRQLTDVQKDELALLVAERGVVFFRDQEIDIHQQLDLA 97 
 
Query: 62  KRFGAIER-----IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           + FG + +     I    +  +  V  D + R+  P+ +  +         WH+D +Y   
Sbjct: 98  RYFGPLHKHATTPIPRNGLEEVHVVYNDAS-RRPDPSAFSKL-------ELWHSDVSYE- 148 
 
Query: 117 VMAQGAVFSAEVV--PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
            +   ++ S +++  P VGG T ++   A Y +L    +  +   +A HS V   ++    
Sbjct: 149 -LQPPSITSLKLITGPEVGGDTLWSSGYALYSSLSPGLQTYLEGLTAVHSAV---AQADG 204 
 
Query: 175 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
            + AG       ++T    + PLV+VHP T   S+ +       I G+  AES+  L  L 
Sbjct: 205 NRAAGLPVRRQEIET----IHPLVRVHPATQWKSVYVNPGFTRRIVGVPKAESDAVLTFL 260 
 
Query: 234 VDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDF 270 
                + P      +W    +  WDNR + H A  +DF 
Sbjct: 261 FRQINENPDHQVRFRWRPNSIAFWDNRIVTHSAT-FDF 297 
 
 
>emb|CBJ19162.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19172.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19173.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19177.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19179.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19190.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19193.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 56/110 (50%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H+W+ GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHEWSPGDL 104 
 
 
>emb|CAY25745.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 32/108 (29%), Positives = 57/108 (52%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              ++N+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVTNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D   ++  +GN  WH+D+++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPPPRDPHTRLFNLGNCLWHSDNSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25747.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGMGKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_001909009.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP70141.1| unnamed protein product [Podospora anserina S mat+] 
          Length = 372 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 59/254 (23%), Positives = 96/254 (37%), Gaps = 33/254 (12%) 
 
Query: 41  QHALLIFPGQ-HLSNDQQITFAKRFGAI-----------------ERIGGGDIVAISNVK 82 
           Q  ++ F  Q  L+N+ Q     R G +                 ER  GGD   IS +  
Sbjct: 79  QRGVVFFRAQDELTNELQKKLILRLGELTGRPATSGLHIHPLLNSERELGGDDPEISTIS 138 
 
Query: 83  ADGTVRQHSP-AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
           +    + ++  A  D++         WH+D  + PV A         +P  GG T +A   
Sbjct: 139 SIQNKKFYARGAIADELSPKKQSTGQWHSDIAFEPVPADYTSLRLVELPTTGGDTLWASG 198 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI-------GYGMDTTATPL 194 
              YD L E  +  +       ++ + Q     V +A    +          + T    + 
Sbjct: 199 YELYDRLSEPYQKFLESL----TVTFQQPGFNKVAEAAGFKLYDKPRGAPENIGTELKAV 254 
 
Query: 195 RPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AG 251 
            P+++ +P TG  SL  +G H   I G+   ES+  L   +D   +   +    QW     
Sbjct: 255 HPVIRTNPVTGWKSLFPVGGHVKHINGVTEEESKALLTWFLDLVYKNHDLTVRLQWKNKN 314 
 
Query: 252 DVVVWDNRCLLHRA 265 
           D+ +WDNR   H A 
Sbjct: 315 DIAIWDNRSTFHTA 328 
 
 
>emb|CAY25751.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 58.2 bits (139), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 58/108 (53%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
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Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D   +++ +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTRLLNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_003467274.1| Pyoverdine biosynthesis protein [Xenorhabdus bovienii SS-2004] 
 emb|CBJ80487.1| Pyoverdine biosynthesis protein [Xenorhabdus bovienii SS-2004] 
          Length = 299 
 
 Score = 58.2 bits (139), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 49/199 (24%), Positives = 79/199 (39%), Gaps = 34/199 (17%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAY-DALDEATRALVHQRSARHSL 165 
           H D  Y P + +  +F     P  + GGRT F D      DA D+      +      ++ 
Sbjct: 102 HWDGMYKPTIPEFQIFHCVSAPEASQGGRTTFVDTEQLIADASDDERHEWKNT-----TI 156 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE------------TGRPSLLIGR 213 
            Y  S++ H          YG +  +    PL+ +HP+            TG+        
Sbjct: 157 TYRTSRVTH----------YGGEVVS----PLICLHPDGKKWVMRYNEPMTGKDDKYADH 202 
 
Query: 214 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 273 
           H   I G+   + + F + L +    +   +AHQW +GD+V+ DN  LLH  E +    P 
Sbjct: 203 HLLTIHGLSIEQQKEFEKNLFNRLYDSRYFYAHQWQSGDLVISDNFTLLHGREAFITHSP 262 
 
Query: 274 RVMWHSRLAGRPETEGAAL 292 
           R +    + G P  E  +  
Sbjct: 263 RHLQRVHVHGTPVCENLSF 281 
 
 
>gb|AAO39410.1| TfdA alpha-like protein [uncultured bacterium] 
          Length = 119 
 
 Score = 58.2 bits (139), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 34/110 (30%), Positives = 56/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q +++DQQ+ FA+ FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRDQDITDDQQLIFARNFGERENARGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----KPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ18761.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 39/115 (33%), Positives = 54/115 (46%), Gaps = 13/115 (11%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV-- 200 
           A YDALD+ T+  V  +   HS +YS++ LG              D      +P+ +V   
Sbjct: 1   AGYDALDQETKDRVADQICEHSQLYSRALLGFTD---------FTDEERERFKPVRQVPV 51 
 
Query: 201 --HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             HP  GR SL +  HA  I G    E+  FL  L + A Q   V++HQW  GD+ 
Sbjct: 52  CTHPGHGRKSLYLSSHAGGIVGWPVPEARAFLRDLNEIATQRQFVYSHQWRVGDL 106 
 
 
>emb|CBJ19182.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
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 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 56/110 (50%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHLAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H+W+ GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHEWSPGDL 104 
 
 
>ref|ZP_03790613.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 
9] 
 gb|EEH28823.1| dioxygenase TauD/TfdA family [Burkholderia pseudomallei Pakistan 9] 
          Length = 147 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 29/70 (41%), Positives = 37/70 (52%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           P+V++HPETG  SLL+G +A      D  +S R  E L     +        WAAGDV + 
Sbjct: 44  PVVQIHPETGEKSLLLGHYAQRFVQYDTHDSNRLYEILQAHITRLENTVRWHWAAGDVAI 103 
 
Query: 256 WDNRCLLHRA 265 
           WDNR   H A 
Sbjct: 104 WDNRSTQHYA 113 
 
 
>gb|ADC33943.1| TfdA-like protein [uncultured bacterium] 
          Length = 131 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 40/131 (30%), Positives = 60/131 (45%), Gaps = 5/131 (3%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK---LGHVQQAGSAYIGYGMDTTAT 192 
           T F DM   YDAL    +     R A H +  ++++   +   +     Y       T   
Sbjct: 1   TEFCDMSMVYDALPAELKRAAEGRYAIHHVSKTRNRRVTISPDRPDAKDYYERRATETHE 60 
 
Query: 193 PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQAPRV-HAHQWAA 250 
             +PLV+ HPETGR +L I  R    I  M   E++  L+ L     +  +  + H W   
Sbjct: 61  VRQPLVRTHPETGRQALYISPRFTIGIADMPDEEAQALLDKLFATFVRERKFQYRHTWRD 120 
 
Query: 251 GDVVVWDNRCL 261 
           GD+V+WDNRC+ 
Sbjct: 121 GDLVMWDNRCV 131 
 
 
>ref|XP_001522837.1| hypothetical protein MGCH7_ch7g935 [Magnaporthe oryzae 70-15] 
 gb|EAQ71528.1| hypothetical protein MGCH7_ch7g935 [Magnaporthe oryzae 70-15] 
          Length = 437 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 60/261 (22%), Positives = 103/261 (39%), Gaps = 47/261 (18%) 
 
Query: 41  QHALLIFPGQ-HLSNDQQITFAKRFGAI-------------------ERIGGGD--IVAI 78 
           Q  ++ F  Q +L+ND Q     R G +                   E  GG D  I  I 
Sbjct: 81  QRGVVFFRAQDNLTNDLQKKLILRLGELTGRPKTSGLHIHPLLNAERETYGGDDNEISTI 140 
 
Query: 79  SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 138 
           S+ + D   ++ +  + D++         WH+D  + PV A         +P  GG T + 
Sbjct: 141 SSAQNDKLYKK-TWTQPDELSPKKQSTAQWHSDIAFEPVPADYTSLRLTELPKTGGDTLW 199 
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Query: 139 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM--------DTT 190 
           A     YD +    +  +       S+ ++Q +   +  A     G+ +        +   
Sbjct: 200 ASGYEIYDKISAPYQKFLETL----SVTFAQKRFNEIADAN----GFSLYSQPRGAPENV 251 
 
Query: 191 ATPLR---PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
            T LR   PLV+ +P TG  S+  +G   H + G+   ES+  L+  +D   +   +    
Sbjct: 252 GTDLRAVHPLVRTNPVTGWKSIFPVG--GHHVNGLTDEESDGLLKWYLDLVYRNHELQTR 309 
 
Query: 247 -QW-AAGDVVVWDNRCLLHRA 265 
            +W    D+ +WDNR + H A 
Sbjct: 310 LKWRNKNDIAIWDNRSVFHTA 330 
 
 
>emb|CAY25729.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDQQLVFARNFGEREDARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|AAO39412.1| TfdA alpha-like protein [uncultured bacterium] 
 emb|CAY25728.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25733.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25774.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 34/110 (30%), Positives = 56/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q +++DQQ+ FA+ FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRDQDITDDQQLIFARNFGERENARGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|EFQ35578.1| TfdA family Taurine catabolism dioxygenase TauD [Glomerella 
           graminicola M1.001] 
          Length = 395 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 41/168 (24%), Positives = 76/168 (45%), Gaps = 10/168 (5%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH---- 163 
           WH+D T+ PV +  ++     +P  GG T +A     YD + +  +  +   +A +     
Sbjct: 182 WHSDITFEPVPSDYSLLRLTELPKTGGDTLWASGYELYDRVSKPLQGFLETLTATYAQPG 241 
 
Query: 164 -SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIPGM 221 
            +    ++     ++A  A    G    A  + P+++ +P TG  S+  +G+H   I G+ 
Sbjct: 242 FNATAKKNGFSLFREARGAPENVGELLEA--VHPVIRTNPVTGWKSIFAVGQHVSRINGL 299 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHA-HQWA-AGDVVVWDNRCLLHRAEP 267 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 758



              ES  FL+  V    +   +   ++W    D+ +WDNR + H A P 
Sbjct: 300 SEDESRHFLDWFVQLIVENHDLQVRNRWQNVNDIAIWDNRSVYHAATP 347 
 
 
>ref|XP_956199.1| hypothetical protein NCU01562 [Neurospora crassa OR74A] 
 emb|CAC18150.2| related to 2, 4-dichlorophenoxyacetate dioxygenase [Neurospora 
           crassa] 
 gb|EAA26963.1| predicted protein [Neurospora crassa OR74A] 
          Length = 356 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 68/300 (22%), Positives = 122/300 (40%), Gaps = 56/300 (18%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T+ +     T GA V G+            L      +  +I     L++   ++F++ F 
Sbjct: 17  TITVKELHPTFGAEVLGIQWGDNGVISDEQLQELRDTYGFIILRATPLTDSTHVSFSRLF 76 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSP-------AEWDDMMKVIV------------GN 105 
            +      G +  IS     G V ++ P       +   D  + I+             N 
Sbjct: 77  AS------GPLDDISRFLPPGRVPRYYPHLELFDASNLSDDGRAILDPSSSPRAMLLRAN 130 
 
Query: 106 MAWHADSTYMPVMAQGAVFSAEVVPA--------VGGRTCFADMRAAYDALD-EATRALV 156 
            +WH+D  Y P  +  ++  A  +P+        + G T FAD R A++ L  E  R L+ 
Sbjct: 131 SSWHSDLAYNPRRSSYSLLRAVELPSREPGEMGEIEGNTEFADSRTAWEELAAEKKRELL 190 
 
Query: 157 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL--RPLVKVHPETGRPSLLIGRH 214 
              +   + VY+ +   H ++ G+      ++    P+    +V+ H E+GR +L +G + 
Sbjct: 191 ---TKDWTGVYNAA---HSRKLGAPEYFKDVNPEEGPIARHKVVQEHVESGRMNLCVGAY 244 
 
Query: 215 --------AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGDVVVWDNRCLLHRA 265 
                      +PG     SE  ++ L +       V + +W   GD+V+WDNR +LHRA 
Sbjct: 245 LWRLEDGEGKTVPG-----SEGIIKFLNEHVANKSFVASVRWERPGDLVIWDNRAVLHRA 299 
 
 
>gb|AAO39408.1| TfdA alpha-like protein [uncultured bacterium] 
          Length = 119 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 35/108 (32%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ +S+DQQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLVFHGQDISDDQQMAFALNFGKRENARGGTVTKKEDHRLSSGLSDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_001265314.1| taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
 gb|ABQ71176.1| Taurine catabolism dioxygenase TauD/TfdA [Sphingomonas wittichii 
           RW1] 
          Length = 308 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 68/280 (24%), Positives = 118/280 (42%), Gaps = 30/280 (10%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLD-DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           +++    G   G  V G+    +D +A  A L   W++  L++F G  ++ + QI  ++  
Sbjct: 4   SVETLREGLGFGKQVVGLARQDIDREAVRAELRDHWIRDGLVVFRGSEVTPEFQIALSRV 63 
 
Query: 64  FGAIE-----RIGGGD----IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
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           FG +E      +   D    I  +S+   +G        E D +  V    + WH+D  + 
Sbjct: 64  FGELEVHPIPELRSADHPELITLVSDKDKEGLF------EVDGVESVAF--LPWHSDLIF 115 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ--SKL 172 
           +  +  G + +A+ + + GG+T F D   AY+ L E  +A +      + L  +   S+  
Sbjct: 116 VDSINHGGLLTAKTIASWGGQTGFIDQVQAYELLPETLKAEIEGLEIVYQLCVNPGGSRY 175 
 
Query: 173 GHVQQAGSAYIGYGMDTTATPL--------RPLVKVHPETGRPSLLIGRH-AHAIPGMDA 223 
           G   +  +   G    +    L         P+V V P+TGR  L +    A  I G D  
Sbjct: 176 GTRSRVRTILTGDFEKSVGPRLDADYPPVVHPVVFVQPDTGRKVLNVSPFGALHILGHDD 235 
 
Query: 224 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
                 L  LVD     P  + HQW   ++++WDN  + H 
Sbjct: 236 EAGHALLGRLVDHLTACP-AYFHQWQPSEMLLWDNWRMAH 274 
 
 
>emb|CAY25765.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSGDQQLVFARNFGKRENARGGTVTKKEDYRLASGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDPRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_001555605.1| hypothetical protein BC1G_05880 [Botryotinia fuckeliana B05.10] 
 gb|EDN25174.1| hypothetical protein BC1G_05880 [Botryotinia fuckeliana B05.10] 
          Length = 363 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 70/272 (25%), Positives = 107/272 (39%), Gaps = 30/272 (11%) 
 
Query: 29  DAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIER---IGGGDIVAISNVK-A 83 
           DA    L     Q  + +FPGQ +L+   Q     R G +       G +I  ++  +   
Sbjct: 70  DAIIRDLAITISQRGVCVFPGQKNLTVADQKLLCHRLGQLTTRPYTSGLNIHPLNQTELP 129 
 
Query: 84  DGTVRQHSPAEWDDMMKVIVGNMA-------------WHADSTYMPVMAQGAVFSAEVVP 130 
           DGT+         D  K +V                 WH D +Y  + A   +   +V P 
Sbjct: 130 DGTIDAELTTLARDPKKKLVQQAGFGKKEKKQSHSDGWHTDCSYENIPADYTMLHMKVTP 189 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSAR-----HSLVYSQSKLGHVQQAGSAYIGY 185 
           A GG T FA    AYD L  +   ++ +  A      H       ++    +     +G  
Sbjct: 190 ASGGDTLFASAYEAYDLLSPSMAKMLERCQATFMPPGHRPENIVDRMWKGPRGAPENVGP 249 
 
Query: 186 GMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
            +  T     P V+ +P TG  SL  +G H  AI G+   E+   LE L        ++  
Sbjct: 250 ELRAT----HPAVRTNPVTGWKSLYAMGHHLEAIEGLGDLENRMVLELLERLLVDNHQLQ 305 
 
Query: 245 AH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
              +W A D+V+WDNR + H A  +D+   RV 
Sbjct: 306 LRVKWEADDLVIWDNRAVYHCAT-FDYTAKRV 336 
 
 
>gb|ADI34068.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 2HD5] 
          Length = 98 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
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 Identities = 29/64 (45%), Positives = 37/64 (57%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 35  PLVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 94 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 95  WDNR 98 
 
 
>gb|ADI34071.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 3HD5] 
          Length = 82 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 29/64 (45%), Positives = 36/64 (56%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 19  PLVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQREFVYRHSWNVGDLVM 78 
 
Query: 256 WDNR 259 
           WDNR 
Sbjct: 79  WDNR 82 
 
 
>gb|AAO39409.1| TfdA alpha-like protein [uncultured bacterium] 
          Length = 119 
 
 Score = 57.8 bits (138), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 35/108 (32%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ +S+DQQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLVFHGQDISDDQQMAFALNFGKRENARGGTVTKKEDYRLSSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|ADC34030.1| TfdA-like protein [uncultured bacterium] 
          Length = 204 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 58/221 (26%), Positives = 87/221 (39%), Gaps = 32/221 (14%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGNMAWHAD 111 
           QQI FA RFG +E       VA S+    G V  +    SP ++ +         AWH D 
Sbjct: 1   QQIAFAHRFGQLE----DHPVAGSDPDHPGLVCIYKDLDSPPDFYEN--------AWHCD 48 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
           +T+      GAV      P VGG T +A+M  AY  L +  +  +    ARHS+  S    
Sbjct: 49  ATWRDCPPMGAVLRYIEGPEVGGDTMWANMAKAYADLPDHIKVAIDGLHARHSIEASFGA 108 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-- 229 
              +++  +    +          P+V+ HPETG   L +             ++ R+   
Sbjct: 109 RMPIEKRHALKAQF-----PDAEHPVVRTHPETGEKILFVNAFTTHFTDYHTPDNVRYGQ 163 
 
Query: 230 ---------LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
                    L  L+  A         +W    V +WDNRC+ 
Sbjct: 164 DYAPGGANLLHYLIGRAAIPEYQVRWRWEPNSVAIWDNRCV 204 
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>gb|ADC34022.1| TfdA-like protein [uncultured bacterium] 
          Length = 204 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 58/217 (26%), Positives = 84/217 (38%), Gaps = 24/217 (11%) 
 
Query: 56  QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           QQI FA RFG +E       VA S+    G V  +      D       N AWH D+T+  
Sbjct: 1   QQIAFAHRFGQLE----DHPVAGSDPDHPGLVCIYKDL---DSPPDFYEN-AWHCDATWR 52 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                GAV      P VGG T +A+M  AY  L +  +  +    ARHS+  S      + 
Sbjct: 53  DCPPMGAVLRYIEGPEVGGDTMWANMAKAYADLPDHIKEAIDGLHARHSIEASFGARMPI 112 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF------ 229 
           ++  +    +          P+V+ HPETG   L +             ++ R+       
Sbjct: 113 EKRHALKAQF-----PDAEHPVVRTHPETGEKILFVNAFTTHFTDYHTPDNVRYGQDYAP 167 
 
Query: 230 -----LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 261 
                L  L+  A         +W    V +WDNRC+ 
Sbjct: 168 GGANLLHYLIGRAAIPEYQVRWRWEPNSVAIWDNRCV 204 
 
 
>ref|XP_001908518.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP69191.1| unnamed protein product [Podospora anserina S mat+] 
          Length = 388 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 112/280 (40%), Gaps = 44/280 (15%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++T   A +G  + G+ L  L       L     + +++    Q +S  QQ    + FG  
Sbjct: 85  KVTDLTAHIGTEIEGLQLKDLTPEQRDELALLIAERSVVFLRDQDISPQQQRELGEWFGE 144 
 
Query: 67  IE------RIGG--GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           +E      ++ G  G  V   +++A     Q  PA + +      G   WH D  +     
Sbjct: 145 VEVHPQVPQVPGVPGVTVIWPDLQA-----QDLPANFRNPG----GASRWHTDLVHERQP 195 
 
Query: 119 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           A       + VP VGG T +A    AY+ L    R  +  + A             V ++ 
Sbjct: 196 AGITHLHNDTVPPVGGDTLWASGYGAYEKLSPEFRKFIDGKQA-------------VYRS 242 
 
Query: 179 GSAYIGYGMDTTATP-----LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
             AY+    + +A P     + PLV+VHP TG  +L + R     I G+D AES+  L   
Sbjct: 243 AHAYLDR-ENPSAGPKFVERVHPLVRVHPATGWKALWVNRAMTTRIVGLDKAESDLILNY 301 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
           L D   +   +    +W AG   +WDN         WD++ 
Sbjct: 302 LHDVYEKNADIQVRFRWTAGTSALWDNSA------SWDYE 335 
 
 
>gb|EFQ35233.1| TfdA family Taurine catabolism dioxygenase TauD [Glomerella 
           graminicola M1.001] 
          Length = 387 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 40/164 (24%), Positives = 68/164 (41%), Gaps = 5/164 (3%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
            WH D ++  V +  A+     +P  GG T +A     YD L  A +  +   +A H    
Sbjct: 189 GWHTDISFEQVPSDYAMLKIHTLPPTGGDTLWASGYEIYDRLSPAMQKFLEGLTATHDAT 248 
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Query: 167 Y---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMD 222 
           +      +LG+  + G         T    + P+++ +P TG  S+ + +     I G+  
Sbjct: 249 FFHDEARRLGNPLRDGLRGSPLNKGTELKAVHPVIRTNPVTGWKSVYVNKGFTKRINGVT 308 
 
Query: 223 AAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             ES+  L  L +   Q        +W   D+ +WDNR + H A 
Sbjct: 309 KDESDVLLNYLFNLVTQNHDAQVRFKWRQNDLAIWDNRSMWHCA 352 
 
 
>ref|XP_002483625.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
 gb|EED16391.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Talaromyces stipitatus ATCC 10500] 
          Length = 359 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 65/262 (24%), Positives = 93/262 (35%), Gaps = 40/262 (15%) 
 
Query: 16  GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI 75 
           G  + G+ L  L       L     +  ++ F  Q LS  QQ      FG I   G     
Sbjct: 98  GTEIVGLQLKDLTPTQLDELALLVAERNVVFFRDQDLSPQQQRDVTGHFGPIFCQGP--- 154 
 
Query: 76  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 135 
             +  V     +     A              WH D  ++           + VP  GG  
Sbjct: 155 -HVPGVPEASVIWSQFFASHIRKPTFRTPFQGWHTDIVHLKQNFGITHLHYDTVPPYGGD 213 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
             +A   AAY+ L  + R  +  + A             V ++G  YI    D  A P   
Sbjct: 214 ILWASGYAAYNKLSPSFRDFIDGKMA-------------VMRSGDPYIDEN-DPGAGPKY 259 
 
Query: 194 ---LRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 249 
              + P+V+VHP TG   L + G     I G++ AES+     +  W           W  
Sbjct: 260 VEKIHPIVRVHPATGWKCLYVNGPWVLRILGLEKAESD-----MCRW----------HWT 304 
 
Query: 250 AGDVVVWDNRCLLHRAEPWDFK 271 
            G   +WDNRC LH A  WD++ 
Sbjct: 305 PGTSALWDNRCTLHNAS-WDYE 325 
 
 
>ref|XP_002339994.1| TfdA family taurine dioxygenase, putative [Talaromyces 
stipitatus 
           ATCC 10500] 
 gb|EED22607.1| TfdA family taurine dioxygenase, putative [Talaromyces stipitatus 
           ATCC 10500] 
          Length = 374 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 73/305 (23%), Positives = 116/305 (38%), Gaps = 44/305 (14%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +  +TPT   +G     V L  L  +D     L     +  ++ F  Q +++DQQ    + 
Sbjct: 47  SFDVTPT---IGREFPDVQLTDLLNNDQTLRDLAITVSRRGVVFFRNQDINSDQQKVLGQ 103 
 
Query: 63  RFGAIERIGGGDIV---AISNVKADGTVRQHSPAEWDDMMKVIVGNM------------- 106 
           + G +        +   A++N K + TV +    + DD + VI   +              
Sbjct: 104 KLGELTGKPATSKLHRHAVNNSKRNITVNE---GKLDDEISVISSEINRKLYGDRFKSSS 160 
 
Query: 107 ------AWHADSTYMPVMAQGAVFSAEVVPA--VGGRTCFADMRAAYDALDEATRALVHQ 158 
                  WHAD T+  V +  A+      P    GG T +A     YD L    + L    
Sbjct: 161 HHLASEGWHADITFENVPSDYAILKITDSPEDNPGGDTLWASGYEVYDRLSSPIQQLADT 220 
 
Query: 159 RSA-----RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 213 
             A     R + +  +  +  ++    A    G +  AT   PLV+ +P TG  SL     
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Sbjct: 221 LKAVHYQPRFNQIAKEHGIDLIEGDRGAPENTGYEFKAT--HPLVRTNPVTGWKSLFGAA 278 
 
Query: 214 H--AHA-IPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWD 269 
           H   H  I G+   ESE   +       +   +    +W   DV +WDNR + H A   D 
Sbjct: 279 HQVEHGWIEGVTPRESEILKQYFNQLIAENHDLQVRFKWNTNDVAIWDNRSVFHTATN-D 337 
 
Query: 270 FKLPR 274 
           +K  R 
Sbjct: 338 YKGKR 342 
 
 
>dbj|BAD15040.1| hypothetical protein [Bradyrhizobium sp. BDV5111] 
          Length = 102 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 36/107 (33%), Positives = 50/107 (46%), Gaps = 5/107 (4%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 206 
           ALD+ T+A +      HSL+YS+  LG +      Y     +     L+ LV+ HP  GR 
Sbjct: 1   ALDDETKAEIEDMICEHSLMYSRGSLGFLD-----YSDEEKEMFKPVLQRLVRTHPVHGR 55 
 
Query: 207 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            SL +  HA AI  M   E    L  L + A Q   V+ H+W   D+ 
Sbjct: 56  KSLYLSSHAGAIRDMSMPEGRVLLRDLTEHATQGEFVYVHKWTLHDL 102 
 
 
>emb|CBJ18731.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 36/115 (31%), Positives = 58/115 (50%), Gaps = 13/115 (11%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LV 198 
           AAYDAL   T+  +    A HS+ +S+S++G        +  +  D  A  L P    +V 
Sbjct: 1   AAYDALPNDTKRELEGLVAEHSIFHSRSRIG--------FTDFNPDV-AQALPPVQQVMV 51 
 
Query: 199 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           + HP +GR +L +  HA  + G       + +E L+D+A Q   V+ H+W  GD+ 
Sbjct: 52  RTHPGSGRKTLYLASHASHVIGWPIETGRKLIEDLLDFATQPQFVYQHRWQVGDL 106 
 
 
>ref|XP_960110.1| hypothetical protein NCU09800 [Neurospora crassa OR74A] 
 gb|EAA30874.1| hypothetical protein NCU09800 [Neurospora crassa OR74A] 
          Length = 398 
 
 Score = 57.4 bits (137), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 42/170 (24%), Positives = 71/170 (41%), Gaps = 14/170 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+D T+ P+ +  A+     +P  GG T +A     YD +    R+ +   +A     Y 
Sbjct: 189 WHSDITFEPIPSDYALLRLVQLPKTGGDTLWASGYELYDRISPTLRSFLDTLTA----YY 244 
 
Query: 168 SQSKLGHVQQAGSAYIGYG-------MDTTATPLRPLVKVHPETG-RPSLLIGRHAHAIP 219 
           +Q       +  +  I  G       +      + P+++ +P TG R    +  H   I  
Sbjct: 245 AQPLFNEAAKRNNFSIYSGERGAPENVGEILEAIHPVIRTNPVTGWRSVYAVDHHCQRIH 304 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRAEP 267 
           G+   ES+ FL+  V    +   +    +W    DV +WDNR + H A P 
Sbjct: 305 GLTDEESKHFLDWFVRLIVENHDLQVRLKWQNPNDVAIWDNRSVYHAATP 354 
 
 
>emb|CAY25732.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 57.4 bits (137), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 33/111 (29%), Positives = 57/111 (51%), Gaps = 20/111 (18%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q +++DQQ+ FA+ FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRDQDITDDQQLIFARNFGERENARGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGT--VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG    + H    ++      +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDGKPLPKDHRTHPFN------LGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_001869152.1| taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
 gb|ACC84209.1| Taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
          Length = 287 
 
 Score = 57.4 bits (137), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 63/267 (23%), Positives = 101/267 (37%), Gaps = 38/267 (14%) 
 
Query: 23  HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAI---ERIGGGDIVAI 78 
           +LA++ D     L  +  +H +++   Q L+  Q   FA K FG      R    D     
Sbjct: 22  NLASITDQQVEELKQSLWEHGVIVVRKQKLTASQLKDFAIKTFGDSTIGRRPKPLDPEIA 81 
 
Query: 79  SNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP------------VMAQGAVF 124 
            ++++ G     +P     +   + G +AW  H D  ++P            VM  G    
Sbjct: 82  PDLQSPGVSILGNPK---GLSGEVAGKIAWQWHHDKDHLPKTEGLDMNALYVVMLYGVSI 138 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
             E        T F DM  AY  LD   R  +   S  H        L  +       I  
Sbjct: 139 PEEGTDGQPHTTEFLDMVEAYHNLDPQHRQQLELLSMYH--------LSPISPQPGVEI- 189 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE--SERFLEGLVDWACQAPR 242 
                    L P+V  H  TGR  L +G     + G++     ++++ + L +        
Sbjct: 190 ------PRKLHPIVSTHKVTGRYCLYLGSDTSILKGLENQPEVAKQYWQELFEDILDCTP 243 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           V+AH W  GD+V WDN  ++H   P++ 
Sbjct: 244 VYAHIWQPGDIVFWDNSQVMHTGMPYN 270 
 
 
>emb|CAY25797.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.4 bits (137), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 33/109 (30%), Positives = 57/109 (52%), Gaps = 20/109 (18%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGT--VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG    R H   +++      +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDGNPLPRDHRTHQFN------LGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ19195.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 42/111 (37%), Positives = 57/111 (51%), Gaps = 5/111 (4%) 
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Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL EATR  +    A HSL+ S+SKLG      S +        A   + LV+    
Sbjct: 1   AAYDALPEATRQKIAGLVAEHSLMTSRSKLGF-----SDFDENERKAFAPVPQVLVRRLQ 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           ++GR SL    HA +I GM   E+   LE L+  A Q   V++H+W   D+ 
Sbjct: 56  DSGRLSLYTASHAGSIRGMADGEARALLEELIAHATQRQFVYSHRWRVKDL 106 
 
 
>dbj|BAD15036.1| hypothetical protein [Bradyrhizobium sp. th-b2] 
 dbj|BAD15038.1| hypothetical protein [Bradyrhizobium sp. DesB1] 
          Length = 102 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 36/107 (33%), Positives = 50/107 (46%), Gaps = 5/107 (4%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 206 
           ALD+ T+A +      HSL+YS+  LG +      Y           L+ LV+ HP  GR 
Sbjct: 1   ALDDETKAEIADMICEHSLMYSRGSLGFLD-----YTDEEKQMFKPVLQRLVRTHPVHGR 55 
 
Query: 207 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            SL +  HA AI GM   E+   L  L + A     V+ H+W   D+ 
Sbjct: 56  KSLYLSSHAGAIRGMSMPEARLLLRDLTEHATSPEFVYVHKWTVHDL 102 
 
 
>ref|XP_002502407.1| predicted protein [Micromonas sp. RCC299] 
 gb|ACO63665.1| predicted protein [Micromonas sp. RCC299] 
          Length = 380 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 54/207 (26%), Positives = 82/207 (39%), Gaps = 23/207 (11%) 
 
Query: 108 WHADSTYM-PVMAQGAVFSAEVVPA-VGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
           WH D  +  P      ++  +  PA  GG T FADM AA +ALD   R  + +  A  S  
Sbjct: 171 WHTDQAFRDPPPFASLLYCVKSPPAGAGGDTAFADMTAACNALDTNRREELRKLRAVCSY 230 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL---------LIGRHAH 216 
            +  +K+                      + +++  P+T   SL         +I      
Sbjct: 231 AHHNAKVNRRTPTYPLLTPTQRAAHPPVAQRIIRADPDTNTESLYGFSSAVCAVIDEKDE 290 
 
Query: 217 AIPG----------MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
             P            DA+      + L+ +A  A   + H W  GD+VVWDN   +H A  
Sbjct: 291 VTPEDLDRYDLLGEEDASVRALMYDELLPFATGAEFTYRHSWTEGDLVVWDNLRTIHTAT 350 
 
Query: 267 PWDFKLPRVMWHSRLAGRPETEGAALV 293 
           P+D +  R MW + +A   ET G A + 
Sbjct: 351 PFDERYDREMWRTTVAH--ETGGEAYL 375 
 
 
>emb|CAY25723.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25724.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25742.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25767.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25770.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
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Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>dbj|BAD15035.1| hypothetical protein [Bradyrhizobium sp. jwc91-2] 
          Length = 102 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 53/110 (48%), Gaps = 11/110 (10%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKVHPE 203 
           ALD+  +A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ HP  
Sbjct: 1   ALDDEXKAEIEDMICEHSLMYSRGSLG--------FLDYTNEEKAMFKPVLQRLVRTHPV 52 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            GR SL +  HA AI  M   E+   L  L + A Q   V+ H+W A D+ 
Sbjct: 53  HGRKSLYLSSHAGAIRDMSMPEARLLLRDLTEHATQGEPVYXHKWTAHDL 102 
 
 
>gb|EGD92386.1| taurine dioxygenase [Trichophyton rubrum CBS 118892] 
          Length = 358 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 44/168 (26%), Positives = 68/168 (40%), Gaps = 14/168 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-------EATRALVHQRS 160 
           WH+D  + P+ A+        VP  GG T +A     YD +        E   A   Q   
Sbjct: 153 WHSDVAFEPIPAEYTTLRLTQVPKTGGDTLWASGYELYDRISKPYQRFLETLTATCAQPG 212 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIP 219 
                   + KL   Q+     IG    +    + P+V+ +P TG  S+   G H   I  
Sbjct: 213 YNKVAASGKFKLFDGQRGAPENIGSNFSS----VHPVVRTNPVTGWKSIYSAGFHVQKIN 268 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRA 265 
            +  AES+  L+  +    +   +    +W  A D+ +WDNRC+ H A 
Sbjct: 269 DVTEAESKALLDWFLRLINENNDLQVRFKWKNANDMAIWDNRCVFHTA 316 
 
 
>dbj|BAD15037.1| hypothetical protein [Bradyrhizobium sp. DesT1] 
          Length = 102 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 53/110 (48%), Gaps = 11/110 (10%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKVHPE 203 
           ALD+ T+A +      HSL+YS+  LG        ++ Y  +  A     L+ LV+ HP  
Sbjct: 1   ALDDETKAEIEDMICEHSLMYSRGSLG--------FLDYTDEEKAMFKPVLQRLVRTHPV 52 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            GR SL +  HA AI  M   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 53  HGRKSLSLSSHAGAIRDMSMPEARLLLRDLTEHATQGECVYVHKWTVHDL 102 
 
 
>emb|CBJ18790.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 35/111 (31%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +     RHS +YS+ KLG  +        +            V+    
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Sbjct: 1   AAYDALDDRTKAEIEDLVCRHSNIYSRGKLGLAEFTNEERAVFKPVRQRL-----VRRQR 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +GR SL +  HA  I GM   ++   L  L ++A + P V++H W   D+ 
Sbjct: 56  VSGRKSLFLSAHAGEIEGMPTPQARMLLLDLTEFATREPFVYSHVWRVNDL 106 
 
 
>emb|CBJ18862.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 38/110 (34%), Positives = 53/110 (48%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  RA +    A H   +S   LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMRAFLDPLEAEHFAFHSHELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>ref|XP_003015010.1| alpha-ketoglutarate-dependent taurine dioxygenase [Arthroderma 
           benhamiae CBS 112371] 
 gb|EFE34370.1| alpha-ketoglutarate-dependent taurine dioxygenase [Arthroderma 
           benhamiae CBS 112371] 
          Length = 358 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 44/168 (26%), Positives = 68/168 (40%), Gaps = 14/168 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-------EATRALVHQRS 160 
           WH+D  + P+ A+        VP  GG T +A     YD +        E   A   Q   
Sbjct: 153 WHSDVAFEPIPAEYTTLRLTQVPKTGGDTLWASGYELYDRISKPYQRFLETLTATCAQPG 212 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIP 219 
                   + KL   Q+     IG    +    + P+V+ +P TG  S+   G H   I  
Sbjct: 213 YNKVAATGKFKLFDGQRGAPENIGSNFSS----VHPVVRTNPVTGWKSIYSAGFHVQKIN 268 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRA 265 
            +  AES+  L+  +    +   +    +W  A D+ +WDNRC+ H A 
Sbjct: 269 DVTEAESKALLDWFLRLINENNDLQVRFKWKNANDMAIWDNRCVFHTA 316 
 
 
>emb|CAY25752.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q ++++QQ+ FA  FG  E   GG +V             +SN+  
Sbjct: 16  IEAGMDKYAVLLFRNQDITDEQQLAFALNFGERENPRGGSVVKPEDSRLQTGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D  + +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  RDG-----KPLPRDSRVNLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_003025681.1| alpha-ketoglutarate-dependent taurine dioxygenase [Trichophyton 
           verrucosum HKI 0517] 
 gb|EFE45070.1| alpha-ketoglutarate-dependent taurine dioxygenase [Trichophyton 
           verrucosum HKI 0517] 
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          Length = 358 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 44/168 (26%), Positives = 68/168 (40%), Gaps = 14/168 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-------EATRALVHQRS 160 
           WH+D  + P+ A+        VP  GG T +A     YD +        E   A   Q   
Sbjct: 153 WHSDVAFEPIPAEYTTLRLTQVPKTGGDTLWASGYELYDRISKPYQRFLETLTATCAQPG 212 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIP 219 
                   + KL   Q+     IG    +    + P+V+ +P TG  S+   G H   I  
Sbjct: 213 YNKVAASGKFKLFDGQRGAPENIGSNFSS----VHPVVRTNPVTGWKSIYSAGFHVQKIN 268 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRA 265 
            +  AES+  L+  +    +   +    +W  A D+ +WDNRC+ H A 
Sbjct: 269 DVTEAESKALLDWFLRLINENNDLQVRFKWKNANDMAIWDNRCVFHTA 316 
 
 
>ref|XP_001264040.1| TfdA family taurine dioxygenase, putative [Neosartorya fischeri 
           NRRL 181] 
 gb|EAW22143.1| TfdA family taurine dioxygenase, putative [Neosartorya fischeri 
           NRRL 181] 
          Length = 350 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 40/166 (24%), Positives = 70/166 (42%), Gaps = 5/166 (3%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WH+D ++  V +  A+     +P  GG T +A     YD L  A    +   +A H  
Sbjct: 149 SVGWHSDISFERVPSDYAMLKIHTLPPTGGDTLWASAYEVYDRLSPAMATFLEGLTATHD 208 
 
Query: 165 LVY---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPG 220 
             +      +LG+  + G       +      + P+++ +P TG  S+ + R     I G 
Sbjct: 209 ASFFHDEARRLGNPLRKGVRGSPLNVGEELQAVHPVIRTNPVTGWKSVYVNRGFTKRING 268 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +   ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 269 VTKDESDVLLQYLFNLVTQNHDAQVRFKWNKNDLAIWDNRSTWHCA 314 
 
 
>emb|CAY25784.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 32/102 (31%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D   ++  +GN  WH+D ++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTRLFNLGNCLWHSDGSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25778.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+D+Q+ FA+ FG  E   GG +              +SN+  
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Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDRQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25736.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 34/110 (30%), Positives = 56/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q +++DQQ+ FA+ FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRDQDIADDQQLIFARNFGERENAHGGTVTKKGDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_753085.1| TfdA family taurine dioxygenase [Aspergillus fumigatus Af293] 
 gb|EAL91047.1| TfdA family taurine dioxygenase, putative [Aspergillus fumigatus 
           Af293] 
 gb|EDP56934.1| TfdA family taurine dioxygenase, putative [Aspergillus fumigatus 
           A1163] 
          Length = 349 
 
 Score = 57.0 bits (136), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 40/166 (24%), Positives = 70/166 (42%), Gaps = 5/166 (3%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WH+D ++  V +  A+     +P  GG T +A     YD L  A    +   +A H  
Sbjct: 149 SVGWHSDISFERVPSDYAMLKIHTLPPTGGDTLWASAYEVYDRLSPAMATFLEGLTATHD 208 
 
Query: 165 LVY---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPG 220 
             +      +LG+  + G       +      + P+++ +P TG  S+ + R     I G 
Sbjct: 209 ASFFHDEARRLGNPLRKGVRGSPLNVGEELQAVHPVIRTNPVTGWKSVYVNRGFTKRING 268 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +   ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 269 VTKDESDVLLQYLFNLVTQNHDAQVRFRWNKNDLAIWDNRSTWHCA 314 
 
 
>ref|YP_857772.1| pyoverdine chromophore biosynthetic protein PvcB [Aeromonas 
           hydrophila subsp. hydrophila ATCC 7966] 
 gb|ABK38504.1| pyoverdine chromophore biosynthetic protein PvcB [Aeromonas 
           hydrophila subsp. hydrophila ATCC 7966] 
          Length = 291 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 51/171 (29%), Positives = 70/171 (40%), Gaps = 31/171 (18%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           H D  Y P + +  +F     PAV  GGRT F + R     LD        +R AR   V 
Sbjct: 107 HWDGMYKPTLPEFQLFHCVHAPAVDEGGRTTFINTRQLLTELDG-------ERLARWERV 159 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL-----------LIGRHA 215 
           +   ++  V       + YG    +    PL+  HP +G   L            + +HA 
Sbjct: 160 HITYRIKQV-------VHYGGQVRS----PLLVPHPVSGETVLRYNEPPREGVRFLNQHA 208 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
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             I G+  AE   F++ L          +AHQW  GDVV+ DN  LLH  E 
Sbjct: 209 LEIEGVAPAEQAAFVQDLHQRLYDPRYFYAHQWQGGDVVIADNLGLLHGRE 259 
 
 
>ref|XP_661174.1| hypothetical protein AN3570.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA59778.1| hypothetical protein AN3570.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF75866.1| TPA: conserved hypothetical protein [Aspergillus nidulans FGSC A4] 
          Length = 368 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 45/190 (23%), Positives = 77/190 (40%), Gaps = 20/190 (10%) 
 
Query: 94  EWDDMMKVIVGNMA--WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 151 
           E   + K   GN+A  WH+D ++    +  +     ++P  GG T +A     YD + +  
Sbjct: 135 ERKKLYKGAYGNLAAIWHSDISFEKAPSDFSALRLTLLPPTGGDTLWASGYELYDRISKP 194 
 
Query: 152 TRALVHQRSARHS-----LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 206 
            RA +   +ARHS             G  ++   + +  G + T+    P+V+ +P TG  
Sbjct: 195 YRAFLETLTARHSGDGFHRAAQAGGFGLYEKPRGSPLNVGSELTSD--HPVVRTNPITGW 252 
 
Query: 207 PSLL---------IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-AAGDVVV 255 
            S+           G     + G+   ESE  L+   D       +    +W    D+ + 
Sbjct: 253 KSIFPVGTELIAATGTFPKKVNGLSTRESENLLKYFHDLITYGHDLQVRFKWNEPNDIAI 312 
 
Query: 256 WDNRCLLHRA 265 
           WDNR + H A 
Sbjct: 313 WDNRSVFHTA 322 
 
 
>ref|XP_003195287.1| hypothetical protein CGB_G4140W [Cryptococcus gattii WM276] 
 gb|ADV23500.1| Conserved hypothetical protein [Cryptococcus gattii WM276] 
          Length = 433 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 72/268 (26%), Positives = 107/268 (39%), Gaps = 39/268 (14%) 
 
Query: 15  LGATVTG-VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFG------- 65 
           +G  + G V LA L +A    L     Q +++ F  Q  ++ +QQ    K FG        
Sbjct: 123 IGTVIEGDVKLADLGEAEKDDLALLVAQRSVVFFRNQQSMTIEQQRELGKHFGPLHTHAT 182 
 
Query: 66  -AIERIGGGD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            A  R G  D  +V  S+  +   +   S AE             +H+D TY         
Sbjct: 183 YATPRRGDLDDVVVVYSDRDSRPDLYAFSRAEL------------FHSDVTYEVQPPGTT 230 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           +      P VG  T ++   A Y +L +  +  +   SA HS        G  Q   S+  
Sbjct: 231 MLRLLTTPEVGNDTLWSSGYAVYSSLSKPFQQYLESLSAIHS--------GFDQ--ASSR 280 
 
Query: 183 IGYGMDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD-WA 237 
            G+       P+    P+V+VHP TG  S+ +       + G+  AES+  L  L D +A 
Sbjct: 281 TGFSKIPRREPIETIHPVVRVHPVTGMKSVFVNPGFVTRLVGVPKAESDMVLSFLKDCFA 340 
 
Query: 238 CQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
            Q        WA  DV +WDNR  +H A 
Sbjct: 341 QQTDATVRWSWAPHDVAIWDNRVCVHTA 368 
 
 
>ref|XP_001217728.1| hypothetical protein ATEG_09106 [Aspergillus terreus NIH2624] 
 gb|EAU30243.1| hypothetical protein ATEG_09106 [Aspergillus terreus NIH2624] 
          Length = 380 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 67/267 (25%), Positives = 103/267 (38%), Gaps = 36/267 (13%) 
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Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------ 68 
           +G  + G+ L  L       L     + +++ F  Q +S  QQ    + +G IE       
Sbjct: 93  IGTELVGIQLKDLTAQQRDELGLLIAERSVVFFRDQDISPQQQKELGEWYGEIEVHPQVP 152 
 
Query: 69  RIGG--GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
           ++ G  G  V    ++A  T             +   G   WH D  +    A        
Sbjct: 153 QVPGVPGVTVMWPALQATETAAG---------FRKPGGASHWHTDLVHERQPAGVTHLHN 203 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYSQSKLGHVQQAGSAY 182 
           + VP VGG T +A   AAY+ L    R  +  ++A    RH  +          + G  Y 
Sbjct: 204 DTVPTVGGDTLWASGYAAYEKLSPMLREFIDGKTAIYRSRHPYLDRNRP-----EDGLKY 258 
 
Query: 183 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAP 241 
           +            PLV+VHP TG  +L + R     I G+D AES+  L  L D   + P 
Sbjct: 259 VERE--------HPLVRVHPATGWKALWVNRAMTVRIVGLDKAESDVILGLLCDVYEKNP 310 
 
Query: 242 RVHAH-QWAAGDVVVWDNRCLLHRAEP 267 
            +    +W+     +WDNR     +EP 
Sbjct: 311 DIQVRFKWSPRSSALWDNRWDYEGSEP 337 
 
 
>emb|CAY25776.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLMSARVV 118 
 
 
>emb|CAY25720.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 34/110 (30%), Positives = 55/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q +++DQQ+ FA+ FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRDQDITDDQQLIFARNFGERENAHGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+  + SA VV 
Sbjct: 74  LGKDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFPLLSARVV 118 
 
 
>gb|ADC33956.1| TfdA-like protein [uncultured bacterium] 
          Length = 128 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 39/128 (30%), Positives = 57/128 (44%), Gaps = 2/128 (1%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL EA +  +   +  H        +   + +    +         P+  
Sbjct: 1   TEFCDMRAAYDALPEALKRRLEGMTVLHDFNKFWEMMRREKGSKRPPLTEAQRKAKPPVS 60 
 
Query: 196 -PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
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            P+   HP TGR SL     +A  I  +   ES+  L+ L     +     A +W  GDV 
Sbjct: 61  HPIFLTHPVTGRRSLYANPGYAVRINELPEKESDEMLQLLFAHQTRPEFKFAARWQVGDV 120 
 
Query: 254 VVWDNRCL 261 
           ++WDNRC+ 
Sbjct: 121 LMWDNRCV 128 
 
 
>emb|CAY25799.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 54/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D    +   GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----RPLARDGRTHLFNPGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ18922.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 36/111 (32%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL + T+A V    A H  ++++  LG       AY           + PLV+ HP 
Sbjct: 1   AAYDALPDRTKAEVQDLRAEHYALHTRILLG-----DEAYTDEQKKAIPPAVWPLVQTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            + R  L +G HA  I G    +S  +L+  ++ A Q   V+ H+W  GD+ 
Sbjct: 56  GSRRKLLFVGVHARQIIGWPTTKSGMYLQDFMEHATQRELVYHHEWQVGDL 106 
 
 
>emb|CBJ18981.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18854.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 54/110 (49%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGTMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>emb|CBJ18872.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 54/110 (49%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-EPA 54 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 773



 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>emb|CAY25786.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEGEKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ19197.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 39/114 (34%), Positives = 53/114 (46%), Gaps = 11/114 (9%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVK 199 
           AAYDALD+ T+A +      HSL+ S+  LG        ++ Y  D  A     L+ LV+ 
Sbjct: 1   AAYDALDDDTKAEIADMICEHSLMTSRGALG--------FLDYTDDEKAMFKPVLQRLVR 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            HP   R SL +  HA  I  M   E    L  L + A  A  V+ H+W   D+ 
Sbjct: 53  THPAHRRKSLYLSSHAGKIVSMSVPEGRLLLRDLNEHATNAEFVYVHKWKLHDL 106 
 
 
>emb|CBJ18902.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18916.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18921.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18983.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18988.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18994.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18998.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19007.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19020.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19192.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18831.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18833.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18834.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18840.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18841.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18842.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18843.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18845.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18846.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18847.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18851.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18852.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18857.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18860.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18861.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18863.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18864.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
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 emb|CBJ18866.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18871.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18873.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18875.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18876.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18877.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18878.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18879.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18881.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18882.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18884.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18886.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18893.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 54/110 (49%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>gb|AAQ21538.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 13] 
 gb|AAQ21539.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 14] 
 gb|AAQ21540.1| 2,4-D/alpha-ketoglutarate dioxygenase [Variovorax sp. 55] 
 gb|AAQ21541.1| 2,4-D/alpha-ketoglutarate dioxygenase [Alcaligenes sp. 92] 
          Length = 111 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 41/117 (35%), Positives = 52/117 (44%), Gaps = 7/117 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  G 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVG 111 
 
 
>emb|CBJ18832.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 54/110 (49%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPPAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>emb|CAY25771.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 56.6 bits (135), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDIADEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPIPAKLSLLSARVV 118 
 
 
>emb|CAY25740.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 32/102 (31%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+L+F GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLVFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|ZP_07778867.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia 
coli 
           2362-75] 
 gb|EFR18515.1| alpha-ketoglutarate-dependent taurine dioxygenase [Escherichia coli 
           2362-75] 
          Length = 182 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 43/157 (27%), Positives = 70/157 (44%), Gaps = 6/157 (3%) 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 172 
           T++     GA+ +A+ +P+ GG T +A   AAY+AL    R L+    A H    S  +  
Sbjct: 2   TFIQTPPAGAILAAKELPSTGGDTLWASGIAAYEALSVPFRQLLSGLRAEHDFRKSFPEY 61 
 
Query: 173 GHVQQAGSAYIGYGMDTTATP--LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERF 229 
            + ++  + +  +       P  L P+V+ HP TG+ +L +       I  +   ESE   
Sbjct: 62  KY-RKTEAEHQRWREAVAKNPPLLHPVVRTHPVTGKQALFVNEGFTTRIVDVSEKESEAL 120 
 
Query: 230 LEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L G +      P      +W   D+ +WDNR   H A 
Sbjct: 121 L-GFLFAHITKPEFQVRWRWQPNDIAIWDNRVTQHYA 156 
 
 
>emb|CAY25757.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 57/108 (52%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    ++ +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLLNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
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>ref|XP_001526245.1| hypothetical protein LELG_02803 [Lodderomyces elongisporus NRRL 
           YB-4239] 
 gb|EDK44624.1| hypothetical protein LELG_02803 [Lodderomyces elongisporus NRRL 
           YB-4239] 
          Length = 437 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 67/296 (22%), Positives = 110/296 (37%), Gaps = 57/296 (19%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ LA LDD     L     +  ++ F  Q LS  +Q+    
Sbjct: 125 AKDVINLTPY---VGTEIVGLQLADLDDKQKDELALLIAERVVVFFKDQDLSPKKQLELG 181 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
           K +G +E      RIG  D   I+ +  D    +          +   G   WH D ++  
Sbjct: 182 KYWGQVEVHPQANRIGP-DYDGITVIWQDYFNEKGGLGL--SFQRSRQGTSRWHGDLSHE 238 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
              A       + +P  GG T ++    AYD L  A +  +  ++A             + 
Sbjct: 239 FQTAGITHLHQDSIPDAGGETIWSSTYGAYDKLSPAFKEFLDGKTA-------------I 285 
 
Query: 176 QQAGSAYIGYGMDTTATPLR---------PLVKVHPETGRPSLLIGR-HAHAIPGMDAAE 225 
            ++   Y+     +   PL+         P+V+ HP TG   L + R +   I G+   E 
Sbjct: 286 FKSAHVYL-----SRENPLKGPKHVEREHPIVRTHPATGWKYLFVNRSYTTRIVGLLPEE 340 
 
Query: 226 SERFLEGL-------------VDWACQAPRVH----AHQWAAGDVVVWDNRCLLHR 264 
           S+  L  L               W  + P +     AH+   G   +WDNR   H  
Sbjct: 341 SDAILNYLFSVIENNRDIQVTFSWQQKLPGLKSPSDAHKTYRGTSALWDNRIANHN 396 
 
 
>gb|AAQ21542.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 54] 
 gb|AAQ21543.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia sp. 80] 
          Length = 111 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 39/117 (33%), Positives = 55/117 (47%), Gaps = 7/117 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL    ++ +    A H  + S+  LG    + +            P+  
Sbjct: 1   TEFCDMRAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVN 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
            PLV+ H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  G 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVG 111 
 
 
>ref|XP_001821071.1| tfdA family taurine dioxygenase [Aspergillus oryzae RIB40] 
 dbj|BAE59069.1| unnamed protein product [Aspergillus oryzae] 
          Length = 355 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 42/168 (25%), Positives = 74/168 (44%), Gaps = 9/168 (5%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WH D ++  V +  A+     +P  GG T +A     YD L       +   +A H  
Sbjct: 154 SVGWHTDISFERVPSDYAMLKIHTLPETGGDTLWASGYEIYDRLSPQMAEFLEGLTATHD 213 
 
Query: 165 LVY---SQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAI 218 
             +      +LG+  + G   + + +G + TA  + P+V+ +P TG  S+ + +     I 
Sbjct: 214 ATFFHDEARRLGNPLRKGVRGSPLNHGEELTA--VHPVVRTNPVTGWKSVYVNKGFTRRI 271 
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Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            G+   ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 272 NGVTKDESDMLLQYLFNLVTQNHDAQVRFKWNKNDMAIWDNRSTWHCA 319 
 
 
>ref|XP_002376815.1| TfdA family taurine dioxygenase, putative [Aspergillus flavus 
           NRRL3357] 
 gb|EED53569.1| TfdA family taurine dioxygenase, putative [Aspergillus flavus 
           NRRL3357] 
          Length = 355 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 42/168 (25%), Positives = 74/168 (44%), Gaps = 9/168 (5%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WH D ++  V +  A+     +P  GG T +A     YD L       +   +A H  
Sbjct: 154 SVGWHTDISFERVPSDYAMLKIHTLPETGGDTLWASGYEIYDRLSPQMAEFLEGLTATHD 213 
 
Query: 165 LVY---SQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAI 218 
             +      +LG+  + G   + + +G + TA  + P+V+ +P TG  S+ + +     I 
Sbjct: 214 ATFFHDEARRLGNPLRKGVRGSPLNHGEELTA--VHPVVRTNPVTGWKSVYVNKGFTRRI 271 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            G+   ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 272 NGVTKDESDMLLQYLFNLVTQNHDAQVRFKWNKNDMAIWDNRSTWHCA 319 
 
 
>emb|CBJ18896.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 54/110 (49%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTREER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>ref|XP_002736248.1| PREDICTED: hypothetical protein [Saccoglossus kowalevskii] 
          Length = 306 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 57/283 (20%), Positives = 108/283 (38%), Gaps = 64/283 (22%) 
 
Query: 7   QITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 64 
           Q+TP  A +G  V G+ +   + +   A +     +H +L+F  QH +  ++ +   + F 
Sbjct: 26  QLTP--AKIGCEVHGIDIGLPVSEKVIAQIKKDVTEHRILVFRNQHNIPPERHVEIGRWF 83 
 
Query: 65  GAIE--------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
           G +E        +    +I  ISNVK++G++ +              G   WH D ++   
Sbjct: 84  GELESSMFYKHPKSPSPEIFRISNVKSEGSINR--------------GRFGWHIDGSHFM 129 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                 ++    VP  G           Y+ L+E  + L  +R  R   ++ +S       
Sbjct: 130 KPVSHTLYQIVHVPNEGD--------TVYNPLNEIVQGLSTERLDRWERLWVRS------ 175 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI------------GRHAHAIPGMDAA 224 
                      +     + PL+  HP+TG+  + I            G +     G D   
Sbjct: 176 -----------NPPPQVIHPLIYSHPDTGKKVICIHLGTTASFIWDRGTNNERETGFDET 224 
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Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
           + E   E   ++       ++H+W  GD ++ DN  + H + P 
Sbjct: 225 K-ELLAEIKHEFTKNQTLQYSHKWEVGDYIITDNLSVAHESAP 266 
 
 
>ref|XP_002373641.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
 dbj|BAE56413.1| unnamed protein product [Aspergillus oryzae] 
 gb|EED58029.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           flavus NRRL3357] 
          Length = 393 
 
 Score = 56.2 bits (134), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 66/262 (25%), Positives = 104/262 (39%), Gaps = 28/262 (10%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           ++TPT   +G+ V G+ L+ L D G   L     Q  ++ F  Q  +    ++ + F    
Sbjct: 100 ELTPT---IGSEVHGIQLSQLTDKGKDQLALYVAQRKVVAFRDQDFAQLPIEKALEFGGY 156 
 
Query: 64  FGA--IERIGGGDI----VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG   I +  G       + + +  AD      S AE+   ++    ++ WH+D T+    
Sbjct: 157 FGRHHIHQSSGAPKGFPEIHLVHRGAD----DRSGAEF---LETHTNSLTWHSDVTFEKQ 209 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
                       P  GG T F +M  AY  L    R  +H   A HS V    ++ +    
Sbjct: 210 PPGTTFLYLLDGPTSGGDTLFCNMAQAYRRLSPEFRKRLHGLKAVHSGV---EQVNNSLN 266 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDW 236 
            G    G       T   P+V+ HP TG  +L +  +    I G    ES+  L+ L D  
Sbjct: 267 KG----GIARRDPITTEHPVVRTHPVTGEKALYVNPQFTRYIVGYKKEESDFLLKFLYDH 322 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWD 257 
              +  +    +W    VVVWD 
Sbjct: 323 IALSQDIQTRVRWRPNTVVVWD 344 
 
 
>emb|CBJ19033.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18769.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18804.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18822.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 35/111 (31%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD+ T+A +     RHS +YS+ KLG  +        +            V+    
Sbjct: 1   AAYDALDDRTKAEIEDLVCRHSNMYSRGKLGLAEFTNEERAVFKPVRQRL-----VRRQR 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +GR SL +  HA  I GM   ++   L  L ++A + P V++H W   D+ 
Sbjct: 56  VSGRKSLFLSAHAGEIEGMPTPQARMLLLDLTEFATREPFVYSHVWRVNDL 106 
 
 
>ref|XP_500332.2| YALI0A21439p [Yarrowia lipolytica] 
 emb|CAG84270.2| YALI0A21439p [Yarrowia lipolytica] 
          Length = 372 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 51/183 (27%), Positives = 78/183 (42%), Gaps = 11/183 (6%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHS-- 164 
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           WH D T+  V +  A+      P+ GG  T +A   AAY+ L    + ++   +A HS   
Sbjct: 155 WHTDITFEKVPSDYAILKIIKKPSSGGGDTLWASGYAAYEKLSPTYQKILESLTAHHSGQ 214 
 
Query: 165 ---LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPG 220 
               V  QS  G V       +  G D  A    P+++ +P TG  SL +      +I G 
Sbjct: 215 HFHAVAKQSGHGIVTTPRGHPLNSGDDLYAD--HPIIRTNPVTGWKSLYVNPIFTESING 272 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 279 
           +   ES   L+ L     +   +H   +W   DV +WDNR   H A  +D+     + H  
Sbjct: 273 LGWDESRSILDFLNQNLKENHDIHVRFRWNDNDVAIWDNRSTYHTA-TYDYSTTDRLGHR 331 
 
Query: 280 RLA 282 
            L+ 
Sbjct: 332 VLS 334 
 
 
>emb|CAY25796.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGERENARGGTVTKKEDYRFTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_001870085.1| taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
 gb|ACC85044.1| Taurine catabolism dioxygenase TauD/TfdA [Nostoc punctiforme PCC 
           73102] 
          Length = 287 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 64/267 (23%), Positives = 104/267 (38%), Gaps = 38/267 (14%) 
 
Query: 23  HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAI---ERIGGGDIVAI 78 
           + A++ D     L  +  +H +++   Q L+  Q   FA + FG      R    D     
Sbjct: 22  NFASITDQQVEELKQSLWEHGVIVVRKQKLTASQLKDFAIQTFGDSTLGRRPKPLDPEIA 81 
 
Query: 79  SNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP------------VMAQGAVF 124 
            ++++ G     +P     +   +VG +AW  H D  ++P            VM  G    
Sbjct: 82  PDLQSPGVSILGNPK---GLSGEVVGKVAWQWHHDKDHLPKTQGLDMNALYVVMLYGVSI 138 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
             E        T F DM  AY  L     A  HQ+  +   +Y  S +    Q G      
Sbjct: 139 PDEGTDGHPHTTLFLDMVEAYHNL-----APQHQQQLKLLSMYHLSPIS--PQPGVE--- 188 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE--SERFLEGLVDWACQAPR 242 
                    L P+V  H  TGR  L +G     + G++     ++++ + L          
Sbjct: 189 -----IPRKLHPIVSTHKVTGRYCLYLGSDTSILKGLENKPEAAKQYWQELFQEILSCTP 243 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
           V+AH W AGD+V WDN  ++H   P++ 
Sbjct: 244 VYAHIWQAGDIVFWDNSQVMHTGMPYN 270 
 
 
>ref|YP_001508997.1| taurine dioxygenase [Frankia sp. EAN1pec] 
 gb|ABW14091.1| Taurine dioxygenase [Frankia sp. EAN1pec] 
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          Length = 276 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 75/290 (25%), Positives = 116/290 (40%), Gaps = 38/290 (13%) 
 
Query: 5   TLQITPTGATLGATVTGV--HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFA 61 
           +++       +GA V GV  H+A  D+   + L  +  +H +L F     +S++Q   F+ 
Sbjct: 16  SIRFEKVTGNIGAIVHGVDVHVAHGDEVA-SVLLRSLHEHGVLFFHSDTAISSEQFSGFS 74 
 
Query: 62  KRFGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
             FG   +   G G    ++   AD                V +    WH D +       
Sbjct: 75  SVFGEQYVYPYGKGPGQFVTEEGADA---------------VRLRTSYWHTDGSPQEKPP 119 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           Q A+  A  VPA GG T +A M AA+DAL    + L     A    V+S + +     A  
Sbjct: 120 QAALLCAVEVPAFGGDTMWASMTAAFDALSSRYQRLFEGMEA----VHSTATVARYHDA- 174 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
               G G     +   P+V   P T R +L +   +   + GM   E+E  L  L +    
Sbjct: 175 ---FGQG----ESHAHPVVITDPVTRRKALYVNSVYTERLVGMSERENETLLRMLYE-HV 226 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RPE 286 
             P  H   +W    + VW+ R   HRA   D+   RV+    + G RP+ 
Sbjct: 227 NTPEFHVRLRWQPNMIAVWEERVTQHRAVA-DYAERRVLRRITITGDRPK 275 
 
 
>emb|CAY25759.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 34/108 (31%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ +++ QQ+ FA  FG  E   GG+IV             +S +  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDAQQMAFALNFGERENPRGGNIVKPEDSRLQTGLVDVSTLD 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P + D       +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----KPMQRDSRANSFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_002384446.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
 gb|EED45510.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
          Length = 341 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 43/164 (26%), Positives = 66/164 (40%), Gaps = 7/164 (4%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
           + +H+D +Y        +     +P  GG T +A     YD L    +      +A+H   
Sbjct: 137 LEYHSDGSYEVCPPDFTMLRMTEIPPTGGDTLWASGYELYDRLSTPYQKFFESLTAQHE- 195 
 
Query: 166 VYSQSKLGHVQQA---GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGM 221 
           V S  KL   +     G        D       P+V+ HP TG  +L  G  H   +  + 
Sbjct: 196 VPSLRKLAETEPGIYDGPRGAPANTDMQFKQSHPMVRTHPVTGWKTLFAGGLHCRRVNDV 255 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLH 263 
              ESE+ L  ++        +    +W   GDV +WDNRC+LH 
Sbjct: 256 TDFESEQLLSKIISLVGDNHDLQVRFRWNNPGDVAIWDNRCVLH 299 
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>ref|XP_001827203.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Aspergillus 
           oryzae RIB40] 
 dbj|BAE66070.1| unnamed protein product [Aspergillus oryzae] 
          Length = 341 
 
 Score = 56.2 bits (134), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 43/164 (26%), Positives = 66/164 (40%), Gaps = 7/164 (4%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
           + +H+D +Y        +     +P  GG T +A     YD L    +      +A+H   
Sbjct: 137 LEYHSDGSYEVCPPDFTMLRMTEIPPTGGDTLWASGYELYDRLSTPYQKFFESLTAQHE- 195 
 
Query: 166 VYSQSKLGHVQQA---GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGM 221 
           V S  KL   +     G        D       P+V+ HP TG  +L  G  H   +  + 
Sbjct: 196 VPSLRKLAETEPGIYDGPRGAPANTDMQFKQSHPMVRTHPVTGWKTLFAGGLHCRRVNDV 255 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLH 263 
              ESE+ L  ++        +    +W   GDV +WDNRC+LH 
Sbjct: 256 TDFESEQLLSKIISLVGDNHDLQVRFRWNNPGDVAIWDNRCVLH 299 
 
 
>ref|ZP_05095406.1| hypothetical protein GPB2148_781 [marine gamma proteobacterium 
           HTCC2148] 
 gb|EEB78156.1| hypothetical protein GPB2148_781 [marine gamma proteobacterium 
           HTCC2148] 
          Length = 182 
 
 Score = 55.8 bits (133), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 50/172 (29%), Positives = 71/172 (41%), Gaps = 18/172 (10%) 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG-------- 179 
           VV    G T F D+  AYDALD  T+ L+ +    +S    +  + +V   G         
Sbjct: 2   VVAEEDGLTGFGDLAKAYDALDSETQDLLEKLEVAYSFSMQRRHMRYVNLEGYEPGPHSP 61 
 
Query: 180 --SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH------AHAIPGMDAAESERFLE 231 
              A +GY     A  + P V  HP +GR  L I              G+   ES   LE 
Sbjct: 62  KKPADVGYP--DFADAVYPAVVTHPVSGRKVLEIVEQFLDRVITPQQFGLSNDESIELLE 119 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            LV    +    + HQW  GD+V+WDN   +H A      + RV+  + + G 
Sbjct: 120 RLVAHTKKPEFTYFHQWRDGDMVLWDNWRAMHCATGTRPGIKRVINRTTIEG 171 
 
 
>ref|XP_002392556.1| hypothetical protein MPER_07845 [Moniliophthora perniciosa FA553] 
 gb|EEB93486.1| hypothetical protein MPER_07845 [Moniliophthora perniciosa FA553] 
          Length = 321 
 
 Score = 55.8 bits (133), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 46/160 (28%), Positives = 64/160 (40%), Gaps = 7/160 (4%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+D +Y         F     P  GG T F    +    L     A +    A HS V  
Sbjct: 133 WHSDVSYELQPPGLTTFFLLAQPKTGGDTLFTSQVSTLKRLSPQFVAFLRTLKAVHSGV- 191 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAES 226 
            Q++     + G    G         + PLV+ HP TG  +L + R     I G+   ES 
Sbjct: 192 EQAEFSRSGKRG----GIVRREPVEHVHPLVRRHPVTGEEALYVNRQFTRRIVGLKREES 247 
 
Query: 227 ERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           E  L+ L D   ++  + A  +W    VV+WDNR   H A 
Sbjct: 248 ENILKFLFDHVDKSVDLQARVKWTPNTVVLWDNRITAHSA 287 
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>ref|ZP_04996765.1| taurine catabolism dioxygenase TauD/TfdA [Streptomyces sp. Mg1] 
 gb|EDX21276.1| taurine catabolism dioxygenase TauD/TfdA [Streptomyces sp. Mg1] 
          Length = 275 
 
 Score = 55.8 bits (133), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 57/219 (26%), Positives = 89/219 (40%), Gaps = 26/219 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERI--------GGGDIVAISNVKADGTVRQHSP 92 
           +H +L+ PGQHL++   +  A   G ++          G   +  +SN+   GT       
Sbjct: 68  RHRVLVLPGQHLNHADLLAVASLVGTVDTATDRRYTVPGFPGLTVVSNIHQGGTP----- 122 
 
Query: 93  AEWDDMMKVIVGNMA--WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 150 
                 + +  G+    WHAD+++ P +    +  + +    GG T  AD   AYD L   
Sbjct: 123 ------IGIYDGDQEEEWHADNSFKPELTAATLLYSVITAGEGGETRSADATRAYDDLPS 176 
 
Query: 151 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKVH-PETGRP 207 
              A V   SA HS+ +  ++       G +    G   T  P    PL  VH P TG   
Sbjct: 177 GLPARVDDLSAVHSVQHLATRQADAAD-GRSSTQAGTPRTLWPEVTHPLAPVHPPPTGAR 235 
 
Query: 208 SLLIGRHA-HAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
           SLL+G      I  +   ES   L+ L+      P V++ 
Sbjct: 236 SLLLGPMVIRGITTLSEQESRALLKKLLAHTTSVPYVYS 274 
 
 
>ref|YP_001565905.1| taurine dioxygenase [Delftia acidovorans SPH-1] 
 gb|ABX37520.1| Taurine dioxygenase [Delftia acidovorans SPH-1] 
          Length = 273 
 
 Score = 55.8 bits (133), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 67/269 (24%), Positives = 104/269 (38%), Gaps = 24/269 (8%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL-----LIFPGQHLSNDQQITF 60 
           +Q+      +G+ + G+ L+   D      HA  L+  L     + F  Q L   QQ+   
Sbjct: 1   MQVEHITPCIGSEIYGIDLS---DPAQVHDHADALRRLLAERQVIFFRDQTLDPAQQVRV 57 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
           A+ FG +E +         +   +  + Q +            G   WHAD T+       
Sbjct: 58  AQVFGKVEPVSSTFPSHPDDPHVELLISQGT----------RTGTDIWHADLTWQTKPPA 107 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS--QSKLGHVQQA 178 
           GA   A  VP  GG T +A M  A+ +L    +A + +  A H+      +  L     + 
Sbjct: 108 GACLYAVDVPPTGGDTMWASMTTAFASLAPELQAYLRKLRATHNWEAPALRQSLMRRDPS 167 
 
Query: 179 GSAYIGYGMDTTATPL-RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
           G AY    +     PL +P+V  HP TG P   +   +   I G+ + ES   +  L    
Sbjct: 168 GEAYRATRLK--HPPLEQPVVLEHPVTGLPVAFVNSLYTTHIEGVTSDESAALIAMLSGL 225 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           A         +W  G V +WDN    H A 
Sbjct: 226 AKVPEWQVRFRWRKGSVAIWDNLATQHYA 254 
 
 
>emb|CBJ18869.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 55.8 bits (133), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 54/110 (49%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPVVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
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           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>emb|CBJ18815.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 55.8 bits (133), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 38/112 (33%), Positives = 54/112 (48%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYDAL E T+  +      H  ++S+  LG      +    +       P+R PLV+ H 
Sbjct: 1   AAYDALPERTKQDLGGLFTEHWALHSRFMLGDEDYTEAQKAAF------PPVRWPLVRAH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR +L IG HA  + GM   E    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  PGSGRKALFIGAHAREVVGMTVPEGRLLLSELLEHATQPEFVYRHHWRLGDL 106 
 
 
>emb|CAY25753.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.8 bits (133), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGGREHARGGTVTKKEDYRLTSGLNNVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_002007989.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           taiwanensis LMG 19424] 
 emb|CAQ71933.1| taurine dioxygenase, 2-oxoglutarate-dependent [Cupriavidus 
           taiwanensis LMG 19424] 
          Length = 303 
 
 Score = 55.8 bits (133), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 65/289 (22%), Positives = 107/289 (37%), Gaps = 59/289 (20%) 
 
Query: 4   TTLQITPTGATLGATVTGVHL-ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  + TPT   +GA V G+      D   + +L  A L++ +L F  Q ++  Q +  A+ 
Sbjct: 25  TVRRCTPT---IGAEVEGIDFREAFDHDTYLSLRRALLKYKVLFFRKQAITPAQHVAVAR 81 
 
Query: 63  RFGAIE-------RIGGGDIVAI-SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           RFG +E            ++V    N K  G                      +H+D ++ 
Sbjct: 82  RFGELEVHPMFTNHPEHPELVVFGRNDKTRGR------------------ENLYHSDVSW 123 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV------YS 168 
             + + G++      P VGG T + +M AAY+ L +  +  +    A H  +       S 
Sbjct: 124 REIPSMGSMLRCLECPEVGGDTIWINMAAAYENLPQEMKDRIASLKAVHDAMPAFGAALS 183 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR--------HAHAIP- 219 
           + K   ++      +            P+V+ HPETG   L +           A   P  
Sbjct: 184 EEKYAEMRAKYPPMV-----------HPVVRTHPETGEKILFVNEAFTTHFANFAKEQPY 232 
 
Query: 220 --GMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             G D   +E  L   +     AP      +W    + +WDNR   H A 
Sbjct: 233 RFGSDFRPAELDLMQYLYRQAAAPEYQVRLRWQPDTIALWDNRSTQHYA 281 
 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 784



 
>ref|XP_002484418.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
 gb|EED17184.1| alpha-ketoglutarate-dependent taurine dioxygenase [Talaromyces 
           stipitatus ATCC 10500] 
          Length = 374 
 
 Score = 55.8 bits (133), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 72/268 (26%), Positives = 109/268 (40%), Gaps = 24/268 (8%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           ++TPT    G+ V GV L+ L  AG   L     Q  ++ F  Q L++   ++ + F    
Sbjct: 93  KLTPT---TGSEVRGVQLSKLSAAGKDQLALLVAQRKVVAFRDQDLADLPIEEALEFGGY 149 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
           FG    I         + +     R  S  E +        ++ WH+D +Y          
Sbjct: 150 FGR-HHIHPTSGAPEGHPELHIVYRNGSDGEVEAYFANRNSSVQWHSDVSYEQQPPGTTF 208 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV----YSQSKLGHVQQAG 179 
                 P VGG T F +   AY+ L  A +  +H  +A HS V    +S+ + G V++   
Sbjct: 209 LYILDSPEVGGDTAFVNQVEAYNRLSPAIQERLHGLTAIHSGVEQAEFSRGRGGVVRRE- 267 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWAC 238 
                       T   P+V+ HP TG  +L + G    +I G+   ESE  L  L+     
Sbjct: 268 ----------PVTNEHPIVRTHPATGEKALYVNGGFTRSIVGLKKEESESLLSFLLSHIS 317 
 
Query: 239 QAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +     A  +W    VVVWDNR   H A 
Sbjct: 318 RGIDYQARVRWEPKTVVVWDNRVTAHSA 345 
 
 
>ref|YP_003468246.1| hypothetical protein XBJ1_2349 [Xenorhabdus bovienii SS-2004] 
 emb|CBJ81475.1| hypothetical protein XBJ1_2349 [Xenorhabdus bovienii SS-2004] 
          Length = 250 
 
 Score = 55.8 bits (133), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 60/262 (22%), Positives = 109/262 (41%), Gaps = 35/262 (13%) 
 
Query: 42  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 101 
           + LL+F  Q + +D  + FA R G          +++++ +       +   E  + +   
Sbjct: 8   YGLLVFNNQKMDDDALVNFALRVGDGRLEEPARKISLTDNRKHIAYLTNLCDEKGEKLGF 67 
 
Query: 102 IVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY--DALDEATRALVHQ 158 
              N   WH+D  +    A  ++   E V   GG T FA   AA+   ++DE +  L    
Sbjct: 68  SGNNTDFWHSDQEFRINPASVSILYGESVKCQGGNTSFASTSAAHLGYSIDEIS-TLNTL 126 
 
Query: 159 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 218 
            S R   V S   + H+                T   P++  + +T +  + I  +A  I 
Sbjct: 127 WSTRQPAV-SHDNVPHI----------------TVAHPVIIENKQTKKQYVYISENA--I 167 
 
Query: 219 PGMDAAE----SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD----- 269 
             +D  +    SE   + +++    +  +++HQW  GD++++DN  LLHR E +       
Sbjct: 168 KFLDNDQPLPHSEALKQAILEKILSSDNIYSHQWVDGDLLLYDNSQLLHRRECFTGDRFI 227 
 
Query: 270 --FKL-PRVMWHSRLAGRPETE 288 
              K+ P V + S + GR   E 
Sbjct: 228 KALKIYPDVHYQSEIPGREIKE 249 
 
 
>emb|CBJ18835.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 55.8 bits (133), Expect = 7e-06,   Method: Compositional matrix adjust. 
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 Identities = 37/110 (33%), Positives = 53/110 (48%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S   LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSHELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>ref|ZP_03525650.1| putative taurine dioxygenase protein [Rhizobium etli CIAT 894] 
          Length = 169 
 
 Score = 55.8 bits (133), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 43/162 (26%), Positives = 70/162 (43%), Gaps = 27/162 (16%) 
 
Query: 15  LGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAI----- 67 
           +GA + G+ L   L D   AA++   L+H ++ F  Q HL + +Q  FA+R G +      
Sbjct: 23  VGAEIKGIRLGGELSDTTVAAINQLLLKHKVIFFRDQGHLDDSEQEAFARRLGDLVPHPT 82 
 
Query: 68  --ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
                G   I+ + + +  G   Q                  WH D T++    + +V   
Sbjct: 83  QGPVDGTASILNLDSSRGGGRADQ------------------WHTDVTFVDAYPKFSVLR 124 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
             V+PA GG T +++  AAY++L    + L     A HS  Y 
Sbjct: 125 GVVIPAAGGDTIWSNTHAAYESLPAPLKLLAEICGAIHSNAY 166 
 
 
>emb|CAY25768.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.8 bits (133), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFSLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25746.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25762.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25782.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.8 bits (133), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25725.1| alpha-KG-dehydrogenase [uncultured bacterium] 
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          Length = 119 
 
 Score = 55.8 bits (133), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 53/102 (51%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTAGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +   GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNPGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_001267511.1| taurine dioxygenase family protein [Neosartorya fischeri NRRL 
181] 
 gb|EAW25614.1| taurine dioxygenase family protein [Neosartorya fischeri NRRL 181] 
          Length = 357 
 
 Score = 55.8 bits (133), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 48/173 (27%), Positives = 76/173 (43%), Gaps = 22/173 (12%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           AWH D+ Y    A  ++     +P  GG T +      YD +  A R+ +   +A      
Sbjct: 151 AWHTDTGYERNPADYSILKLVKLPETGGDTIWGSSCEIYDKISPAYRSFLEGLTA----T 206 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGM-----DTTATPLR---PLVKVHPETGRPSLL-IGRHAHA 217 
           ++Q++L  +  A   +  Y       +   T LR   P+V+ +P TG  SL  +G H    
Sbjct: 207 FAQTRLP-ISAAEKGFELYAEPRGSPNNVGTSLRAVHPVVRTNPVTGWKSLFAVGNHVER 265 
 
Query: 218 IPGMDAAESER----FLEGLVDWACQAPRVHAHQWAAG-DVVVWDNRCLLHRA 265 
           I  +   ES R    FL+ +V+      R   H+W    D+ +WDNR + H A 
Sbjct: 266 INELTPDESRRLHDWFLQMIVEEHDTQLR---HRWENQYDIAIWDNRTVYHSA 315 
 
 
>ref|XP_001389376.2| tfdA family taurine dioxygenase [Aspergillus niger CBS 513.88] 
          Length = 357 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 43/168 (25%), Positives = 73/168 (43%), Gaps = 9/168 (5%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WH D ++  V +  A+     +P  GG T +A     YD L     A +   +A H  
Sbjct: 154 SVGWHTDISFERVPSDYAMLKIHTLPETGGDTLWASGYEIYDRLSPEMAAFLEGLTATHD 213 
 
Query: 165 LVY---SQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAI 218 
             +      +LG+  + G   + +  G D  A  + P+V+ +P TG  S+ + +     I 
Sbjct: 214 ASFFHDEARRLGNPLRKGIRGSPLNQGEDLKA--VHPVVRTNPVTGWKSVYVNKGFTKRI 271 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            G+   ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 272 NGVTKDESDMLLQYLFNLVTQNHDAQVRFRWNKNDMAIWDNRSTWHCA 319 
 
 
>emb|CBJ19084.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19112.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 38/110 (34%), Positives = 53/110 (48%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+D LDE TR LV      HS ++S+++LG      S +        A  L+ LV+ HP  
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Sbjct: 2   AWDNLDEPTRELVLPLIGEHSRLFSRAELG------SDFTDEERLKFAPVLQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWRTDDL 105 
 
 
>ref|YP_003270385.1| taurine catabolism dioxygenase TauD/TfdA [Haliangium ochraceum 
DSM 
           14365] 
 gb|ACY18492.1| Taurine catabolism dioxygenase TauD/TfdA [Haliangium ochraceum DSM 
           14365] 
          Length = 301 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 67/266 (25%), Positives = 100/266 (37%), Gaps = 17/266 (6%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
            +  P+G   G  V  V   TL      A+     +  L++ P Q L     + F+ R   
Sbjct: 3   FESLPSG--FGVRVYDVDPRTLTPEDAKAIRMMTYRERLVVLPDQDLDAAAYVAFSYRLA 60 
 
Query: 66  AIE-----RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
             +          D   I  V A+G V   +       M V      WH+D  +       
Sbjct: 61  RPQVYLQPNYHHPDHAEIF-VSANGPVHGRT-------MGVARTGYYWHSDCAFEANPLA 112 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS-LVYSQSKLGHVQQAG 179 
            ++   +V+P     T F DM  A+  L  A R  V    A H      + + G V +   
Sbjct: 113 FSMLYPQVLPKGERSTHFLDMAKAWRRLPSALRERVLGLHAMHCGRAKYKIQAGDVGRPL 172 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWAC 238 
              +   ++ + T + PLV  HP TG   L         I G+   ES   L  +   A  
Sbjct: 173 HELLDDIVEHSLTGIHPLVIQHPGTGEELLYASSGFTSRILGLSVYESWSVLREIFRHAE 232 
 
Query: 239 QAPRVHAHQWAAGDVVVWDNRCLLHR 264 
              +V  ++W  GD+ +WDNR LLHR 
Sbjct: 233 DPAQVVGYEWEDGDIALWDNRALLHR 258 
 
 
>emb|CAK44006.1| unnamed protein product [Aspergillus niger] 
          Length = 366 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 43/168 (25%), Positives = 73/168 (43%), Gaps = 9/168 (5%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WH D ++  V +  A+     +P  GG T +A     YD L     A +   +A H  
Sbjct: 163 SVGWHTDISFERVPSDYAMLKIHTLPETGGDTLWASGYEIYDRLSPEMAAFLEGLTATHD 222 
 
Query: 165 LVY---SQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAI 218 
             +      +LG+  + G   + +  G D  A  + P+V+ +P TG  S+ + +     I 
Sbjct: 223 ASFFHDEARRLGNPLRKGIRGSPLNQGEDLKA--VHPVVRTNPVTGWKSVYVNKGFTKRI 280 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            G+   ES+  L+ L +   Q        +W   D+ +WDNR   H A 
Sbjct: 281 NGVTKDESDMLLQYLFNLVTQNHDAQVRFRWNKNDMAIWDNRSTWHCA 328 
 
 
>ref|XP_001031480.1| hypothetical protein TTHERM_00823780 [Tetrahymena thermophila] 
 gb|EAR83817.1| hypothetical protein TTHERM_00823780 [Tetrahymena thermophila 
           SB210] 
          Length = 250 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
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 Identities = 59/266 (22%), Positives = 109/266 (40%), Gaps = 44/266 (16%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQH----ALLIFPGQHLSNDQQITFAKR 63 
           ++   + LG T+TGV L  L +  F  +  A   H     L+I P  +  +++      + 
Sbjct: 1   MSEVKSQLGYTITGVDLNNLTEEQFKNIQEALWTHEKWGKLVILPPYYAFDNRD----PQ 56 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMKVIVGNMAWHADSTYMPVMAQG- 121 
           + AI R+G        NV+ DG+V+ +S  AE+            WH D  +         
Sbjct: 57  YPAIVRVG--------NVRLDGSVKPNSKDAEY------------WHKDGNFRQPGENFI 96 
 
Query: 122 -AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
            ++   + +  VGG+T +A    +   L +    +  +      +V +Q+ +   + A   
Sbjct: 97  ISILVPKEIAQVGGQTGYA---CSEQVLKDLPENIKEKLEGAQIIVRTQT-ISDFKDAKP 152 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ- 239 
                  +       P+   HP TGR    I +       +   +  R     ++   +  
Sbjct: 153 E------EHLPEAHHPVFAPHPITGRKVFNITQKNQN--DVILKDGNRIDSKDINPEIEN 204 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
           + ++H HQW  GDVV+WDN  ++HR+ 
Sbjct: 205 SYKIHGHQWEMGDVVIWDNIRVIHRS 230 
 
 
>emb|CAY25783.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 32/102 (31%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++Q++ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQRLAFALNFGEREKARGGTVTKKEDYRLTTGPNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBI55832.1| unnamed protein product [Sordaria macrospora] 
          Length = 381 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 59/254 (23%), Positives = 101/254 (39%), Gaps = 31/254 (12%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAI------------------ERIGGGD--IVAIS 79 
           +  ++ F  Q+ L+ND Q     R G +                    +GG D  I  IS 
Sbjct: 88  RRGVVFFRAQNNLTNDLQKQLILRLGELTGRPSTSGLHIHPILNSDRELGGNDPEISTIS 147 
 
Query: 80  NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 139 
           +V+     R  S  + +++         WH+D  + PV A         +P  GG T +  
Sbjct: 148 SVQNRKLYRDWSGEKAEELSTKKQYTSQWHSDIAFEPVPADYTSLRLVQLPKTGGDTLWG 207 
 
Query: 140 DMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQ---QAGSAYIGYGMDTTATPL 194 
                YD + E  +  +   +A          ++L   Q   +A  A    G D  A  + 
Sbjct: 208 SGYEIYDRISEPYQKFLEGLTATFEQPGFNKAAELNGFQIYAEARGAPENVGTDLKA--V 265 
 
Query: 195 RPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AG 251 
            P+V+ +P TG  S+  +G H   + G+   ES++ L   V+   +   +    +W+    
Sbjct: 266 HPVVRTNPVTGWKSVYPVGGHVKHVNGVTKEESQKLLGWFVELLERNHDLQVRFKWSNEN 325 
 
Query: 252 DVVVWDNRCLLHRA 265 
           D+ +WDNR + H A 
Sbjct: 326 DIAIWDNRSVFHTA 339 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 789



 
 
>emb|CAY25781.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG  E   GG +              +SN+  
Sbjct: 16  IEAGVDKYAVLLFRDQDVSDDQQLVFARNFGERENARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +G+  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGSCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25749.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGEREHARGGTVTRKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_750960.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
 gb|EAL88922.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus Af293] 
 gb|EDP49646.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           fumigatus A1163] 
          Length = 396 
 
 Score = 55.5 bits (132), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 63/259 (24%), Positives = 102/259 (39%), Gaps = 20/259 (7%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  + GV+LA L+DA    L        ++ F  Q     D Q    K FG + +     
Sbjct: 95  IGTEIHGVNLARLNDAQRDDLARLIAVRGVVFFRNQKDFDIDAQRELGKYFGTLHKHATT 154 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV- 132 
            +     ++    V  ++     D   +   +  WH+D TY   +   +  S +V+     
Sbjct: 155 AVPKKKGLEDVHVV--YTGDNSSDQRALFSPSFLWHSDVTYE--IQPPSYTSLKVLTGPP 210 
 
Query: 133 ---GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
              GG T ++   AAYDAL    +  +   +A H+         ++Q + S  +G  +   
Sbjct: 211 RGGGGDTLWSSQYAAYDALSSHMQNYLKGLTALHT--------ANMQASDSRALGRTVRR 262 
 
Query: 190 TA-TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH- 246 
              T   PL++ +P TG  SL         I G+   ES+  +  L +        H    
Sbjct: 263 EPITTEHPLIRTNPVTGWNSLFFNPGFVTKIVGIPKTESDAIIRYLTEVVATTQEAHVRF 322 
 
Query: 247 QWAAGDVVVWDNRCLLHRA 265 
           QW   DV +WDNR   H A 
Sbjct: 323 QWGENDVALWDNRTTNHSA 341 
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>gb|ACB30158.1| 2,4-D/alpha-ketoglutarate dioxygenase [Terrabacter sp. DMA] 
          Length = 111 
 
 Score = 55.5 bits (132), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 40/117 (34%), Positives = 54/117 (46%), Gaps = 7/117 (5%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYDAL    ++ +    A H  + S+  LG    + +            P+  
Sbjct: 1   TEFCDMRAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H+W  G 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQREFVYRHRWNVG 111 
 
 
>ref|XP_001265562.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Neosartorya fischeri NRRL 181] 
 gb|EAW23665.1| taurine catabolism dioxygenase TauD, TfdA family protein 
           [Neosartorya fischeri NRRL 181] 
          Length = 366 
 
 Score = 55.5 bits (132), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 72/296 (24%), Positives = 114/296 (38%), Gaps = 37/296 (12%) 
 
Query: 13  ATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE-- 68 
           A +G   + + L+ +  DDA    L     Q  ++    Q+LS   Q   A + G +    
Sbjct: 47  AAIGREFSTLQLSEILHDDAKIRDLGIIVSQRGVVFLRNQNLSIADQKNLAIKIGQLTGR 106 
 
Query: 69  -----------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG-------NMAWHA 110 
                        G   +    + K D  V   S  +   M +   G       +  WH+ 
Sbjct: 107 PEASYLHKHPLSNGKRGLAVDKDGKLDDEVTIMSSEQNKKMYRGRCGPGTKRLASEGWHS 166 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPA-VGGRTCFADMRAAYDALDEATRAL------VHQRSARH 163 
           D T+ PV +  A+      P  VGG T +A    AYD L  A +         H + A + 
Sbjct: 167 DITFEPVPSDYAILKIVTPPEDVGGDTLWASGYEAYDRLSPAWKKFAEGLTATHYQPAFN 226 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHA--IPG 220 
             V +Q      +  G+     G++  A+   P+V+ +P TG  SL   G    A  I   
Sbjct: 227 DAVRNQDMELITENRGNPE-NSGVEFKAS--HPVVRTNPVTGWKSLFAAGFQIRAGWIDN 283 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
           +   ESE      +    +   +    +W+  DV +WDNRC+ H A  +D+   RV 
Sbjct: 284 VTDYESEMLKSYFLKLISENHDLQVRFRWSENDVAIWDNRCVFHTAT-YDYNGARV 338 
 
 
>ref|XP_501183.1| YALI0B21472p [Yarrowia lipolytica] 
 emb|CAG83436.1| YALI0B21472p [Yarrowia lipolytica] 
          Length = 345 
 
 Score = 55.5 bits (132), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 50/167 (29%), Positives = 71/167 (42%), Gaps = 10/167 (5%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSL 165 
            WH D T+  V +  AV      P  GG  T +A    AY+ L  A RA +   +A HS  
Sbjct: 138 GWHTDITFEKVPSDYAVLKILSPPTGGGGDTLWASGYHAYEKLTPAYRAFLETLTAHHSG 197 
 
Query: 166 VYSQ-----SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIP 219 
            Y +     S  G V++     +  G    A    PL++ +P TG  S+ +      +I  
Sbjct: 198 EYFKTVAAASGHGIVERPRGHPLNQGDYLQAD--HPLIRTNPVTGWKSVYVNPIFTKSIN 255 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           G+   ES+  LE L     +    H   +W   DV +WDNR   H A 
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Sbjct: 256 GLSWDESKSILEFLNQNLVENHDTHVRFRWNPNDVAIWDNRSTYHTA 302 
 
 
>emb|CBJ18986.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 55.5 bits (132), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 38/112 (33%), Positives = 53/112 (47%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDALD+ T+  V      HS +YS+  +G         + +       P+R  LV+ H 
Sbjct: 1   AAYDALDDETKEEVQDMVCEHSQMYSRQIIGFYDFTDDERVKWA------PVRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR SL +  HA  I G    E+   L  L + A Q   V+AH W   D+ 
Sbjct: 55  PRSGRLSLYLSSHAGEIEGWPVPEARASLRDLNEHATQRQFVYAHVWRPHDI 106 
 
 
>emb|CAY25726.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.5 bits (132), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA+ FG      GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQDVSDDQQLVFARNFGERGNARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ19176.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 55.5 bits (132), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 36/110 (32%), Positives = 55/110 (50%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+D   +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDVDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL IG HAH + GM  A+    L  L++ A Q   V+ H+W+ GD+ 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHEWSPGDL 104 
 
 
>emb|CAY25722.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.5 bits (132), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 32/102 (31%), Positives = 53/102 (51%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+  + ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNRLWHSDSSFRPIPVKFSLLSARVV 118 
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>emb|CAY25787.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.5 bits (132), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 32/103 (31%), Positives = 54/103 (52%), Gaps = 20/103 (19%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGT-- 86 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG +              + N+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVPNLGKDGKPL 81 
 
Query: 87  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            R H    ++      +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 82  FRDHRTHLFN------LGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>dbj|BAE92218.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia sp. Y103] 
 dbj|BAE92219.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. Y212] 
 dbj|BAE92220.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. C308] 
 dbj|BAE92221.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. T201] 
 dbj|BAE92222.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. T301] 
 dbj|BAE92223.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. M701] 
 dbj|BAE92224.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. H801] 
 dbj|BAE92225.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. Ff54] 
          Length = 109 
 
 Score = 55.5 bits (132), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 38/115 (33%), Positives = 54/115 (46%), Gaps = 7/115 (6%) 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKV 200 
           RAAYD L E  +  +    A H  ++S+  LG  + + S            P+  PL++  
Sbjct: 1   RAAYDDLPEDFKKELQGLRAEHYALHSRFILGDTEYSES------QRNAMPPVSWPLIRT 54 
 
Query: 201 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 55  HAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQPKFVYRHSWKVGDLVM 109 
 
 
>ref|XP_001387032.1| predicted protein [Scheffersomyces stipitis CBS 6054] 
 gb|EAZ63009.1| predicted protein [Pichia stipitis CBS 6054] 
          Length = 412 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 61/264 (23%), Positives = 104/264 (39%), Gaps = 27/264 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE----RI 70 
           +G  + G+ L+ L D     L     +  ++ F  Q LS  +Q    + FG +E    ++ 
Sbjct: 123 IGTEIVGLQLSELTDQQRDELALLIAERVVVFFRDQDLSPQKQFELGEYFGKVEVHPQQV 182 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
               I  I+ +  +   ++  P  +   +        WH D  +            + +P 
Sbjct: 183 HVPGIRGITVIWPE-LFKKFGPITFRKTLNHFTSR--WHTDLVHELQPPGITHLHNDTIP 239 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMD 188 
            VGG T +A   AAYD L  A +  +  + A   + +S +K    +    G+ +I      
Sbjct: 240 EVGGDTVWASGYAAYDKLSPALQEFLDGKKA---VYFSANKYVDRENPLKGTVHIERE-- 294 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH- 246 
                  P+++ HP TG  SL + R   + I G++  ES+  LE L D   +   +     
Sbjct: 295 ------HPIIRTHPVTGWKSLYVNRAMTSRIVGLEPGESKVILEYLFDVFEKNLDIQVRF 348 
 
Query: 247 -----QWAAGDVVVWDNRCLLHRA 265 
                Q   G   +WDNR   H A 
Sbjct: 349 NWKPSQPGLGTSALWDNRISQHFA 372 
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>ref|ZP_06475349.1| dioxygenase, TauD/TfdA [Frankia symbiont of Datisca glomerata] 
 gb|EFD27965.1| dioxygenase, TauD/TfdA [Frankia symbiont of Datisca glomerata] 
          Length = 126 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 35/86 (40%), Positives = 47/86 (54%), Gaps = 8/86 (9%) 
 
Query: 196 PLVKVHPETGRPSL----LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 251 
           P+V VHPETGR  L    L+ RH   I G++  ES   L  L D   +   V  ++W  G 
Sbjct: 26  PVVAVHPETGRKDLFVNPLLTRH---IKGLEPVESAALLALLYDRGARLENVIQYRWRRG 82 
 
Query: 252 DVVVWDNRCLLH-RAEPWDFKLPRVM 276 
           D+V+WDNR + H R E  D   PR++ 
Sbjct: 83  DLVLWDNRAVRHRRVEDNDPAAPRIV 108 
 
 
>ref|XP_002165715.1| PREDICTED: similar to Taurine catabolism dioxygenase TauD, TfdA 
           family protein [Hydra magnipapillata] 
          Length = 325 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 52/245 (21%), Positives = 98/245 (40%), Gaps = 39/245 (15%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAI-----------ERIGGGDIVAISNVKADGTVR- 88 
           +H +++   Q+L+ +QQ  F  R G               +G   I  +SN   +G+ +  
Sbjct: 83  KHGVVVIKNQNLTRNQQEVFTARLGKTIILPSSFQGNNSYLGHPAIAVVSNYWLNGSWKG 142 
 
Query: 89  -QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS---AEVVPAV--GGRTCFADMR 142 
            QHS  ++            WH D  Y P      +FS    + + A   GG T F D   
Sbjct: 143 PQHSFGQY------------WHKDGDYFPY-PNNFIFSILYGDEISAFLEGGDTGFID-- 187 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
               A + A ++++   ++   +V    K+  +    +    + ++  AT     +  HP 
Sbjct: 188 -GCLAAENAPQSILDVLNSTKIIV----KVSFIDDFRNGLKDH-LELYATVKHNFISKHP 241 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 262 
              R  + + + A     +   E  R  + +  +  Q    + H+W+  D+++WDN  +  
Sbjct: 242 LNKRDCVFMFKVAKEQELLYTQEELRAFDEMWKYMLQDKFFYFHKWSQSDILIWDNMAVF 301 
 
Query: 263 HRAEP 267 
           HRA P 
Sbjct: 302 HRAMP 306 
 
 
>ref|YP_003040556.1| pyoverdine biosynthesis protein PvcB-like protein [Photorhabdus 
           asymbiotica subsp. asymbiotica ATCC 43949] 
 emb|CAQ83812.1| similar to pyoverdine biosynthesis protein pvcb of pseudomona 
           aeruginosa [Photorhabdus asymbiotica] 
          Length = 281 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 72/306 (23%), Positives = 118/306 (38%), Gaps = 53/306 (17%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQIT-FA 61 
           T +I P G  +    +  H+ TL       L     +H LLI  G   +LS+ ++   +A 
Sbjct: 9   TEEIFPFGLKITPQYSDQHIDTLSVEQLKELTK---KHNLLILRGFKSNLSDHEKYEEYA 65 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHADSTYMPVMA 119 
           + +G I     G I+          VR+H      D    +  N  M  H D  Y P +  
Sbjct: 66  RNWGEIMMWPFGAIL---------DVREHQ-----DATDHVFDNSYMPLHWDGMYKPTIP 111 
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Query: 120 QGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
           +  +F     P    GGRT F + R     +  AT+  + Q     S+ Y  +K+ H    
Sbjct: 112 EFIMFHCAHAPESDQGGRTTFVNTRRV---IANATQQQLSQWKNI-SVTYRINKITH--- 164 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPE-------TGRPSL----LIGRHAHAIPGMDAAES 226 
                  YG +  +    PL++ HP+          P++     + +HA     +   +  
Sbjct: 165 -------YGGEVHS----PLLEEHPDGNGYVIRYNEPAIDGEKFLNKHAIEYHNISPDQV 213 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 286 
             F +  ++       ++AH W  GD+V+ DN  LLH  E +  K  R +    +   P  
Sbjct: 214 AEFQQDFINILYDKRHLYAHSWQKGDLVIVDNFSLLHGREGFTSKSERHLQRIHIQSNPV 273 
 
Query: 287 TEGAAL 292 
               AL 
Sbjct: 274 FNNQAL 279 
 
 
>ref|XP_001903801.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP61577.1| unnamed protein product [Podospora anserina S mat+] 
          Length = 377 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 46/194 (23%), Positives = 76/194 (39%), Gaps = 27/194 (13%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           AWH+D T+ PV +  A+     +P  GG T +A     YD L E  R ++ + +A H    
Sbjct: 157 AWHSDITFEPVPSDYAMLKIHTLPVTGGDTLWASGYEVYDRLSEPMREMLKKLTATHDAK 216 
 
Query: 167 Y---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE-------------------- 203 
           +       LG+  +                + P+++ + E                     
Sbjct: 217 FFLDEARNLGNPLRECERGSPLNKGAELAAVHPVIRTNREFPHLCLCTSLRVKLTFMVIA 276 
 
Query: 204 -TGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRC 260 
            TG  S+ + +     I G+   ES+  L+ L +   Q        +W+  DV +WDNR  
Sbjct: 277 VTGWNSVYVNKGFTKRINGVTKDESDILLKYLFNMVTQNHDAQVRFRWSKNDVAIWDNRS 336 
 
Query: 261 LLHRAEPWDFKLPR 274 
             H A  +D+  PR 
Sbjct: 337 TWHCAT-YDYNDPR 349 
 
 
>ref|ZP_07151278.1| taurine dioxygenase domain protein [Escherichia coli MS 21-1] 
 gb|EFK21949.1| taurine dioxygenase domain protein [Escherichia coli MS 21-1] 
          Length = 127 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 39/139 (28%), Positives = 63/139 (45%), Gaps = 23/139 (16%) 
 
Query: 6   LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5   LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQAITPQQQRALAQRF 64 
 
Query: 65  GAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           G +          G D + + +   D      +P + D+          WH D T++    
Sbjct: 65  GELHIHPVYPHAEGVDEIIVLDTHND------NPPDNDN----------WHTDVTFIETP 108 
 
Query: 119 AQGAVFSAEVVPAVGGRTC 137 
             GA+ +A+ +P+ GG T  
Sbjct: 109 PAGAILAAKELPSTGGDTL 127 
 
 
>ref|XP_002900145.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Phytophthora infestans T30-4] 
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 gb|EEY60349.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Phytophthora infestans T30-4] 
          Length = 355 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 62/274 (22%), Positives = 103/274 (37%), Gaps = 30/274 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T   +T     +G  ++G+ L  L +     L        ++ F  Q ++ +QQ+   +  
Sbjct: 70  TDATVTHLAPKIGTELSGIQLHELSNVQRDELALLIAHRGVVFFRDQEVNIEQQLELGRY 129 
 
Query: 64  FGAI---ERIG------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           +G +   + +G         +V  S   ++G +++     ++          AWH+D +  
Sbjct: 130 YGPLHAHQNLGHPKDHHEVVVVENSVETSEGFLKRQMYDPFN----------AWHSDVSN 179 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
                    F     P VGG T +A    AYD L    R  +   +A H+        G  
Sbjct: 180 ERQPPSYTSFKVLTNPPVGGDTLWASASEAYDRLTPPMREFISGLTAIHT--------GI 231 
 
Query: 175 VQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
            Q   +A  G  +         P+V+ HP TGR  L +       I  +  AES+  L+  
Sbjct: 232 PQATAAAARGQTIRRPPVEFEHPVVRTHPVTGRQGLYVNPAFTTRIVQLSKAESDAVLKL 291 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L   A +    H    W    V +WDNR   H A 
Sbjct: 292 LYQHATEGHEFHVRFSWTKNAVAIWDNRSTFHYA 325 
 
 
>ref|XP_571891.1| hypothetical protein [Cryptococcus neoformans var. neoformans 
           JEC21] 
 ref|XP_774302.1| hypothetical protein CNBG2830 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|EAL19655.1| hypothetical protein CNBG2830 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|AAW44584.1| conserved hypothetical protein [Cryptococcus neoformans var. 
           neoformans JEC21] 
          Length = 432 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 69/264 (26%), Positives = 106/264 (40%), Gaps = 31/264 (11%) 
 
Query: 15  LGATVTG-VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGG 72 
           +G  V G V L  L +A    L     Q  ++ F  Q  ++ +QQ    K FG + +    
Sbjct: 122 IGTVVEGDVKLEDLGEAEKDDLALLVAQRGVVFFRNQQSMTIEQQRELGKHFGPLHKHAT 181 
 
Query: 73  ------GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
                 GD+  +  V +D   R   P    D+       + +H+D TY        +    
Sbjct: 182 YATPRRGDLDDVVVVYSD---RDSRP----DLYAFSRAEL-FHSDVTYEVQPPGTTMLRL 233 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
              P VG  T ++   + Y +L +  +  +   SA HS        G  Q   S+   +  
Sbjct: 234 LTTPEVGNDTLWSSGYSVYSSLSKPFQQYLESLSAIHS--------GFDQ--ASSRTNFS 283 
 
Query: 187 MDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD-WACQAP 241 
                 P+    P+V+VHP TG  S+ +       + G+  AES+  L  L D +A Q   
Sbjct: 284 KIPRREPIETIHPVVRVHPVTGMKSVFVNPGFVTRLVGVPKAESDMVLSFLKDCFAQQTD 343 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRA 265 
                 WA GDV +WDNR + H A 
Sbjct: 344 ATVRWSWAPGDVAIWDNRNVNHSA 367 
 
 
>dbj|BAD15043.1| hypothetical protein [Bradyrhizobium sp. BDV5680] 
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          Length = 102 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 35/107 (32%), Positives = 50/107 (46%), Gaps = 5/107 (4%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 206 
           ALD+ T+A +      HSL+YS+  LG  +     Y     +     L+ LV+ HP   R 
Sbjct: 1   ALDDETKAEIEDFVCEHSLMYSRGSLGFAE-----YTDDEKEMFKPVLQRLVRTHPVHRR 55 
 
Query: 207 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            SL +  HA  + GM   E    L  L + A QA  V+ H+W   D+ 
Sbjct: 56  KSLYLSSHAGKVVGMSVPEGRVLLRDLNEHATQAEFVYVHKWRLHDL 102 
 
 
>ref|XP_002149540.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Penicillium marneffei ATCC 18224] 
 gb|EEA23373.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Penicillium marneffei ATCC 18224] 
          Length = 419 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 64/271 (23%), Positives = 107/271 (39%), Gaps = 35/271 (12%) 
 
Query: 16  GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKRFGAIERIG- 71 
           G  + GV ++ L   G   +     +   L+F  Q   N   ++Q   A+ FG + + G  
Sbjct: 128 GTEIQGVQISELTPEGLDEMALLCAERGCLVFRDQEFGNIGFEKQKEIARHFGPLHKHGW 187 
 
Query: 72  -GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA--EV 128 
                 A+ + + +  V  +   E   +         +H D +   V   G  F    E  
Sbjct: 188 MPHPRAAVHSSETEEFVIVYDSKEKSPIQ--------FHVDQS-PEVQPPGMTFFCMLES 238 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
            P  GG T  + M  A++ L  + R  +    A H+     S+   ++  G   +      
Sbjct: 239 PPGAGGDTLISSMTRAFERLSPSFRKRLEGLQALHTTAGPVSR--ELRDNGKGAVLRRPI 296 
 
Query: 189 TTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV-------DWACQA 240 
            +A  + P+V VHP TG+ +L +   +   I G D  ESE  L  L        D+ C+  
Sbjct: 297 NSA--IHPVVTVHPVTGQKALFVNSSYTERIIGWDDEESEYLLRFLFDHVNRGQDFCCRV 354 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
                 ++  G VVVWD R   H ++  D+K 
Sbjct: 355 ------RYEPGTVVVWDQRVTQH-SQTLDYK 378 
 
 
>emb|CAY25721.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 34/110 (30%), Positives = 55/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   + A+L+F  Q +++DQQ+ FA+ FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKCAVLLFRDQDITDDQQLIFARNFGERENARGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----KPLPKDHRTHLFNLGNCLWHSDSSFWPIPAKFSLLSARVV 118 
 
 
>ref|XP_002549195.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Candida 
           tropicalis MYA-3404] 
 gb|EER33067.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Candida 
           tropicalis MYA-3404] 
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          Length = 388 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 64/236 (27%), Positives = 98/236 (41%), Gaps = 20/236 (8%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---ITF 60 
           +T +ITP     G  V G+ L+ LDD G   L     Q  +L+F  Q  ++      + F 
Sbjct: 82  STKRITPN---FGTEVDGIQLSQLDDKGKDELALFLAQRKVLLFNDQDFADKGPGFAVEF 138 
 
Query: 61  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 120 
            K FG +  I           +   T R+    E   +      ++ +H+D +Y    ++ 
Sbjct: 139 GKYFGRLH-IHPSSGAPRGYPELHITYRRPEKGELQRVFANRTTSIGFHSDVSYELTPSR 197 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
             VFS  +    GG T F D   AY  L   + AL  +    H L  S+      Q A S 
Sbjct: 198 FTVFSV-LESGDGGDTVFVDAGEAYRRL---SPALQQRLEGLHVLHTSED-----QAANS 248 
 
Query: 181 AYIGYGMD--TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
            Y G G++     + + PLV++ P TG  SL + R     I  +   ES+  L+ L 
Sbjct: 249 TYQG-GVERRKPVSNIHPLVRLDPVTGEKSLYVNRAFGRRIVELKKEESDALLDFL 303 
 
 
>ref|XP_003028210.1| hypothetical protein SCHCODRAFT_70480 [Schizophyllum commune H4-
8] 
 gb|EFI93307.1| hypothetical protein SCHCODRAFT_70480 [Schizophyllum commune H4-8] 
          Length = 401 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 62/266 (23%), Positives = 102/266 (38%), Gaps = 29/266 (10%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA-------- 66 
           +G  + G+ L  L D     L     +  ++ F  Q +    Q+  A+ +G          
Sbjct: 98  IGTVLKGIDLRQLSDTQKDELALLVAERGVVFFRDQEIDVHGQLDLARYWGKLHKHATTP 157 
 
Query: 67  IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 126 
           I R G  ++  + N  +    R+  P  +  +         WH+D +Y             
Sbjct: 158 IPRNGLEEVHVVYNDHS----RRPDPQAFSKLQ-------LWHSDVSYERQPPSTTSLKV 206 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
              P  GG T ++   A Y +L    +  +   +A HS V           A +A +    
Sbjct: 207 ISGPEYGGDTHWSSGYAVYSSLSPGFQKYLEGLTALHSAV------AQADGARAAGLPVR 260 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
            D   T + P+V+VHP TG  S+ +       I G+  AES+  L+ L     + P   A 
Sbjct: 261 RDPIET-IHPVVRVHPVTGWKSVYVNHGFTRRIIGVPKAESDAILQFLFHQFAENPDFQA 319 
 
Query: 246 H-QWAAGDVVVWDNRCLLHRAEPWDF 270 
              W    + +WDNR + H A  +DF 
Sbjct: 320 RFHWKPNSIAIWDNRVVNHSAT-FDF 344 
 
 
>emb|CAY25754.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 53/102 (51%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  G  I              +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGSTITKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
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Sbjct: 79  --KPLSRDHRTHLFNLGNCPWHSDSSFPPIPAKFSLLSARVV 118 
 
 
>ref|XP_459377.1| DEHA2E01188p [Debaryomyces hansenii CBS767] 
 emb|CAG87583.1| DEHA2E01188p [Debaryomyces hansenii] 
          Length = 413 
 
 Score = 55.1 bits (131), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 63/282 (22%), Positives = 104/282 (36%), Gaps = 55/282 (19%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 74 
           +G  + G+ L  L+D     L     +  ++ F  Q LS  +Q+     +G +E+      
Sbjct: 125 IGTEIIGLQLKDLNDQQKDELALLIAERVVVFFRDQDLSPQKQLELGSYWGTVEK--HAQ 182 
 
Query: 75  IVAISNVKADGTVRQHSPAEWDDMMK-----------VIVGNMAWHADSTYMPVMAQGAV 123 
            V +  +     +       W D+ +           +  G   WH D T+          
Sbjct: 183 QVHVPGLHGITVI-------WQDLFRRNGLDINFKNAIGQGTSIWHTDLTHELQPPGITH 235 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
              + +P VGG T ++   AAYD L  A +  +  ++A             V  + + Y+ 
Sbjct: 236 LHNDAIPGVGGDTVWSSGYAAYDKLSPAFQKFLEGKNA-------------VYISANKYV 282 
 
Query: 184 GYGMDTTATPLR---------PLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGL 233 
                    PLR         P+++ HP TG  SL + R     I G++  ES+  LE L 
Sbjct: 283 -----DRENPLRGSANIEREHPIIRTHPATGWKSLFVNRSMTRRIVGLEPEESKVILEYL 337 
 
Query: 234 VDWACQAPRVHAH-QWAA-----GDVVVWDNRCLLHRAEPWD 269 
            +   +   +     W       G   +WDNR   H A  WD 
Sbjct: 338 FEVFEKNLDIQVRFNWKPTIDGLGTSALWDNRVSQHFA-IWD 378 
 
 
>ref|NP_930051.1| hypothetical protein plu2817 [Photorhabdus luminescens subsp. 
           laumondii TTO1] 
 emb|CAE15191.1| unnamed protein product [Photorhabdus luminescens subsp. laumondii 
           TTO1] 
          Length = 281 
 
 Score = 54.7 bits (130), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 73/306 (23%), Positives = 118/306 (38%), Gaps = 53/306 (17%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQI-TFA 61 
           T +ITP G  +    +  H+ TL       L     +H LLI  G    LS+ ++   +A 
Sbjct: 9   TEEITPFGLKITPQYSDQHIDTL---PVEQLKELARKHHLLILRGFKSDLSDHEKYEKYA 65 
 
Query: 62  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHADSTYMPVMA 119 
           + +G I     G I+          VR+H      D    +  N  M  H D  Y P +  
Sbjct: 66  RNWGEIMMWPFGAIL---------DVREHQ-----DATDHVFDNSYMPLHWDGMYKPTIP 111 
 
Query: 120 QGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
           +  +F     P    GGRT F + R     +  AT+  + Q     S+ Y  +K+ H    
Sbjct: 112 EFIMFHCAHAPESDQGGRTTFVNTRRV---VANATQQQLEQWKNI-SITYRINKVTH--- 164 
 
Query: 178 AGSAYIGYGMDTTATPLRPLVKVHPETG-------RPSL----LIGRHAHAIPGMDAAES 226 
                  YG +  +    PLV+ HP+          P++     + +HA     ++  +  
Sbjct: 165 -------YGGEVHS----PLVEEHPDRNGFVIRYNEPAVDGEKFLNKHAIEYHNINPDQV 213 
 
Query: 227 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 286 
             F +  ++       ++AH W   D+V+ DN  LLH  E +  K  R +    +   P  
Sbjct: 214 AEFQQDFINILYDKRHLYAHAWKKSDLVIVDNFSLLHGREGFTSKSERHLQRIHIQSNPA 273 
 
Query: 287 TEGAAL 292 
               AL 
Sbjct: 274 FNNQAL 279 
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>emb|CAY25738.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 54.7 bits (130), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 32/102 (31%), Positives = 52/102 (50%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++ +LIF GQ ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYTVLIFHGQDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P  A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPTPAEFSLLSARVV 118 
 
 
>ref|XP_001268176.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
 gb|EAW06750.1| alpha-ketoglutarate-dependent taurine dioxygenase [Aspergillus 
           clavatus NRRL 1] 
          Length = 397 
 
 Score = 54.7 bits (130), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 62/257 (24%), Positives = 98/257 (38%), Gaps = 16/257 (6%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGG 73 
           +G  + GV+L  L+DA    L        ++ F  Q   + Q Q    K FG + +     
Sbjct: 96  IGTEIRGVNLGKLNDAQRDDLARLIAVRGVVFFRNQKDFDIQAQRELGKYFGTLHKHATT 155 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +     ++    V  ++     D   +   +  WH+D TY               P  G 
Sbjct: 156 AVPKKKGLEDVHVV--YTKENAGDQRALFPPSFLWHSDVTYEVQPPSYTSLKVLTGPPRG 213 
 
Query: 134 G--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD-TT 190 
           G   T ++   AAYDAL    +  +   +A HS         ++Q + S  +G  +     
Sbjct: 214 GGGDTLWSSQYAAYDALSSHMQNYLKGLTALHS--------ANMQASDSRALGRTVRRDP 265 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
            T   PL++ +P TG  SL         I G+   ES+  ++ L +        H   QW 
Sbjct: 266 VTTEHPLIRTNPVTGWNSLFFNPGFVTKIVGIPKTESDAIIKYLTEIIATTQEAHVRFQW 325 
 
Query: 249 AAGDVVVWDNRCLLHRA 265 
              DV +WDNR   H A 
Sbjct: 326 GEDDVALWDNRTTNHSA 342 
 
 
>ref|XP_003051284.1| hypothetical protein NECHADRAFT_41873 [Nectria haematococca mpVI 
           77-13-4] 
 gb|EEU45571.1| hypothetical protein NECHADRAFT_41873 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 379 
 
 Score = 54.7 bits (130), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 67/289 (23%), Positives = 110/289 (38%), Gaps = 42/289 (14%) 
 
Query: 13  ATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI 70 
           A +G     + L+ +  DD     L     Q  ++ F  Q ++ + Q    +R G  E   
Sbjct: 60  AVIGREFPKLQLSEILKDDTKLRDLAVLISQRGVVFFRNQDINIEDQKYLGQRLG--ELT 117 
 
Query: 71  GGGDIV-----AISNVKADGTVRQHSPAEWDDMMKVI-------------------VGNM 106 
           G  +       A+SN K    V ++   + DD + VI                   +    
Sbjct: 118 GKPETSKLHRHALSNSKRGIAVDEN--GKLDDEVSVISSEQNRKFYSDRFSSLSRSLAGE 175 
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Query: 107 AWHADSTYMPVMAQGAVFSAEVVPA-VGGRTCFADMRAAYDALDEATRALVHQRSARH-- 163 
            WHAD T+  + +  A+      P  VGG T +A     YD L    + L    +A H   
Sbjct: 176 GWHADITFENIPSDYAILKIIQPPEDVGGDTLWASGYELYDRLSPPIQKLAESLTATHHQ 235 
 
Query: 164 -SLVYSQSKLGH--VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH---AHA 217 
            + V  +++ G   + +   +    G+D  A    P+++ +P TG  SL    H   A   
Sbjct: 236 PNFVRVKNEFGQELIDENRGSPENNGLDFKAE--HPVIRTNPVTGWKSLFAAGHQLTAGH 293 
 
Query: 218 IPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           I G+   ESE           +   +    +W   D+ +WDNR + H A 
Sbjct: 294 INGVTETESEILKNYFRQLITENHDLQVRFRWGKNDLAIWDNRSVFHTA 342 
 
 
>emb|CAY25743.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 54.7 bits (130), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 33/110 (30%), Positives = 55/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q ++++QQ+ FA  FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRNQDITDEQQLAFALNFGERESARGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----RPLARDSRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25730.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 54.7 bits (130), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 33/110 (30%), Positives = 55/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q +++ QQ+ FA+ FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRDQDITDGQQLIFARNFGERENARGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_746445.1| TfdA family taurine dioxygenase [Aspergillus fumigatus Af293] 
 gb|EAL84407.1| TfdA family taurine dioxygenase, putative [Aspergillus fumigatus 
           Af293] 
 gb|EDP47069.1| TfdA family taurine dioxygenase, putative [Aspergillus fumigatus 
           A1163] 
          Length = 350 
 
 Score = 54.3 bits (129), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 67/281 (23%), Positives = 107/281 (38%), Gaps = 47/281 (16%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A   + +TP    +G  + G+ L  L  A    L     +  ++ F  Q +   +QI FA 
Sbjct: 81  ATEIIHLTPD---IGTEIAGLQLTALTPAQKDDLALLVAERGVVFFRDQDMDVHEQIAFA 137 
 
Query: 62  KRFGA--IERIGG--GDIVAISNVKADGTV---RQHSPAEWDDMMKVIVGNMAWHADSTY 114 
             FG   I ++ G   D+  +  +  D T    R H                 WH+D +Y 
Sbjct: 138 AYFGELHIHQMAGIIPDLPWVHPIYKDRTAVNGRSHQ---------------IWHSDVSY 182 
 
Query: 115 MPVMAQGAVFSAEVVPA-------VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
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                   +   + +PA        GG T +A   A Y++L    RA +    A+HS    
Sbjct: 183 ELQPPGLTMLRMDTLPAAGPGGSLAGGDTVWASGYALYESLSPKLRAFLETLEAKHS--- 239 
 
Query: 168 SQSKLGHVQQAGSAYIGYGM---DTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDA 223 
                  ++QA  A    G    D   T + P+V+ HP T   +L +  +    I G++  
Sbjct: 240 ------GLEQAEKALKTNGCLRRDPIET-IHPVVRTHPVTKWKTLYVNENFTKEIIGIEK 292 
 
Query: 224 AESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLH 263 
             S+  L+ L     +A       +W    V +WDNR   H 
Sbjct: 293 RVSDALLDTLYRTIAEAYEYQVRWKWTPNAVAIWDNRVTFH 333 
 
 
>gb|EFY94168.1| hypothetical protein MAA_10359 [Metarhizium anisopliae ARSEF 23] 
          Length = 359 
 
 Score = 54.3 bits (129), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 58/255 (22%), Positives = 96/255 (37%), Gaps = 36/255 (14%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAI-----------------ERIGGGDIVAISNVK 82 
           +  ++ F  Q  L+ND Q     R G +                 ER  GG    IS +  
Sbjct: 74  ERGVVFFRAQDDLTNDLQKELILRLGKLTGRPETSGLHIHPLLNSERELGGSDPEISTIS 133 
 
Query: 83  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 142 
           +    + +   E + +         WH+D  + PV A         +P  GG T +A    
Sbjct: 134 SVQHQQYYKNTEAEALSPKKQTTAQWHSDIAFEPVPADYTSLRLVQLPKTGGDTLWASGY 193 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHV--QQAGSAY-------IGYGMDTTATP 193 
             YD + E  +  +       ++ + Q   G V  +Q    Y          G +  A   
Sbjct: 194 EIYDKISEPYQKFLETL----TVTFEQPGFGAVAERQGFQLYDKPRGAPENVGRELKA-- 247 
 
Query: 194 LRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-A 250 
           + P+V+ +P TG  S+  +G H   I G+   ES+  L+  +D       +    +W    
Sbjct: 248 VHPVVRTNPVTGWKSIFPVGGHVSHINGVTKEESQNLLQWFLDLVYHNHDLQVRFKWQNP 307 
 
Query: 251 GDVVVWDNRCLLHRA 265 
            D+ +WDNR + H A 
Sbjct: 308 NDIAIWDNRSVFHTA 322 
 
 
>emb|CBJ18856.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 54.3 bits (129), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 36/110 (32%), Positives = 53/110 (48%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLKAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           TGR SL  G HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TGRRSLFTGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>emb|CAY25761.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 54.3 bits (129), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 33/110 (30%), Positives = 55/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q ++++QQ+ FA  FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRNQDITDEQQLAFALNFGERESARGGTVTKKEDYRLTSGLNDVSN 73 
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Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----RPLARDSRAHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25748.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 54.3 bits (129), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 32/108 (29%), Positives = 54/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q + +DQQ+ FA+ FG  E   G  +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRDQEVPDDQQLVFARNFGERENARGCTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|EFX06123.1| taurine catabolism dioxygenase [Grosmannia clavigera kw1407] 
          Length = 349 
 
 Score = 54.3 bits (129), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 64/283 (22%), Positives = 110/283 (38%), Gaps = 32/283 (11%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF--- 64 
           +TP        +  V L   D+  F  L A   +  ++    Q L+ +Q   F  R     
Sbjct: 38  LTPCIGREFNDLQAVDLLDADEQVFTDLAATISERGVVFLRDQQLTPEQMKQFCLRITRA 97 
 
Query: 65  -GAIERIG-------------GGDIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWH 109 
            G  E  G             G  I  IS+ K   G    H   + +D+ +    +  WH 
Sbjct: 98  AGCPESSGLHIHPLTEPSSELGDQISVISSEKQKKGGGLTH---QLNDVSRF--ASTGWH 152 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY-- 167 
           +D ++  V +  A+     +P  GG T +A     YD L    +  +   +A H  ++   
Sbjct: 153 SDISFETVPSDYAMLKIHTLPPTGGDTLWASGYEIYDRLSPNMQDFLEGLTATHDAMFFH 212 
 
Query: 168 -SQSKLGH--VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDA 223 
               +LG+   +    + +  G +  AT   P+++ +P TG  S+ + +     I G+   
Sbjct: 213 EEAERLGNPIRKDIRGSPLNQGGNLKAT--HPVIRTNPVTGWKSVYVNKGFTKRINGVTK 270 
 
Query: 224 AESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            ES+  L  L++   Q        +W   D+ +WDNR   H A 
Sbjct: 271 DESDMLLSYLLNLVTQNHDAQVRFRWRKNDMAIWDNRSTWHCA 313 
 
 
>emb|CAY25755.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 54.3 bits (129), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 31/105 (29%), Positives = 53/105 (50%), Gaps = 8/105 (7%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK-------ADG 85 
           A + A   ++A+L+F  Q +S++QQ+ FA  FG  E   GG +    + +       A   
Sbjct: 14  ADIEAGMDKYAVLLFRNQDISDEQQLAFALNFGERESARGGTVTKKEDYRLTSGLNDASN 73 
 
Query: 86  TVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
             +   P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDGRPLARDSRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
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>gb|AAL65149.1| 2,4-dichlorophenoxyacetate monooxygenase [Burkholderia sp. JRB1] 
          Length = 115 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 24/64 (37%), Positives = 34/64 (53%) 
 
Query: 213 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 272 
           R+A  + G+  AE    L  L + A Q   V+ H+W  GD V+WDNRC+ HR   +D    
Sbjct: 41  RNASHVEGLPVAEGRMLLAELXEHATQREXVYRHRWNVGDXVMWDNRCVFHRGRRYDISA 100 
 
Query: 273 PRVM 276 
            R + 
Sbjct: 101 RREL 104 
 
 
>ref|XP_002896478.1| poly [ADP-ribose] polymerase, putative [Phytophthora infestans 
           T30-4] 
 gb|EEY67505.1| poly [ADP-ribose] polymerase, putative [Phytophthora infestans 
           T30-4] 
          Length = 1353 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Composition-based stats. 
 Identities = 59/269 (21%), Positives = 103/269 (38%), Gaps = 28/269 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 67 
           +T     +G  ++G+ L  L +A    L        ++ F  Q ++ +QQ+   + +G + 
Sbjct: 88  VTQLSPRIGTELSGIQLHQLTNAQRDELALLVSHRGVIFFRDQEINIEQQLDLGRYYGPL 147 
 
Query: 68  ---ERIG---GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
              + +G   G  +V +       + R     ++D        +  WH+D +         
Sbjct: 148 HVHQNLGHPEGHPVVLVVEDSVGDSDRIIQRQQYDP-------DNVWHSDVSNERQPPSY 200 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
             F     P +GG T +A    AY+ L    +  +   +A HS     SK    ++AG   
Sbjct: 201 TSFKVLTNPPLGGGTLWASAYEAYERLTPPFKTFIEGLTAIHS-----SK-AQAERAGRR 254 
 
Query: 182 YIGYGMDTTATPLR---PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWA 237 
               G      P+    P+V+ HP TGR +L +       IP + + ES+  L+ L     
Sbjct: 255 ----GHTIRRAPVEFEHPVVRTHPVTGRKALFVNPAFTRRIPQLSSRESDAVLKVLYKHI 310 
 
Query: 238 CQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            +        +W      VWDN    H A 
Sbjct: 311 TEGHEFQVRFRWTKNAAAVWDNHITTHFA 339 
 
 
>ref|XP_002587293.1| hypothetical protein BRAFLDRAFT_129135 [Branchiostoma floridae] 
 gb|EEN43304.1| hypothetical protein BRAFLDRAFT_129135 [Branchiostoma floridae] 
          Length = 257 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 57/247 (23%), Positives = 96/247 (38%), Gaps = 59/247 (23%) 
 
Query: 41  QHALLIFPGQ-HLSNDQQITFAKRFGAIE-------RIGGGDIVAISNVKADGTVRQHSP 92 
           +H +L+F  Q  +S  + +  ++ FG +E       +    D+  +SN +A+G        
Sbjct: 39  KHRILVFKNQGTISGSRHVEISRWFGELESTFYKHPKSPHPDVFRVSNDEAEGCTG---- 94 
 
Query: 93  AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 152 
                     VG   WH D ++ P     +++   VVP  G  T FA        L+E   
Sbjct: 95  ----------VGRTGWHIDGSFQPAPFGYSLYHMVVVPKEGN-TVFA-------PLNELI 136 
 
Query: 153 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-- 210 
             L  ++  R   ++  S                 D    P+ PL+  HP TG  +L    
Sbjct: 137 SGLTEEQRRRWEQLWMVS-----------------DRRGGPVHPLIYSHPLTGAKTLCFH 179 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 804



 
Query: 211 IGRHAHAIPGMDAAESER--------FLEGLVDWACQAPRV--HAHQWAAGDVVVWDNRC 260 
           +G     + G+ +AE  R         L  +     +  R   ++H+W AGD ++ DN   
Sbjct: 180 LGMTEFFLVGLPSAEKRRTDWKETNQLLREIHQEFVKNNRAIQYSHKWEAGDFIISDNLA 239 
 
Query: 261 LLHRAEP 267 
           + H A P 
Sbjct: 240 VGHEASP 246 
 
 
>ref|ZP_06458186.1| taurine catabolism dioxygenase TauD/TfdA [Pseudomonas syringae pv. 
           aesculi str. NCPPB3681] 
          Length = 285 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 55/182 (30%), Positives = 72/182 (39%), Gaps = 25/182 (13%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY----------------DA 147 
           G   WH D +Y           +  VP   G T F D  A                     
Sbjct: 90  GGGYWHTDMSYKSANTVFTSLLSVQVPDQHGETQFIDCVAGLHQVRQWLVSPGCPQHLKG 149 
 
Query: 148 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 207 
           LD     + H+   R +L  + +    VQQ  S   G   DT    + PLV  HP +    
Sbjct: 150 LDLENLRIHHRFGNRDALRNADAA---VQQLNSQEAGALEDTV---VHPLVLKHPLSCTT 203 
 
Query: 208 SLLI-GRHAHAIPGMDAAESERFLEGLVDWACQ-APRVHAHQWAAGDVVVWDNRCLLHRA 265 
           SL      A  I G+  A S R L+ LVD+  Q APR + H +  GD+V+WDN   LH+  
Sbjct: 204 SLYAPAATAMQIEGVTPALSHRILDSLVDFLVQQAPR-YRHAYRPGDIVIWDNLSTLHKG 262 
 
Query: 266 EP 267 
            P 
Sbjct: 263 PP 264 
 
 
>emb|CBJ18885.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 52/110 (47%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+D LDE TR LV      HS ++S+++LG        +        A  L+ LV+ HP  
Sbjct: 2   AWDNLDEPTRGLVLPLIGEHSRLFSRAELGF------DFTDEERLKFAPVLQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWRTDDL 105 
 
 
>emb|CBJ19165.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 52/110 (47%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+D LDE TR LV      HS ++S+++LG        +        A  L+ LV+ HP  
Sbjct: 2   AWDNLDEPTRELVLPLIGEHSRLFSRAELGF------DFTDEERLKFAPALQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWRTDDL 105 
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>emb|CBJ18957.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 52/110 (47%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+D LDE TR LV      HS ++S+++LG        +        A  L+ LV+ HP  
Sbjct: 2   AWDNLDEPTRELVLPLIGEHSRLFSRAELGF------DFTDKERLKFAPVLQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWRTDDL 105 
 
 
>ref|ZP_07276031.1| hypothetical protein SSMG_00071 [Streptomyces sp. AA4] 
 gb|EFL04400.1| hypothetical protein SSMG_00071 [Streptomyces sp. AA4] 
          Length = 283 
 
 Score = 53.9 bits (128), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 67/272 (24%), Positives = 105/272 (38%), Gaps = 35/272 (12%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 65 
           +++     +LG  V+G  L        A       +  L++F  Q L +      A+R G 
Sbjct: 1   MKVASLSRSLGLQVSGGALQDCSSGELAEALRLVERAGLVVFRRQCLDDGDLHALARRIG 60 
 
Query: 66  AIERIGGG--------DIVAISNVK-ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            +E             +I  +SN++  DG       A+ D           WH+D  +   
Sbjct: 61  PLEESSRKVCLSPEHPEISYLSNLRDEDGQFIGFPGADTD----------YWHSDQQHRE 110 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
             A  AV    V  A GG T F         LDEAT A +  R A +   ++      V+ 
Sbjct: 111 RPATLAVLYCVVPAASGGATSFVSADVESAGLDEATVADLAGRRAVYEPAFNHDNAPRVR 170 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
            +  A +     T+ T  R    V   T      +G       G+ A ES    + ++   
Sbjct: 171 VSHPALL-----TSRTGDRHYAYVSDNT------LG-----FTGLAADESAALKQRVLSR 214 
 
Query: 237 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 268 
             +  R++AH+W AGD  ++DN  LLHR E + 
Sbjct: 215 LLEPSRIYAHRWQAGDFALYDNTQLLHRRERF 246 
 
 
>emb|CAY25741.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 33/110 (30%), Positives = 55/110 (50%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L+F  Q ++++QQ+ FA  FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLLFRDQDITDEQQLAFALNFGERESARGGTVTKKEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----RPLARDSRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|ZP_06478274.1| taurine catabolism dioxygenase TauD/TfdA [Pseudomonas syringae pv. 
           aesculi str. 2250] 
          Length = 281 
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 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 55/182 (30%), Positives = 72/182 (39%), Gaps = 25/182 (13%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY----------------DA 147 
           G   WH D +Y           +  VP   G T F D  A                     
Sbjct: 86  GGGYWHTDMSYKSANTVFTSLLSVQVPDQHGETQFIDCVAGLHQVRQWLVSPGCPQHLKG 145 
 
Query: 148 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 207 
           LD     + H+   R +L  + +    VQQ  S   G   DT    + PLV  HP +    
Sbjct: 146 LDLENLRIHHRFGNRDALRNADAA---VQQLNSQEAGALEDTV---VHPLVLKHPLSCTT 199 
 
Query: 208 SLLI-GRHAHAIPGMDAAESERFLEGLVDWACQ-APRVHAHQWAAGDVVVWDNRCLLHRA 265 
           SL      A  I G+  A S R L+ LVD+  Q APR + H +  GD+V+WDN   LH+  
Sbjct: 200 SLYAPAATAMQIEGVTPALSHRILDSLVDFLVQQAPR-YRHAYRPGDIVIWDNLSTLHKG 258 
 
Query: 266 EP 267 
            P 
Sbjct: 259 PP 260 
 
 
>gb|ABD39119.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 95 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 25/63 (39%), Positives = 34/63 (53%) 
 
Query: 195 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 254 
           +P+V+ HPETGR  L +G HA  I GM   E    +E L   A      + H W AG+++ 
Sbjct: 33  QPIVRTHPETGRKCLYLGDHAEYIVGMPYDEGREMIEELNALAVHPDLTYEHCWTAGELI 92 
 
Query: 255 VWD 257 
            WD 
Sbjct: 93  AWD 95 
 
 
>gb|EFY85365.1| hypothetical protein MAC_08614 [Metarhizium acridum CQMa 102] 
          Length = 359 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 53/253 (20%), Positives = 95/253 (37%), Gaps = 32/253 (12%) 
 
Query: 41  QHALLIFPGQ-HLSNDQQITFAKRFGAI-----------------ERIGGGDIVAISNVK 82 
           +  ++ F  Q +L+ND Q     R G +                 ER  GG    IS +  
Sbjct: 74  ERGVVFFRAQDNLTNDLQKELILRLGKLTGRPETSGLHIHPILNSERELGGSDPEISTIS 133 
 
Query: 83  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 142 
           +    + +     +++         WH+D  + PV A         +P  GG T +A    
Sbjct: 134 SVQHKQYYKTTGAEELSPKKQTTAQWHSDIAFEPVPADYTSLRLVQLPKTGGDTLWASGY 193 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI-------GYGMDTTATPLR 195 
             YD + E  +  +       ++ + Q   G + ++    I          +      +  
Sbjct: 194 EIYDKISEPYQKFLETL----TVTFEQPGFGAIAESQGFQIYDKPRGAPENVGRVLKAIH 249 
 
Query: 196 PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGD 252 
           P+V+ +P TG  S+  +G H   I G+   ES+  L+  +D       +    +W    D 
Sbjct: 250 PVVRTNPVTGWKSIFPVGGHVSHINGVTDEESQHLLKWFLDLVYHNHDLQVRFKWQNPND 309 
 
Query: 253 VVVWDNRCLLHRA 265 
           + +WDNR + H A 
Sbjct: 310 IAIWDNRSVFHTA 322 
 
 
>ref|NP_968348.1| pyoverdine biosynthesis protein PvcB [Bdellovibrio bacteriovorus 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 807



           HD100] 
 emb|CAE79341.1| pyoverdine biosynthesis protein PvcB [Bdellovibrio bacteriovorus 
           HD100] 
          Length = 278 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 65/292 (22%), Positives = 109/292 (37%), Gaps = 32/292 (10%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQI-TFAKRFG 65 
           + P GA +     G   A++ D    ALH  +LQ  +++  G     N ++  ++ + +G 
Sbjct: 8   LKPFGAIVEPKAQG---ASVKDLDLKALHQLFLQEQIVVLRGFTTFKNSEEFASYCETWG 64 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            I     G ++ +        V Q +P   D +       M W  D  Y P + +  +F  
Sbjct: 65  EISIWPFGKVLEL--------VEQENPQ--DHIFDHSYVPMHW--DGMYRPQVPEYQIFH 112 
 
Query: 126 AEVVPAVG--GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
               P  G  GRT F++   A        +A   + +     +Y +    +  +  S  I 
Sbjct: 113 CVKAPLSGHGGRTTFSNTVLALKNASPELKAFWGKVTG----IYQREMEFYKSKTVSPII 168 
 
Query: 184 GYGMDTTATPLRPLVKV---HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 240 
                 T  P R    +    P +      +        G+   E E F +GL        
Sbjct: 169 ------TKHPKRDFSVIRYNEPPSADKGHFVNPPDLEFAGVPVGELEAFHQGLKSALYAP 222 
 
Query: 241 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 292 
              +AH+W  GDVV+ DN  LLH  E +  K PR +   ++   P  +   L 
Sbjct: 223 ENFYAHEWQDGDVVITDNFTLLHGREAFTSKSPRHLQRVQVQSSPPFDNPGL 274 
 
 
>emb|CBJ18895.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18920.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18951.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18972.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19000.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19016.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19085.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19087.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19089.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19090.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19091.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19092.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19093.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19099.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19100.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19102.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19103.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19104.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19105.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19106.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19113.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19114.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19115.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19116.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19118.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19119.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19120.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19121.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19122.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19123.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19124.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19125.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19166.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18889.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
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          Length = 105 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 52/110 (47%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+D LDE TR LV      HS ++S+++LG        +        A  L+ LV+ HP  
Sbjct: 2   AWDNLDEPTRELVLPLIGEHSRLFSRAELGF------DFTDEERLKFAPVLQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWRTDDL 105 
 
 
>emb|CBJ18888.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 36/110 (32%), Positives = 53/110 (48%), Gaps = 7/110 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL IG HAH + GM  A+    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  TDRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQRQFVYRHAWTPGDL 104 
 
 
>ref|XP_661712.1| hypothetical protein AN4108.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA59369.1| hypothetical protein AN4108.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF74691.1| TPA: conserved hypothetical protein [Aspergillus nidulans FGSC A4] 
          Length = 363 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 63/275 (22%), Positives = 109/275 (39%), Gaps = 31/275 (11%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFA 61 
           ++ IT     +G+ V G+ L+ L D     L     +  +++F  Q   +    +Q  FA 
Sbjct: 72  SVSITKLTPRVGSEVRGLQLSQLSDVQKDELALLIAERGVVVFRDQDFKDIGPGKQKEFA 131 
 
Query: 62  KRFGA--IERIGG--GDIVAISNVK--ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
             FG   +  +G    D +   N+   AD   R  + +         +    +H+D +Y  
Sbjct: 132 GYFGRLHVHPVGAHVKDHIEFHNIYLGADNLYRLQTRS-------TKLTTTGYHSDVSYE 184 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
                  + +   VP+ GG T +    AAY+ L +  + L+    A HS  + Q++     
Sbjct: 185 HQPPGVTLLTLLSVPSSGGDTAWVSQVAAYERLSDPIKKLLEGLRAEHS-GFPQAERARA 243 
 
Query: 176 QQAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLE 231 
                     G      P++   P+V+VHP TG  +L +       I G+   ES+  L+ 
Sbjct: 244 D---------GKFVRREPVKSEHPVVRVHPVTGEKALFVNSGFTKRIIGLKDEESDAILQ 294 
 
Query: 232 GLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
            L      +  +    +W    V +WDNR   H A 
Sbjct: 295 LLFKHISLSQDIQVRVKWDDRTVSLWDNRVTAHTA 329 
 
 
>ref|ZP_03831920.1| pyoverdine biosynthesis protein PvcB [Pectobacterium carotovorum 
           subsp. carotovorum WPP14] 
          Length = 292 
 
 Score = 53.9 bits (128), Expect = 3e-05,   Method: Compositional matrix adjust. 
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 Identities = 54/193 (27%), Positives = 80/193 (41%), Gaps = 43/193 (22%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVG----GRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           H D  Y+  + +  VF  + V AVG    GRT F+   AA       T+AL          
Sbjct: 110 HWDGMYLKTVPELQVF--QCVSAVGEGQGGRTTFSSTTAALRLASPETKALW-------- 159 
 
Query: 165 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LIG 212 
               Q   G  Q+A   Y       ++T   P+++ HP    P +             +  
Sbjct: 160 ----QRATGQYQRAVELY-------SSTAQAPIIEQHPYRTHPVIRFCEPPIAGDKEFLN 208 
 
Query: 213 RHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
              +   G++  E E+ L  L D A   PRV+ AHQW +GD+ + DN  LLH  E +  + 
Sbjct: 209 PSTYHFSGIEPEEQEQLLSSLQD-ALYDPRVYYAHQWQSGDIAIADNYSLLHGRESYTSQ 267 
 
Query: 272 ----LPRVMWHSR 280 
               L RV  H++ 
Sbjct: 268 SGRHLRRVHIHAK 280 
 
 
>ref|XP_001595570.1| hypothetical protein SS1G_03659 [Sclerotinia sclerotiorum 1980] 
 gb|EDO01185.1| hypothetical protein SS1G_03659 [Sclerotinia sclerotiorum 1980 
           UF-70] 
          Length = 331 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 57/238 (23%), Positives = 93/238 (39%), Gaps = 31/238 (13%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFA 61 
           T+ +TP    +G  + GV L+ L +AG   L     +  ++ F  Q  ++    + + +  
Sbjct: 97  TVDLTPA---MGTEIKGVQLSKLSNAGKDQLARFVAERKVVAFRDQDFADLPIAEAVEYG 153 
 
Query: 62  KRFGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           + FG   I    G      ++  +     D T         +   +    ++AWH+D TY 
Sbjct: 154 RYFGRPHIHPTSGAPAGHPEVHLVHRSAGDKTA--------ESFFETRTNSVAWHSDVTY 205 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 174 
                         VP  GG T FA+   AY+ L ++ +  +H  SA HS        G  
Sbjct: 206 EKQPPGTTFLYVLDVPESGGDTLFANGVEAYNRLSDSFKERLHGLSATHS--------GI 257 
 
Query: 175 VQQAGSAY-IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFL 230 
            Q   S Y  G         + P+V+ HP TG  +L + R     + G    ES+  L 
Sbjct: 258 EQVNASRYRNGIARREPVVNVHPIVRTHPVTGEKALYVNRQFTRKVVGFKQEESDMLL 315 
 
 
>dbj|BAE92213.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia sp. K101] 
 dbj|BAE92214.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. K301] 
 dbj|BAE92215.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia sp. K401] 
          Length = 109 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 37/115 (32%), Positives = 55/115 (47%), Gaps = 7/115 (6%) 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKV 200 
           RAAYDAL    ++ +    A H  + S+  LG    + +            P+  PLV+  
Sbjct: 1   RAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVNWPLVRT 54 
 
Query: 201 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 55  HAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 109 
 
 
>emb|CAY25735.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
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 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 31/108 (28%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q ++++QQ+ F+  FG  E+  GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRNQDITDEQQLAFSLNFGEREKSRGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CAY25779.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 32/109 (29%), Positives = 56/109 (51%), Gaps = 17/109 (15%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG-----------DIVAISNV 81 
           AA+HA   +  +L+F  Q + +DQQ+ F++  G +E+  G            D+  ISN+ 
Sbjct: 14  AAVHAGMDEFGVLVFHDQKIDDDQQLVFSRSLGPLEQATGDIAAPQDWRMSMDLNDISNL 73 
 
Query: 82  KADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
             +  +        DD  ++  +GN  WH+DS++  V A+ ++ SA VV 
Sbjct: 74  DKNNKILAR-----DDRRRLFGLGNQLWHSDSSFKDVPAKYSLLSARVV 117 
 
 
>emb|CAY25789.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25790.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 54/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F  Q +S+DQQ+ FA  FG  E   GG +              +S++  
Sbjct: 16  VEAGMDKYAVLLFRNQDISDDQQLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSSLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----KPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|YP_908226.1| oxidoreductase [Mycobacterium ulcerans Agy99] 
 gb|ABL06755.1| oxidoreductase [Mycobacterium ulcerans Agy99] 
          Length = 289 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 64/280 (22%), Positives = 102/280 (36%), Gaps = 48/280 (17%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI---- 67 
           G  LGA +TGV    LDD     +      + L+I    + S ++ +   K  G I     
Sbjct: 7   GEGLGAQITGVDPKILDDITTDEIRDIVYANKLVILKDVNPSPEEFLKLGKIVGQIVPYY 66 
 
Query: 68  ----ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 123 
                     +I   S V+  G  +  +                WH D  +MP     ++ 
Sbjct: 67  EPMYHHEDHPEIFVSSTVEGQGVPKTGA---------------FWHIDYMFMPEPFAFSM 111 
 
Query: 124 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                VP     T F D+   + +L  A +A      AR +L     +     +    Y  
Sbjct: 112 VLPLAVPGHDRGTYFIDLAKVWQSLPSAQQA-----PARGTLSTHDPRRHIKIRPSDVYR 166 
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Query: 184 GYG-----MDTTATPLR-PLVKVHPETGRPSLLI---------GRHAHAIPGMDAAESER 228 
             G     +     P++ P V  HP+TG   L I          +  + +   D A     
Sbjct: 167 PIGEVWDEISRATPPIKWPTVIRHPKTGEEILYICATGTTKIEDKDGNLV---DPAVLAE 223 
 
Query: 229 FL--EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
            L   G +D    +P +H   +  GD+++WDNR L+HRA+ 
Sbjct: 224 LLAATGQLDPEYNSPFIHTQHYEVGDIILWDNRVLMHRAK 263 
 
 
>ref|XP_002472070.1| predicted protein [Postia placenta Mad-698-R] 
 gb|EED82686.1| predicted protein [Postia placenta Mad-698-R] 
          Length = 362 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 42/180 (23%), Positives = 72/180 (40%), Gaps = 6/180 (3%) 
 
Query: 90  HSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 148 
           H   E ++ + V       WH+D T+ PV +  A+     +P  GG T +A    AYD L 
Sbjct: 135 HKQIELEEDLNVSQFATKEWHSDITFEPVPSDFAILKIHTLPETGGDTLWASGYEAYDRL 194 
 
Query: 149 DEATRALVHQRSARHSLVYSQS---KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 205 
             A    +   +A H   + +S   + G     G       + T    + P+++ +P TG 
Sbjct: 195 SPALAKHLEGLTAVHEATFFKSYVERQGQTLHEGPRGNPENVGTDLRTVHPVIRTNPVTG 254 
 
Query: 206 RPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLH 263 
             +L + ++    I  +   ES+  L+ L         +    +W   DV +W N    H 
Sbjct: 255 WKALFVNKNFTRRILELTKDESDATLDYLFRLVSDNHDLQVRFKWNKNDVAIWANSASFH 314 
 
 
>emb|CAY25769.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 33/108 (30%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD------------IVAISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG             +  +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNFGEREHARGGTATKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHPDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_003048696.1| hypothetical protein NECHADRAFT_46558 [Nectria haematococca mpVI 
           77-13-4] 
 gb|EEU42983.1| hypothetical protein NECHADRAFT_46558 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 333 
 
 Score = 53.5 bits (127), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 52/199 (26%), Positives = 80/199 (40%), Gaps = 29/199 (14%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           +HAD+++       ++   E  P VGG T +      YD L +A +  V    A H+    
Sbjct: 119 FHADTSFEINPPSYSLLRMEEHPEVGGDTAWISGYGLYDTLSDAMKRFVEGLHAVHT--- 175 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPL---RPLVKVHPETG------RPSLLIGRHAHAI 218 
             S+L    Q  +    +G      P+    P V+ HP TG       P  + G       
Sbjct: 176 --SRL----QYDTILDLWGTGPNRPPIDTHHPAVRTHPVTGLKAVNVNPGFVTG-----F 224 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 277 
             +   ES++ L+        A   +   +W  G V +WDNRC+LHR  P  +  PR    
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Sbjct: 225 AELKKVESDKLLDFFSYHLHSADDHYVRWKWTVGAVAMWDNRCVLHRVIPGTYDTPRRGI 284 
 
Query: 278 HSRLAGR-----PETEGAA 291 
            + + G      P +EG A 
Sbjct: 285 RTTVFGEKPYYDPNSEGRA 303 
 
 
>emb|CAY25766.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 53.5 bits (127), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 32/102 (31%), Positives = 54/102 (52%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD------------IVAISNVKADGTVR 88 
           ++A+LIF GQ ++++QQ+ FA  FG  E+  GG             +  +SN+  DG    
Sbjct: 22  KYAVLIFHGQDITDEQQLAFALNFGEREKARGGTATKKEDYRPTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  W++DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWYSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|EFX01815.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Grosmannia 
           clavigera kw1407] 
          Length = 375 
 
 Score = 53.5 bits (127), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 65/270 (24%), Positives = 102/270 (37%), Gaps = 36/270 (13%) 
 
Query: 28  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV---AISNVKAD 84 
           DDA    L     Q  ++ F  Q +  D Q    +R G +        +   A+SN K   
Sbjct: 73  DDAKIRDLAVLVSQRGVVFFRRQDIGIDDQKRLGQRLGELTGKPATSRLHRHALSNSKRG 132 
 
Query: 85  GTVRQHSPAEWDDMMKVI-------------------VGNMAWHADSTYMPVMAQGAVFS 125 
             V ++     DD + +I                   +  + WHAD T+  + +  A+   
Sbjct: 133 IAVDEN--GRLDDEISIISSEQNRLIYRDRFGSSSRRLAGVGWHADITFENIPSDYAILK 190 
 
Query: 126 AEVVPA-VGGRTCFADMRAAYDALDEATRALVHQRSARH---SLVYSQSKLG--HVQQAG 179 
               P  VGG T +A     YD L    + L    +A H   + V ++   G   + +   
Sbjct: 191 IVQPPEDVGGDTLWASGYELYDRLSPPIQKLTEGLTATHHQPAFVKAKDTFGIELISEDR 250 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH---AHAIPGMDAAESERFLEGLVDW 236 
            A    G+D  A    PL++ +P TG  SL    H   A  I G+   ES+      +   
Sbjct: 251 GAPENNGLDFKAE--HPLIRTNPVTGWKSLFGAGHQVDAGWINGVSERESDILKAYFLQL 308 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
             +   +    +W   DV +WDNR + H A 
Sbjct: 309 ITENHDLQVRFRWNKNDVAIWDNRSVFHTA 338 
 
 
>ref|XP_001547565.1| hypothetical protein BC1G_13809 [Botryotinia fuckeliana B05.10] 
 gb|EDN20012.1| hypothetical protein BC1G_13809 [Botryotinia fuckeliana B05.10] 
          Length = 344 
 
 Score = 53.5 bits (127), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 46/171 (26%), Positives = 77/171 (45%), Gaps = 21/171 (12%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH--SL 165 
           WHAD T+  V +  A+     +P  GG T +A     Y+ L    + ++   +A H  S  
Sbjct: 160 WHADITFERVPSDYAMLKIHTLPETGGDTLWASGNEIYERLSPKMKEMLEGLTATHDASF 219 
 
Query: 166 VYSQS-KLGH--VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG----RHAHAI 218 
            + ++ +LG    +    + +  G + +A  + P+V+ +P TG+ SL I     R  H + 
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Sbjct: 220 FHDEARRLGQDIREDMRGSPLNIGKELSA--VHPVVRTNPVTGKKSLFINQGFTRRLHPL 277 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
              ++     +L+ LV      P  H  Q    W+  DV +WDNR   H A 
Sbjct: 278 TKDESDLLLPWLKSLV------PLNHDAQVRWKWSKNDVAIWDNRSNWHCA 322 
 
 
>emb|CAY25750.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25756.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 53.5 bits (127), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 31/108 (28%), Positives = 56/108 (51%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L++ GQ ++++QQ+ +A  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLYRGQDITDEQQLAYALNFGEREHARGGTVTKKEDYRLTPGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_659802.1| hypothetical protein AN2198.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA63855.1| hypothetical protein AN2198.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF86366.1| TPA: conserved hypothetical protein [Aspergillus nidulans FGSC A4] 
          Length = 372 
 
 Score = 53.5 bits (127), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 66/296 (22%), Positives = 115/296 (38%), Gaps = 42/296 (14%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +  +TP    +G   + + L  +  DD     L     +  ++ F  Q +++D+Q    + 
Sbjct: 47  SFDVTPI---IGREFSDLQLTDILHDDQKLRDLAITVSRRGVVFFRNQSINSDEQKVLGQ 103 
 
Query: 63  RFGAIERIGGGDIV---AISNVKADGTVRQHSPAEWDDMMKVI----------------- 102 
           + G +        +   A++N     TV +H   + DD + VI                  
Sbjct: 104 KLGELTGKPATSKLHRHAVNNAGRKLTVNEH--GKLDDEVSVISSETNRKYYGDRFANNT 161 
 
Query: 103 --VGNMAWHADSTYMPVMAQGAVFSAEVVPA--VGGRTCFADMRAAYDALDEATRALVHQ 158 
             + +  WHAD T+  V +  A+      P    GG T +A     YD L    +AL    
Sbjct: 162 RHLASEGWHADITFERVPSDYAILKITHSPEDQTGGDTLWASGYEVYDRLSPPIQALTDT 221 
 
Query: 159 RSARH-----SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL--I 211 
            +A H     + +  +  +  +Q    A    G D  A+   PL++ +P TG  SL     
Sbjct: 222 LTAVHHQPSFNNIAKEHGIELIQGDRGAPENTGYDFRAS--HPLIRTNPVTGWKSLFGAA 279 
 
Query: 212 GRHAHA-IPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           G+  +  I G+   ESE   +       +   +    +W   D+ +WDNR + H A 
Sbjct: 280 GQVDNGWIEGVTKRESEILKKYFRQLIAENHDLQVRFKWGTNDLAIWDNRSVFHTA 335 
 
 
>ref|NP_925626.1| taurine dioxygenase [Gloeobacter violaceus PCC 7421] 
 dbj|BAC90621.1| gll2680 [Gloeobacter violaceus PCC 7421] 
          Length = 256 
 
 Score = 53.5 bits (127), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 71/279 (25%), Positives = 104/279 (37%), Gaps = 59/279 (21%) 
 
Query: 1   MAQTTL-QITPTGATLGATVTGVHLATLD-DAGFAALHAAWLQHALLIFPGQHLSNDQQI 58 
           M+ T L  +T     LGA +TG+ L+        A +  A ++H LL+FPGQ L+  QQI 
Sbjct: 1   MSTTALFSVTRLAPHLGAEITGLDLSRPTVPKTLALIRYALVEHQLLVFPGQTLTPIQQI 60 
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Query: 59  TFAKRFGAIERIG----GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
             ++ FG +E         D   I  V  D   R+  P          VG   WH D ++ 
Sbjct: 61  ALSRAFGEVEIFSPHPATADFPEIFPVSNDP--RRGHPD---------VGRY-WHHDGSF 108 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA------LVHQRSARHSLVYS 168 
                + + F         G   F++   AY++LD   +        VH    RH+     
Sbjct: 109 RKQATRLSFFYFREASEWVGDFLFSNSYLAYESLDRDVQQSFEPLITVHSNGVRHA---- 164 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESE 227 
                                       LV  HP TGR  L I     A + GM A +   
Sbjct: 165 ----------------------------LVPTHPLTGRKLLYINLGLTAGVVGM-AKQDY 195 
 
Query: 228 RFLEGLVDWACQAPRVHA-HQWAAGDVVVWDNRCLLHRA 265 
             L G ++     P     H+   GD+++ DN  + H A 
Sbjct: 196 IKLAGFINRHLSRPEFTLRHKPRPGDLILCDNHSVAHNA 234 
 
 
>gb|AAD55077.1|AF176240_1 2,4-D-alpha ketoglutarate dioxygenase [Rhodoferax sp. P230] 
 dbj|BAE92216.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia sp. T101] 
 dbj|BAE92217.1| 2,4-D/alpha-ketoglutarate dioxygenase [Ralstonia sp. I502] 
          Length = 109 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 39/115 (33%), Positives = 52/115 (45%), Gaps = 7/115 (6%) 
 
Query: 142 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKV 200 
           RAAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+  
Sbjct: 1   RAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRT 54 
 
Query: 201 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 55  HAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 109 
 
 
>ref|YP_001140900.1| pyoverdine biosynthesis protein [Aeromonas salmonicida subsp. 
           salmonicida A449] 
 gb|ABO89152.1| pyoverdine biosynthesis protein [Aeromonas salmonicida subsp. 
           salmonicida A449] 
          Length = 291 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 49/171 (28%), Positives = 69/171 (40%), Gaps = 31/171 (18%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           H D  Y P + +  +F     PA   GGRT F + R     LD    A    R  R  +  
Sbjct: 107 HWDGMYKPTVPEFQLFHCVHAPAADEGGRTIFINTRQLLVDLDGERLA----RWERVRIT 162 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL-----------LIGRHA 215 
           Y   ++ H          YG + ++    PL+  HP +G   +            + +HA 
Sbjct: 163 YRIKQVVH----------YGGEVSS----PLLVPHPVSGETVMRYNEPPREGGRFLNQHA 208 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
             I G+   E   FL+ L +        +AHQW  GDVV+ DN  LLH  E 
Sbjct: 209 LQIEGIPPEEQGAFLQDLHERLYDPRYFYAHQWQPGDVVIADNFGLLHGRE 259 
 
 
>emb|CBJ18887.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 52/110 (47%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
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           A+D LDE TR LV      HS ++S+++LG        +        A  L+ LV+ HP  
Sbjct: 2   AWDNLDEPTRELVLPLIGEHSRLFSRAELGF------DFTDEERLKFAPVLQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSPHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWRTDDL 105 
 
 
>emb|CAY25727.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 31/102 (30%), Positives = 52/102 (50%), Gaps = 18/102 (17%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVKADGTVR 88 
           ++A+L F G  ++++QQ+ FA  FG  E+  GG +              +SN+  DG    
Sbjct: 22  KYAVLTFHGHDITDEQQLAFALNFGEREKARGGTVTKKEDYRLTTGLNDVSNLGKDG--- 78 
 
Query: 89  QHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
              P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 79  --KPLSRDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ18788.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 53/112 (47%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYDAL E T+  +      H  ++S+  LG      +    +       P+R PLV+ H 
Sbjct: 1   AAYDALPERTKQDLGGLFTEHWALHSRFMLGDEDYTEAQKAAF------PPVRWPLVRAH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR +L IG HA  + GM   E    L  L++ A Q   V+   W  GD+ 
Sbjct: 55  PGSGRKALFIGAHAREVVGMTVPEGRLLLSELLEHATQPEFVYRRHWRLGDL 106 
 
 
>ref|XP_002419144.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative; 
           dnaJ-like protein, putative [Candida dubliniensis CD36] 
 emb|CAX42733.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Candida dubliniensis CD36] 
          Length = 388 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 66/278 (23%), Positives = 113/278 (40%), Gaps = 41/278 (14%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TT  I+P    LG  + G+ L+ L+DA    +     Q  +L+F  Q    D+   F  + 
Sbjct: 83  TTSNISPK---LGTEIKGIQLSQLNDAAKDEVALLAAQRGVLVFRDQDFI-DKGPEFVTK 138 
 
Query: 64  FGAIERIGGGDIVAIS---------NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 114 
           +  +   G   I   S         +V   G  +++ P E    + V+  ++++  + T  
Sbjct: 139 Y--VSHYGPLHIHPTSGAPKGHPDIHVVLSGDTKEY-PFEKKTNLVVLHSDVSYELNPTA 195 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV----YSQS 170 
           +  +A     +  +  + GG T F +   AYD L    +  +    A HS V    ++   
Sbjct: 196 LSFLA-----ATNIPQSGGGDTVFVNTVEAYDRLSPLFKEKLEGLKAVHSAVEQANFAIF 250 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERF 229 
           K GHV++                + P+V+  P  G+  L +       I G+   ES    
Sbjct: 251 KKGHVKRH-----------PVENVHPIVRTTP-LGQKVLYVNNGFTRKIEGLKEEESSYL 298 
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Query: 230 LEGLVD--WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           L  L+D  W     ++ AH W    VV++DNR + H A 
Sbjct: 299 LNFLLDHIWKGHDFQIRAH-WEPNTVVIFDNRVVGHSA 335 
 
 
>ref|XP_503099.1| YALI0D21098p [Yarrowia lipolytica] 
 emb|CAG81291.1| YALI0D21098p [Yarrowia lipolytica] 
          Length = 399 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 69/281 (24%), Positives = 113/281 (40%), Gaps = 42/281 (14%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA-IER---- 69 
           +G  + GV LA L++     L     +  ++ F  Q L   +Q+   + +G+ IE+     
Sbjct: 111 IGTEIVGVQLADLNEQQLDELALLIAERTVVFFRDQDLPPAKQLEIGQFWGSQIEKHPQV 170 
 
Query: 70  --IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
             + G     I+ +  D  + +   A +    K   G   WH D  +    A       + 
Sbjct: 171 PHVPG--YPGITVLWPDHQILEGRKANF----KQPGGASGWHTDLVHEAQPAGLTHLHND 224 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
            +P+VGG T ++    AYD L  A +  ++ ++A             + ++   YI     
Sbjct: 225 QIPSVGGDTAWSSGYGAYDKLSPAFQEFLNGKTA-------------IYRSAHTYIDRN- 270 
 
Query: 188 DTTATPL-----RPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESERFLEGLVDWACQAP 241 
           D  A P       PLV+ HP TG  +L + R     I G++  ES+  L  L D   +   
Sbjct: 271 DPLAGPKHIEREHPLVRTHPVTGWKTLWVNRAMTVRIVGLEPKESDAILSYLYDVYEKNQ 330 
 
Query: 242 RVHAH-QWAA-----GDVVVWDNRCLLHRAEPWDF--KLPR 274 
            +    +W       G   +WDNR   H A  WD+  K PR 
Sbjct: 331 DIQVRFRWQPTKEGLGTSAIWDNRISQHNAI-WDYEGKEPR 370 
 
 
>emb|CBJ18962.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 52/110 (47%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+D LDE TR LV      HS ++S+++LG        +        A  L+ LV+ HP  
Sbjct: 2   AWDNLDEPTRELVLPLIGEHSRLFSRAELGF------DFTDEERLKFAPVLQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWHTDDL 105 
 
 
>gb|ACG80575.1| TfdA [uncultured bacterium] 
          Length = 118 
 
 Score = 53.1 bits (126), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 45/129 (34%), Positives = 58/129 (44%), Gaps = 20/129 (15%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD----TTATP 193 
           FADMRAAYDAL E  +A +    A HS+ YS+ +LG       A    G      T A   
Sbjct: 3   FADMRAAYDALPEDMKARLEGLQAHHSIAYSRQRLGFEFSGDEAXAPEGRRASAGTHAAA 62 
 
Query: 194 LRPLVKVHPETGRPS---LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 250 
            RP + +     R S   L+  R   A P    A ++R              V+ H W A 
Sbjct: 63  HRPQISL-SRLARESHTRLVRPRRQAAAPRSHRAPTQRQF------------VYRHAWRA 109 
 
Query: 251 GDVVVWDNR 259 
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           GD+V+WDNR 
Sbjct: 110 GDLVMWDNR 118 
 
 
>ref|XP_003174143.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Arthroderma 
           gypseum CBS 118893] 
 gb|EFR01313.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Arthroderma 
           gypseum CBS 118893] 
          Length = 359 
 
 Score = 53.1 bits (126), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 44/169 (26%), Positives = 68/169 (40%), Gaps = 15/169 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALD-------EATRALVHQR 159 
           WH+D  + PV A+        VP  GG  T +A     YD +        E   A   Q  
Sbjct: 153 WHSDVAFEPVPAEYTTLRLTEVPKTGGADTLWASGYELYDRISKPYQRFLETLTATCAQP 212 
 
Query: 160 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAI 218 
                    + KL   Q+     +G    +    + P+V+ +P TG  S+   G H   I 
Sbjct: 213 GYNKVAATGKFKLFDGQRGAPENVGSNFSS----VHPVVRTNPVTGWKSIYSAGFHVQKI 268 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRA 265 
             +  AES+  L+  +    +   +    +W  A D+ +WDNRC+ H A 
Sbjct: 269 NDLTEAESKSLLDWFLRLINENNDLQVRFKWKNANDMAIWDNRCVFHTA 317 
 
 
>emb|CAY25718.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 53.1 bits (126), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 32/108 (29%), Positives = 55/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++Q++ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQRLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +GN  WH DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHFDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|ADI34070.1| 2,4-D/alpha-ketoglutarate dioxygenase [Burkholderia sp. 3HD3] 
          Length = 100 
 
 Score = 53.1 bits (126), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 26/62 (41%), Positives = 35/62 (56%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 37  PLVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 96 
 
Query: 256 WD 257 
           W+ 
Sbjct: 97  WE 98 
 
 
>ref|XP_001826717.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Aspergillus 
           oryzae RIB40] 
 dbj|BAE65584.1| unnamed protein product [Aspergillus oryzae] 
          Length = 372 
 
 Score = 53.1 bits (126), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 40/174 (22%), Positives = 72/174 (41%), Gaps = 15/174 (8%) 
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Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+D T+ P+ +   V     +P  GG T +A     YD + +  +  +   +A     Y 
Sbjct: 165 WHSDITFEPIPSDYTVLRLTELPKTGGDTLWASGYELYDRISKPYQQFLEGLTA----TY 220 
 
Query: 168 SQSKLGHVQQAGSAYIGYG-------MDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIP 219 
           +Q     V +     I  G       +      + P+++ +P TG  S+  +G H   +  
Sbjct: 221 AQPGFNRVAKENDFEIFTGPRGAPENVGDKLEAIHPVIRTNPVTGWKSVFAVGVHVAKVN 280 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRAEPWDFK 271 
            +   ES+  L   V    +   +    +W    D+ +WDNR + H A  +D+K 
Sbjct: 281 DLSEEESDHLLRWFVSLIVENHDLQVRLRWENPNDLAIWDNRSVYH-AATYDYK 333 
 
 
>emb|CBX93828.1| hypothetical protein [Leptosphaeria maculans] 
          Length = 465 
 
 Score = 53.1 bits (126), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 63/262 (24%), Positives = 96/262 (36%), Gaps = 50/262 (19%) 
 
Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIERI 70 
            + +G  + GV LA L D     L        ++ F  Q +L+ D+Q    + FG+     
Sbjct: 191 NSKIGTEIHGVDLANLTDLQKNDLARLISTRGVVFFRNQKNLTIDKQRELGQCFGS---- 246 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMK-VIVGNMAWHADSTYM---PVMAQGAVFSA 126 
                            R H  A      + +      WH+D TY    P      + +A 
Sbjct: 247 -------------PAHARHHRGATTRRFRRPLFTQTFHWHSDVTYETQPPSYTSLKLLTA 293 
 
Query: 127 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 186 
              P  GG T ++   AAYD L  A +  +   +A HS          +Q  G+  +G   
Sbjct: 294 PP-PGAGGDTIWSSQYAAYDMLSPALQTYLESLTALHS--------ADLQTQGTRALGRA 344 
 
Query: 187 MDTTA-TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC-QAPRVH 244 
           +     T   PL++ +P TG                 A +   F+  L++     +P V  
Sbjct: 345 VRRDPITTEHPLIRTNPVTG----------------SAEDESDFVIALLNQVVATSPEVQ 388 
 
Query: 245 AH-QWAAGDVVVWDNRCLLHRA 265 
              +W  GDV  WDNRC  H A 
Sbjct: 389 VRFRWGEGDVAFWDNRCTNHSA 410 
 
 
>ref|XP_002841597.1| hypothetical protein [Tuber melanosporum Mel28] 
 emb|CAZ85788.1| unnamed protein product [Tuber melanosporum] 
          Length = 393 
 
 Score = 53.1 bits (126), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 68/272 (25%), Positives = 97/272 (35%), Gaps = 46/272 (16%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFG-------- 65 
           +G  + GV L TL DA    L        ++ F  Q       Q+   + +G         
Sbjct: 92  IGTEIHGVKLKTLTDAQKNDLARLVAYRGVVFFRDQGDFEVGDQLDLGRYWGPLHKHATT 151 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
           ++ R  G D + +    A+G           D   +      WHAD TY        +   
Sbjct: 152 SVPRKEGLDEIHVVYHDANGL----------DQRALFTPTHLWHADVTYELQPPSYTLLK 201 
 
Query: 126 AEVVPAVGG--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
               P  GG   T ++   AAYD L    +  +   +A HS           Q  GS    
Sbjct: 202 VLHGPPRGGGGDTLWSSQYAAYDVLSAPMQKYLEGLTALHS--------AEEQAIGSR-- 251 
 
Query: 184 GYGMDTTATPLR--------PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                 T  P+R        PLV+ HP TG  SL +       I G+   ES+  L+ L  
Sbjct: 252 -----ATGRPVRREPVITEHPLVRTHPVTGWKSLFVNPGFVKQIVGVPKMESDAILKYLN 306 
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Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           D       +HA  +W    + +WDNR   H A 
Sbjct: 307 DIVVATQELHARFRWEENTIAIWDNRICNHTA 338 
 
 
>ref|YP_004015360.1| taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
 gb|ADP79490.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia sp. EuI1c] 
          Length = 316 
 
 Score = 52.8 bits (125), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 70/317 (22%), Positives = 120/317 (37%), Gaps = 55/317 (17%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATL-DDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 59 
           M+  T++    G   GA ++G+  A L D A    +   + +  +++F G   S + Q+  
Sbjct: 1   MSTITVKDLRDGLPFGARISGITSAALADQAVRQEIADTFERRGVIVFEGVEPSTELQVQ 60 
 
Query: 60  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN------MAWHADST 113 
            +  FG ++         +   +  G +   +     DM  V +          WH D   
Sbjct: 61  ISNVFGPLKDHPSKTTTRVDAERWPGVIAISATP---DMCIVEIDGKPRISWQPWHFDHC 117 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 173 
           Y   + +  V  A  V    G T FAD    ++ L    +A+    +A  +++Y+   L  
Sbjct: 118 YNDELNRAGVLRAVTVAPDDGLTGFADGIQIWNDLPAEAKAV----AADLNVIYTLDLLY 173 
 
Query: 174 HVQQAGSAYIGYGMDTTATPLRPLVK--------------VHP-----ETGR------PS 208 
             Q+       +G+  +   LRP                 +HP     ETG       P  
Sbjct: 174 PHQR-------FGLPASFKELRPYANAEQILRNAAALPRAIHPAVWTRETGEKVMHLSPY 226 
 
Query: 209 LLIGRHAHAIPGMDAAESERFLEGLVDWA--CQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
           + +G      P  D  E   ++     WA   +  R + H W   D+++WDN  +LH A  
Sbjct: 227 MAVGFEGQETP--DGEEKFHYV-----WAEVLKVIRPYWHSWKTTDMLIWDNWRMLHEAG 279 
 
Query: 267 PWDFKLPRVMWHSRLAG 283 
             D  L RVM  + + G 
Sbjct: 280 GCDPSLDRVMHRTTIKG 296 
 
 
>gb|EGA73988.1| Jlp1p [Saccharomyces cerevisiae AWRI796] 
          Length = 318 
 
 Score = 52.8 bits (125), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 52/201 (25%), Positives = 82/201 (40%), Gaps = 18/201 (8%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAKR 63 
           +ITP    LG  + G+ L  L DA    L     Q  +++F  Q+ ++   D    + +  
Sbjct: 117 KITPK---LGLEINGIQLTDLSDAAKDELALLVAQKGVVVFRNQNFADEGPDYVTEYGRH 173 
 
Query: 64  FGA--IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 121 
           FG   I +  G      +N +   T R+    E+  +      +  WH D +Y        
Sbjct: 174 FGKLHIHQTSGH---PQNNPELHITFRRPDAEEFARVFDDSTSSGGWHTDVSYELQPPSY 230 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
             FS    P  GG T FAD   A+D L +  +  +   S  H +  S+ +  + Q+ G   
Sbjct: 231 TFFSVVEGPDGGGDTLFADTIEAFDRLSKPLQDFL---STLHVIHSSKEQAENSQRQG-- 285 
 
Query: 182 YIGYGMDTTATPLRPLVKVHP 202 
             G       T + PLV+VHP 
Sbjct: 286 --GIKRRAPVTHIHPLVRVHP 304 
 
 
>ref|XP_721596.1| potential taurine catabolic dioxygenase Tcd3 [Candida albicans 
           SC5314] 
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 gb|EAL02800.1| potential taurine catabolic dioxygenase Tcd3 [Candida albicans 
           SC5314] 
 gb|EEQ44269.1| hypothetical protein CAWG_02534 [Candida albicans WO-1] 
          Length = 388 
 
 Score = 52.8 bits (125), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 69/282 (24%), Positives = 112/282 (39%), Gaps = 49/282 (17%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           TT  I+P    LG  + G+ L+ L+DA    +     Q  +L+F  Q    D+   F  + 
Sbjct: 83  TTSNISPK---LGTEIKGIQLSQLNDAAKDEVALLAAQRGVLVFRDQDFI-DKGPEFVTK 138 
 
Query: 64  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN------------MAWHAD 111 
           +  +   G   I   S           +P +  D+  V+ G+            +A H+D 
Sbjct: 139 Y--VSHYGPLHIHPTSG----------APKDHPDIHVVLSGDTKEYPFEKKTNLVALHSD 186 
 
Query: 112 STYMPVMAQGAVFSAEVVP-AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV---- 166 
            +Y       +  +A  +P + GG T F D   AY+ L    +  +    A HS V     
Sbjct: 187 VSYELNPTALSFLAATNIPQSGGGDTVFVDTVEAYNRLSPLFKEKLEGLKAVHSAVEQAN 246 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAE 225 
           ++  K GHV++     +            P+V+  P  G+  L +       I G+   E 
Sbjct: 247 FAIFKKGHVKRHPVENV-----------HPIVRTTP-LGQKVLYVNNGFTRRIEGLKEEE 294 
 
Query: 226 SERFLEGLVD--WACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           S   L  L+D  W     ++ AH W    VV++DNR + H A 
Sbjct: 295 SSYLLNFLLDHIWKGHDFQIRAH-WEPNTVVIFDNRVVGHTA 335 
 
 
>ref|ZP_03517935.1| putative taurine dioxygenase protein [Rhizobium etli IE4771] 
          Length = 156 
 
 Score = 52.8 bits (125), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 39/150 (26%), Positives = 64/150 (42%), Gaps = 26/150 (17%) 
 
Query: 26  TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAI-------ERIGGGDIVA 77 
           +  DA  AA++   L+H ++ F  Q HL + +Q  FA+R G +          G   I+  
Sbjct: 14  SFSDATVAAINQLLLKHKVIFFRDQDHLDDSEQEAFARRLGDLVPHPTQGPVTGTASILN 73 
 
Query: 78  ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 137 
           + + +  G   Q                  WH D T++    + +V    V+PA GG T  
Sbjct: 74  LDSSRGGGRADQ------------------WHTDVTFVDAYPKFSVLRGVVIPAAGGDTI 115 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVY 167 
           +++  AAY++L    + L     A HS  Y 
Sbjct: 116 WSNTHAAYESLPAPLKLLADNLWAIHSNAY 145 
 
 
>ref|XP_002385365.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
 gb|EED45236.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
          Length = 372 
 
 Score = 52.8 bits (125), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 40/174 (22%), Positives = 72/174 (41%), Gaps = 15/174 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+D T+ P+ +   V     +P  GG T +A     YD + +  +  +   +A     Y 
Sbjct: 165 WHSDITFEPIPSDYTVLRLTELPKTGGDTLWASGYELYDRISKPYQQFLEGLTA----TY 220 
 
Query: 168 SQSKLGHVQQAGSAYIGYG-------MDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIP 219 
           +Q     V +     I  G       +      + P+++ +P TG  S+  +G H   +  
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Sbjct: 221 AQPGFNRVAKENDFEIFTGPRGAPENVGDKLEAIHPVIRTNPVTGWKSVFAVGVHVAKVN 280 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRAEPWDFK 271 
            +   ES+  L   V    +   +    +W    D+ +WDNR + H A  +D+K 
Sbjct: 281 DLSEEESDHLLRWFVSLIVENHDLQVRLRWENPNDLAIWDNRSVYH-AATYDYK 333 
 
 
>emb|CAY25760.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25763.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 52.8 bits (125), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 33/110 (30%), Positives = 54/110 (49%), Gaps = 18/110 (16%) 
 
Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISN 80 
           A + A   ++A+L F  Q ++++QQ+ FA  FG  E   GG +              +SN 
Sbjct: 14  ADIEAGMDKYAVLPFRNQDITDEQQLAFALNFGERESARGGTVTKEEDYRLTSGLNDVSN 73 
 
Query: 81  VKADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
           +  DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 74  LGKDG-----RPLARDSRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>ref|XP_002419281.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Candida dubliniensis CD36] 
 emb|CAX42871.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Candida dubliniensis CD36] 
          Length = 423 
 
 Score = 52.8 bits (125), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 66/294 (22%), Positives = 108/294 (36%), Gaps = 54/294 (18%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ L+ L D     L     +  ++ F  Q LS  +Q+    
Sbjct: 110 AEDVIHLTPY---IGTEIVGLQLSELTDKQKDELALLIAERVVVFFKDQDLSPQKQLELG 166 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKADGTVRQHSPAEWD---DMMKVIVGNMAWHADS 112 
             +G +E      RIG  +   IS +      ++     WD      +   GN  WH+D  
Sbjct: 167 HYWGQVEVHPQASRIGE-EFDGISVI-----WQEQQRDRWDLNLTFKQSKKGNSQWHSDL 220 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVYS 168 
            +    A       + +P +GG T ++    AYD L  A +  +  ++A     H  +   
Sbjct: 221 VHEKQTAGITHLHLDAIPGIGGETLWSSTYGAYDKLSPALQKFLDGKTAIYRSAHQYLDR 280 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAESE 227 
           +  L      G  Y+            P+V+ HP TG   L + R     I G+   ES+ 
Sbjct: 281 KDPL-----KGPKYVERE--------HPIVRTHPVTGWKYLFVNRSMTVRIVGLLPEESD 327 
 
Query: 228 RFLEGL-----------VDWACQAP-------RVHAHQWAAGDVVVWDNRCLLH 263 
             L  L           V W+ Q         +    +   G   +WDNR   H 
Sbjct: 328 LILNYLYSVIETNRDIQVRWSWQKELGSVKNNKKEEPKQYRGVSALWDNRISNH 381 
 
 
>ref|XP_002569045.1| Pc21g20580 [Penicillium chrysogenum Wisconsin 54-1255] 
 emb|CAP96955.1| Pc21g20580 [Penicillium chrysogenum Wisconsin 54-1255] 
          Length = 400 
 
 Score = 52.4 bits (124), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 62/257 (24%), Positives = 97/257 (37%), Gaps = 16/257 (6%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIERIGGG 73 
           +G  + GV L+ LDDA    L        ++ F  Q +   + Q    + +G + R     
Sbjct: 99  IGTEIHGVDLSKLDDAQRDDLARLIAYRGVVFFRSQKNFDIESQRQLGQYWGKLHRHATT 158 
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Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPA 131 
            +     ++    V  ++     D   +   +  WH+D TY   P         +      
Sbjct: 159 SVPRKPGLEDVHVV--YTGDNSGDNRALFTPSFLWHSDVTYEIQPPSYTSLKLLSGPPRG 216 
 
Query: 132 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD-TT 190 
            GG T ++   AAYD L    +  +   +A HS          +Q   S  +G  +     
Sbjct: 217 GGGDTLWSSQYAAYDILSSHMQNYLKGLTALHS--------ADMQANDSRALGRPVRRDP 268 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
            T   PL++ +P TG   L         I G+ AAES+  +  L D       +HA   W 
Sbjct: 269 VTTEHPLIRTNPVTGWNGLFFNPGFVKKIVGIPAAESDAIIRFLTDVIATTQEMHARFSW 328 
 
Query: 249 AAGDVVVWDNRCLLHRA 265 
              DV +WDNR   H A 
Sbjct: 329 GEEDVAIWDNRSTNHSA 345 
 
 
>gb|EFQ27447.1| TfdA family Taurine catabolism dioxygenase TauD [Glomerella 
           graminicola M1.001] 
          Length = 390 
 
 Score = 52.4 bits (124), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 61/274 (22%), Positives = 105/274 (38%), Gaps = 31/274 (11%) 
 
Query: 6   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITFAK 62 
           ++ T     +G  + G+ L+ L+      L     +  ++ F  Q   N   ++Q  F + 
Sbjct: 98  IKATKLTPVIGTEIRGLQLSRLNSRQKDELALLIAERGVVAFRDQDFKNIGAEKQKEFGR 157 
 
Query: 63  RFGA--IERIGG--GDIVAISNVK--ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 116 
            FG   I  +G    D +   N+    D   R  S +         +  + +H+D +Y   
Sbjct: 158 SFGPLHIHPVGAHVRDNLEFHNIYLGPDNEYRNRSKSNK-------LSTIGYHSDVSYEH 210 
 
Query: 117 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
                 + +   VP  GG T +    AAY  L    + L+    A HS        G+ Q 
Sbjct: 211 QPPGVTILTLLSVPETGGDTAWVSQTAAYARLSRPIQTLLEGLRAEHS--------GYPQ 262 
 
Query: 177 QAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEG 232 
              +   G  +     P++   P+V++H  TG+ +L +       I G+   ES+  L+  
Sbjct: 263 ADNARRDGRFV--RREPVKSDHPVVRIHRATGQKALFVNPGFTKKIIGLRDEESDALLKL 320 
 
Query: 233 LVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           L +            +W  G V +WDNR   H A 
Sbjct: 321 LFNHINHGQDFQVRVKWEEGTVALWDNRVTAHTA 354 
 
 
>dbj|BAF81030.1| 2,4-D dioxygenase [Burkholderia sp. M3-VN6-5W] 
 dbj|BAF81031.1| 2,4-D dioxygenase [Burkholderia sp. 51-VN6-1W] 
 dbj|BAF81032.1| 2,4-D dioxygenase [Burkholderia sp. 27-VN4-2W] 
 dbj|BAF81033.1| 2,4-D dioxygenase [Burkholderia sp. 59-VN4-1W] 
 dbj|BAF81034.1| 2,4-D dioxygenase [Burkholderia sp. 70-VN5-1W] 
 dbj|BAF81038.1| 2,4-D dioxygenase [Ralstonia sp. 3-VN9-1W] 
 dbj|BAF81039.1| 2,4-D dioxygenase [Burkholderia sp. 62-VN9-1W] 
 dbj|BAF81040.1| 2,4-D dioxygenase [Burkholderia sp. 64-VN9-2W] 
 dbj|BAF81041.1| 2,4-D dioxygenase [Burkholderia sp. M10-VN8-1W] 
 dbj|BAF81042.1| 2,4-D dioxygenase [Burkholderia sp. M26-VN8-1W] 
 dbj|BAF81043.1| 2,4-D dioxygenase [Burkholderia sp. M27-VN8-1W] 
 dbj|BAF81048.1| 2,4-D dioxygenase [Burkholderia sp. M1-VN7-4W] 
 dbj|BAF81049.1| 2,4-D dioxygenase [Burkholderia sp. 77-VN7-2W] 
 dbj|BAF81050.1| 2,4-D dioxygenase [Burkholderia sp. 58-VN7-1W] 
 dbj|BAF81051.1| 2,4-D dioxygenase [Ralstonia sp. M1-VN1-7W] 
 dbj|BAF81052.1| 2,4-D dioxygenase [Ralstonia sp. 10-VN1-1W] 
          Length = 104 
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 Score = 52.4 bits (124), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 25/61 (40%), Positives = 35/61 (57%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 44  PLVRTHAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 103 
 
Query: 256 W 256 
           W 
Sbjct: 104 W 104 
 
 
>dbj|BAF81045.1| 2,4-D dioxygenase [Burkholderia sp. 51-VN3-2W] 
          Length = 104 
 
 Score = 52.4 bits (124), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 25/61 (40%), Positives = 35/61 (57%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 44  PLVRTHAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 103 
 
Query: 256 W 256 
           W 
Sbjct: 104 W 104 
 
 
>emb|CBJ18798.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 52.4 bits (124), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 32/92 (34%), Positives = 46/92 (50%), Gaps = 5/92 (5%) 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 220 
             HSL+YS+++LG      S +      +    L  LV+ HP TGR SLL+  H  AI G 
Sbjct: 19  CEHSLIYSRAQLG-----FSNFTDEERHSMRPVLHKLVRTHPVTGRKSLLLSAHIGAIVG 73 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
               E+  F+  L++ A Q   V+ H+W   D 
Sbjct: 74  WPRPEAMAFIRDLMEHATQPQFVYVHRWTKHD 105 
 
 
>dbj|BAF81035.1| 2,4-D dioxygenase [Nocardioides sp. 116-VN10-1W] 
          Length = 104 
 
 Score = 52.4 bits (124), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 25/61 (40%), Positives = 35/61 (57%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 44  PLVRTHAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 103 
 
Query: 256 W 256 
           W 
Sbjct: 104 W 104 
 
 
>dbj|BAF81044.1| 2,4-D dioxygenase [Burkholderia sp. M38-VN3-2W] 
 dbj|BAF81046.1| 2,4-D dioxygenase [Burkholderia sp. 47-VN3-1W] 
 dbj|BAF81047.1| 2,4-D dioxygenase [Burkholderia sp. 124-VN3-1W] 
 dbj|BAF81053.1| 2,4-D dioxygenase [Ralstonia sp. M10-VN2-1W] 
          Length = 104 
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 Score = 52.4 bits (124), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 25/61 (40%), Positives = 35/61 (57%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  + G+  AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 44  PLVRTHAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLEHATQREFVYRHRWNVGDLVM 103 
 
Query: 256 W 256 
           W 
Sbjct: 104 W 104 
 
 
>dbj|BAD15039.1| hypothetical protein [Bradyrhizobium sp. ApB16] 
          Length = 102 
 
 Score = 52.0 bits (123), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 34/107 (31%), Positives = 47/107 (43%), Gaps = 5/107 (4%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 206 
           ALD+ T+A +      HSL+YS+  LG  +     Y           L+ LV+ HP   R 
Sbjct: 1   ALDDETKAEIEDLVCEHSLMYSRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHPVHRR 55 
 
Query: 207 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            SL +  HA  I  M   E    L  L + A Q   V+ H+W   D+ 
Sbjct: 56  KSLYLSSHAGKIVSMSVPEGRLLLRDLNEHATQGEFVYVHKWKLHDL 102 
 
 
>ref|XP_001526184.1| hypothetical protein LELG_02742 [Lodderomyces elongisporus NRRL 
           YB-4239] 
 gb|EDK44563.1| hypothetical protein LELG_02742 [Lodderomyces elongisporus NRRL 
           YB-4239] 
          Length = 384 
 
 Score = 52.0 bits (123), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 67/280 (23%), Positives = 109/280 (38%), Gaps = 47/280 (16%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
           T  ++P    LG  + G+ L+ L+DAG   +     Q  +L+F  Q L             
Sbjct: 83  TTNLSPK---LGTEIRGIQLSELNDAGRDQVALLASQRGVLVFRDQDL------------ 127 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIVGN------------MAW 108 
                I  G    +  V   GT   H    +P    D+  V+ G+            + W 
Sbjct: 128 -----IDKGPENLVEYVSHYGTPHIHPTSGAPKGHPDIHSVLTGDTKEDAFSTRNNLVVW 182 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVP-AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           H+D +Y       +  +   +P A GG T FAD R AY+ L    +  +    A HS V  
Sbjct: 183 HSDVSYELNPTAVSFLAVTNIPKAGGGDTVFADNREAYNRLSPLFKEKIDNLKAVHSAV- 241 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAES 226 
            Q+ L  V+  G     + ++     + P+V+  P +G+  L +       I  +   ES 
Sbjct: 242 DQANLAVVK--GGVVKRHPVEN----IHPVVRTTP-SGQKVLYVNSGFTRRIVDLKGEES 294 
 
Query: 227 ERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +  L+ L+     +        W  G V ++DNR + H A 
Sbjct: 295 DFLLKFLLQHIASSQDFQVRVNWQPGTVAIFDNRIVSHSA 334 
 
 
>ref|XP_001201468.1| PREDICTED: hypothetical protein, partial [Strongylocentrotus 
           purpuratus] 
          Length = 176 
 
 Score = 52.0 bits (123), Expect = 9e-05,   Method: Compositional matrix adjust. 
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 Identities = 50/186 (26%), Positives = 77/186 (41%), Gaps = 34/186 (18%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG-FAALHAAWLQHALLIFPGQH-LSNDQQITFAK 62 
           T Q+ P+   LG  V G+ LA     G    +     QH L+IF  Q  +S D+ +  +  
Sbjct: 6   TYQLKPS--RLGVEVFGIDLAQQQPQGVIDQIKEDVTQHRLMIFRNQSPISGDRHVEISL 63 
 
Query: 63  RFGAIE-------RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 115 
            FG +E       +    D+  +SNV+++G                 VG   WH D ++  
Sbjct: 64  WFGELESTFYKHPKSPHPDVFRVSNVESEGCRG--------------VGRTGWHIDGSFQ 109 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA---LVHQRSAR-----HSLVY 167 
           P     +++   VVP  G  T FA +    + L E  +A    ++  S R     H LVY 
Sbjct: 110 PAPFNYSLYYMHVVPKEGD-TVFAPLNEIIEGLSEDQQAKWDKLYMMSDRRGSLVHPLVY 168 
 
Query: 168 SQSKLG 173 
           S  + G 
Sbjct: 169 SHPRTG 174 
 
 
>ref|XP_001211559.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
 gb|EAU37343.1| conserved hypothetical protein [Aspergillus terreus NIH2624] 
          Length = 398 
 
 Score = 52.0 bits (123), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 61/257 (23%), Positives = 94/257 (36%), Gaps = 16/257 (6%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  V G++LA L+D     L        ++ F  Q     D Q    +  G + +     
Sbjct: 97  IGTEVHGINLAKLNDQQKDDLARLVAVRGVVFFRNQEDFDIDAQRELGRHLGKLHKHATT 156 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 133 
            +     ++    V  ++     D   +   +  WH+D TY               P  G 
Sbjct: 157 AVPRKQGLEDVHVV--YTGDNSSDQRALFTPSFLWHSDVTYEIQPPSYTSLKLLTGPPRG 214 
 
Query: 134 G--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD-TT 190 
           G   T +A   AAYDAL    +  +   +A HS          +Q + S  +G  +     
Sbjct: 215 GGGDTLWASQYAAYDALSSHMQTYLKGLTALHS--------ADMQASDSRALGRPVRREP 266 
 
Query: 191 ATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW 248 
            T   PL++ +P TG  SL         I G+   ES+  +  L +        H   QW 
Sbjct: 267 VTTEHPLIRTNPVTGWNSLFFNPGFVTKIVGIPKTESDAIIRYLTEVVATTQEAHVRFQW 326 
 
Query: 249 AAGDVVVWDNRCLLHRA 265 
              DV +WDNR   H A 
Sbjct: 327 GKNDVAIWDNRTTNHSA 343 
 
 
>ref|XP_002472100.1| predicted protein [Postia placenta Mad-698-R] 
 gb|EED82716.1| predicted protein [Postia placenta Mad-698-R] 
          Length = 365 
 
 Score = 52.0 bits (123), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 42/164 (25%), Positives = 68/164 (41%), Gaps = 11/164 (6%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT------RALVHQRSA 161 
           WH+D T+ PV +  A+     +P  GG T +A    AYD L  A          +H+ S  
Sbjct: 157 WHSDITFEPVPSDFAILKIHTLPETGGDTVWASGYEAYDRLSPALAKHLEGLTAIHEASK 216 
 
Query: 162 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPG 220 
               V S  K  +  + G+     G D  A  + P+++ +P TG  +L + ++    I   
Sbjct: 217 FKRYVESHGKTLYDGERGNPE-NVGADLRA--VHPVIRTNPITGWKALFVNKNFTRRILE 273 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLH 263 
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           +   ES+  L+ L         +    +W   DV +W N    H 
Sbjct: 274 LTKDESDATLDYLFKLVNDNHDLQVRFKWNKNDVAIWANSATFH 317 
 
 
>gb|EGD74167.1| taurine catabolism dioxygenase TauD [Salpingoeca sp. ATCC 50818] 
          Length = 162 
 
 Score = 52.0 bits (123), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 44/164 (26%), Positives = 66/164 (40%), Gaps = 21/164 (12%) 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
           +VP  GG T FAD   A   +D   R     L  +  AR    +S  K             
Sbjct: 8   IVPEEGGDTGFADTVLALQQMDPELRKELEGLQIEVDARKIPDFSSLK------------ 55 
 
Query: 184 GYGMDTTATP--LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 241 
               D    P  L  ++  H E+G  SL  G     I G    ES   +  ++    + P 
Sbjct: 56  ---EDDERFPVALHSIIFNHDESGIESLYPGNGNVTIKGKTKEESRDIIGRVLAHLDREP 112 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
            V+ H+W  GD+V+WDN+  +HR+       PR ++ ++    P 
Sbjct: 113 YVYYHKWTKGDLVLWDNKTCMHRSMGGYGNHPRKLFRTQCFHHP 156 
 
 
>ref|XP_001391155.2| tfdA family taurine dioxygenase [Aspergillus niger CBS 513.88] 
          Length = 342 
 
 Score = 52.0 bits (123), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 44/191 (23%), Positives = 77/191 (40%), Gaps = 10/191 (5%) 
 
Query: 78  ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 137 
           IS + ++G  + +  +++  M  V      WH+D  +    A  +      +P  GG T  
Sbjct: 113 ISTINSEGRKKLYQGSDYTRMAAV------WHSDIAFEKAPADFSSLRLTQLPVTGGDTL 166 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           +A     YD + +  R  +   SA H +     ++G     G       +      + P+ 
Sbjct: 167 WASGYEVYDRISKPYRGFLEGLSATH-VGAGFKRMGVKVYTGERGAPVNVGDELEAVHPV 225 
 
Query: 198 VKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVV 254 
           V+ +P TG  S+  IG     I G++  ES   L+   D       +    +W    D+  
Sbjct: 226 VRTNPITGWKSIFPIGAFPSKINGLNRRESANMLQYFHDLITYGHDLQVRFKWNDPNDIA 285 
 
Query: 255 VWDNRCLLHRA 265 
           +WDNR + H A 
Sbjct: 286 IWDNRSVFHTA 296 
 
 
>ref|ZP_06192176.1| hypothetical protein SOD_f01220 [Serratia odorifera 4Rx13] 
 gb|EFA15197.1| hypothetical protein SOD_f01220 [Serratia odorifera 4Rx13] 
          Length = 287 
 
 Score = 52.0 bits (123), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 77/300 (25%), Positives = 114/300 (38%), Gaps = 49/300 (16%) 
 
Query: 9   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQIT-FAKRFG 65 
           TP GA L     G  ++ L     AAL A   +H LL+  G     ++ Q +T +A  +G 
Sbjct: 14  TPFGAVLTPKYPGQPISELP---VAALRALAQRHHLLVLRGFDSGFTDPQVLTRYAGGWG 70 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            I     G ++          V++H  A+ D +       + W  D  Y P + +  +F  
Sbjct: 71  EIMMWPFGAVL---------DVKEHPDAK-DHIFDSSYVPLHW--DGMYKPTIPEFQLFH 118 
 
Query: 126 AEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
               P+   GGRT F D        DE+  A    +  + S+ Y   ++ H          
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Sbjct: 119 CVAAPSQDEGGRTTFVDTTRLLANADESLLA----QWLKVSISYRIKQVVH--------- 165 
 
Query: 184 GYGMDTTATPLRPLVKVHP-------ETGRP----SLLIGRHAHAIPGMDAAESERFLEG 232 
            YG +  +    PLV  HP           P       + +HA    G+   E E F +  
Sbjct: 166 -YGGEVCS----PLVVTHPSGSGVIMRYNEPPTEGKKFLNQHALEYHGVPQEEQETFHQT 220 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 292 
           L          +AHQW  GDVVV DN  LLH  E +  +  R +    +   P     AL 
Sbjct: 221 LQQHLYDPRHYYAHQWQQGDVVVADNFSLLHGREGFTARSARHLQRVHIQSNPVCANLAL 280 
 
 
>dbj|BAD15041.1| hypothetical protein [Bradyrhizobium sp. BDV5329] 
          Length = 102 
 
 Score = 52.0 bits (123), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 34/107 (31%), Positives = 47/107 (43%), Gaps = 5/107 (4%) 
 
Query: 147 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 206 
           ALD+ T+A +      HSL+YS+  LG  +     Y           L+ LV+ HP   R 
Sbjct: 1   ALDDDTKAEIEDLVCEHSLMYSRGSLGFTE-----YTDDEKQMFKPVLQRLVRTHPVHRR 55 
 
Query: 207 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            SL +  HA  I  M   E    L  L + A Q   V+ H+W   D+ 
Sbjct: 56  KSLYLSSHAGKIVSMSVPEGRLLLRDLNEHATQGEFVYVHKWKLHDL 102 
 
 
>ref|YP_003711498.1| Pyoverdine biosynthesis protein [Xenorhabdus nematophila ATCC 
           19061] 
 emb|CBJ89293.1| Pyoverdine biosynthesis protein [Xenorhabdus nematophila ATCC 
           19061] 
          Length = 296 
 
 Score = 52.0 bits (123), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 48/197 (24%), Positives = 78/197 (39%), Gaps = 31/197 (15%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           H D  Y   + +  +F     P  A GGRT F +       LD +       ++   ++  
Sbjct: 102 HWDGMYREAIPEFQIFHCVSAPEAAQGGRTTFVNTEQL--ILDASEDEFNTWKNT--TIT 157 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-----------HA 215 
           Y   K+ H          YG +  +    PLV +HP+  +  +               H+ 
Sbjct: 158 YRTKKVTH----------YGGEVVS----PLVCLHPKGNKWVIRYNEPMHQEDKYADHHS 203 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
             I G+ + E + F E L +        +AHQW +GD+V+ DN  LLH  E +  + PR  
Sbjct: 204 VTIQGLLSEEQKAFEETLYNRLYDPRYFYAHQWQSGDMVISDNFSLLHGREAFISRSPRH 263 
 
Query: 276 MWHSRLAGRPETEGAAL 292 
           +    + G P  E  +  
Sbjct: 264 LQRVHVHGMPVCENNSF 280 
 
 
>emb|CBJ18982.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 36/111 (32%), Positives = 54/111 (48%), Gaps = 8/111 (7%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVHP 202 
           A+D LDE TR LV      HS ++S+++LG         + +       P+R  +V+ HP 
Sbjct: 2   AWDTLDEPTRELVLPLIGEHSRLFSRAELG-FDFTDEERLKFA------PVRQRMVRRHP 54 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
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            T R SL +  H   I G    E+   L  L + A +  RV++H W A D+ 
Sbjct: 55  STRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATERERVYSHAWRADDL 105 
 
 
>ref|XP_382474.1| hypothetical protein FG02298.1 [Gibberella zeae PH-1] 
          Length = 346 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 57/218 (26%), Positives = 90/218 (41%), Gaps = 45/218 (20%) 
 
Query: 50  QHLSNDQQITFAKRFGAIERIGGGD------IVAISNVKAD--------GTVRQHSPAE- 94 
           + L+N+ Q+  A R G   R+ G        +  + N   D         T +  +PAE  
Sbjct: 87  KDLTNELQMELADRLG---RLTGKPESSTLHVHPLQNFNPDEEKHVNTITTDKAANPAED 143 
 
Query: 95  -WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 153 
            W +    I    +WH D+ Y P     ++     +P  GG T +A     YD +  + R 
Sbjct: 144 LWKNRPSDIRN--SWHTDAGYEPNPPDYSILKVVKMPPTGGDTMWASSCEIYDKISPSYR 201 
 
Query: 154 ALVHQRSARHSLVYSQSKLGHV----------QQAGSA-YIGYGMDTTATPLRPLVKVHP 202 
             +   +A+    +SQ +L  V          Q  GS   +G  + TT     P+V+ +P 
Sbjct: 202 KFLEGLTAQ----FSQRRLPKVAAEKGFELYTQPRGSPNNVGDSLTTT----HPVVRTNP 253 
 
Query: 203 ETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
            TG  SL  +G H  +I  +   ES+R    L+DW  Q 
Sbjct: 254 VTGWKSLFAVGNHCESINDLTPDESKR----LLDWFLQ 287 
 
 
>emb|CBJ18755.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 35/112 (31%), Positives = 53/112 (47%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVH 201 
           AAYDAL +A +A +      H + +S+ ++G  +         G      P R  LV+ H 
Sbjct: 1   AAYDALTDAQKAAIDDLVVEHDVFWSRGQIGFTE------FPPGEREQFPPSRQRLVRRH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P +GR +L +  HA  I G    E    L  L + A Q   V++H+W  GD+ 
Sbjct: 55  PGSGRKTLYLSAHASHIVGWPVPEGRLLLADLTEHATQRQFVYSHEWRVGDL 106 
 
 
>ref|YP_003531145.1| pyoverdine biosynthesis protein PvcB [Erwinia amylovora CFBP1430] 
 ref|YP_003538829.1| siderophore biosynthesis protein [Erwinia amylovora ATCC 49946] 
 emb|CBJ46425.1| putative siderophore biosynthesis protein [Erwinia amylovora ATCC 
           49946] 
 emb|CBA20737.1| pyoverdine biosynthesis protein PvcB [Erwinia amylovora CFBP1430] 
          Length = 292 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 78/308 (25%), Positives = 115/308 (37%), Gaps = 46/308 (14%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATLDDAG--FAALHAAWLQ-----HALLIFPG-QHLSNDQ 56 
           TL + P     G   +   L     AG     L   WL+     H L++  G  H ++   
Sbjct: 9   TLDVAPLTGETGEPCSFGILIKPCRAGRHIGELSVTWLRALVYSHQLVVLRGFDHFASSD 68 
 
Query: 57  QIT-FAKRFGAIERIGGG---DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
            +T +   FG I     G   ++V  +N         + P  WD M    V          
Sbjct: 69  SLTRYCATFGEIMMWPYGAVLELVEHANPDDHIFANSYVPLHWDGMYLDTVPEF-----Q 123 
 
Query: 113 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARHSLVYSQ 169 
            +  V A G +         GGRT F+   AA      A R L    H R  R   +YS  
Sbjct: 124 LFQCVHAAGDM--------QGGRTTFSSTNAALRIATPAVRELWARAHGRYQRSVELYSN 175 
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Query: 170 SKLGHVQQAGSAYIGYGMDTTATPLR--PLVK-VHPETGRPSLLIGRHAHAIPGMDAAES 226 
           +         +  IG        PLR  P+++   P     +  +   +++  G++  E  
Sbjct: 176 T-------VEAPIIG------IHPLREFPVIRFCEPPDENDATFLNPSSYSFGGINKDEE 222 
 
Query: 227 ERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
           E  L  L+    + PRV+ AHQW  GD V+ DN  LLH  E +     R +    + GRP 
Sbjct: 223 EMLLVSLMK-TLRDPRVYYAHQWQTGDFVLSDNLSLLHGREQYTHHSGRHLRRVHIHGRP 281 
 
Query: 286 ETEGAALV 293 
           +     LV 
Sbjct: 282 QIANHHLV 289 
 
 
>emb|CBJ19101.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19117.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 51/110 (46%), Gaps = 6/110 (5%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           A+D LDE TR LV      HS + S+++LG        +        A  L+ LV+ HP  
Sbjct: 2   AWDNLDEPTRELVLPLIGEHSRLSSRAELGF------DFTDEERLKFAPVLQRLVRRHPS 55 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           T R SL +  H   I G    E+   L  L + A Q  RV++H W   D+ 
Sbjct: 56  TRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATQRERVYSHAWRTDDL 105 
 
 
>gb|ABI95434.1| 2,4-D/alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 109 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 39/112 (34%), Positives = 51/112 (45%), Gaps = 7/112 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG  + + S            P+  
Sbjct: 2   TEFCDMRAAYDDLPEDFKKELEGLRAEHYALNSRFILGDTEYSES------QRNAMPPVS 55 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H 
Sbjct: 56  WPLVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQRKFVYRH 107 
 
 
>ref|XP_001598964.1| hypothetical protein SS1G_01054 [Sclerotinia sclerotiorum 1980] 
 gb|EDN91650.1| hypothetical protein SS1G_01054 [Sclerotinia sclerotiorum 1980 
           UF-70] 
          Length = 344 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 42/168 (25%), Positives = 73/168 (43%), Gaps = 15/168 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WHAD T+  V +  A+     +P  GG T +A     Y+ L    + ++   +A H   + 
Sbjct: 160 WHADITFERVPSDYAMLKIHTLPETGGDTLWASGNEIYERLSPKMKEVLEGLTATHDANF 219 
 
Query: 168 ---SQSKLGH--VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGM 221 
                 +LG    +    + +  G + +A  + P+V+ +P TG+ +L + +     +  + 
Sbjct: 220 FHDEARRLGQDIREDMRGSPLNIGKELSA--IHPVVRTNPVTGKKTLFVNQGFTKRLHPL 277 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAHQ----WAAGDVVVWDNRCLLHRA 265 
              ES+  L  L +     P  H  Q    W+  DV +WDNR   H A 
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Sbjct: 278 TKDESDLLLPWLKNL---VPLNHDAQVRWKWSKNDVAIWDNRSNWHCA 322 
 
 
>ref|XP_001216869.1| hypothetical protein ATEG_08248 [Aspergillus terreus NIH2624] 
 gb|EAU31421.1| hypothetical protein ATEG_08248 [Aspergillus terreus NIH2624] 
          Length = 331 
 
 Score = 51.6 bits (122), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 40/176 (22%), Positives = 68/176 (38%), Gaps = 28/176 (15%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH---------- 157 
           WH+D  + PV A         +P  GG T +A     YD   +  +               
Sbjct: 129 WHSDIQFEPVPADYTSLRLTQLPKTGGDTLWASGYELYDRFSKPYQKFFEGLTATFIGSG 188 
 
Query: 158 -----QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-I 211 
                +R   +  +Y++ +       GS  +  G D     + P+V+ +P TG  S+  + 
Sbjct: 189 FLQAAERDPDNVRIYTEPR-------GSP-LNVGKDLAT--VHPVVRTNPVTGWKSIFAV 238 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-AAGDVVVWDNRCLLHRA 265 
           G   H I  +   ES+  L+   +   +   +    +W    D+ +WDNRC  H A 
Sbjct: 239 GPFPHKINELTQTESDELLKKFYNTILENHDIQVRFKWRNKNDIAIWDNRCAFHTA 294 
 
 
>ref|ZP_03827804.1| pyoverdine biosynthesis protein PvcB [Pectobacterium carotovorum 
           subsp. brasiliensis PBR1692] 
          Length = 292 
 
 Score = 51.2 bits (121), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 49/177 (27%), Positives = 72/177 (40%), Gaps = 39/177 (22%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVG----GRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           H D  Y+  + +  VF  + V AVG    GRT F+    A       T+AL          
Sbjct: 110 HWDGMYLKTVPELQVF--QCVSAVGEGQGGRTTFSSTTTALRLASPETKALW-------- 159 
 
Query: 165 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LIG 212 
               Q   G  Q+A   Y       ++T   P+++ HP    P +             +  
Sbjct: 160 ----QRATGQYQRAVELY-------SSTAQAPIIEQHPYRTHPVIRFCEPPIAGDKEFLN 208 
 
Query: 213 RHAHAIPGMDAAESERFLEGLVDWACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPW 268 
              +   G++  E E+ L  L   A   PRV +AHQW +GD+V+ DN  LLH  E + 
Sbjct: 209 PSTYHFSGIEPEEQEQLLSSL-QHALYDPRVQYAHQWQSGDIVIADNYSLLHGRESY 264 
 
 
>ref|ZP_02383058.1| pyoverdine biosynthesis protein PvcB [Burkholderia ubonensis Bu] 
          Length = 280 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 52/199 (26%), Positives = 73/199 (36%), Gaps = 33/199 (16%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           H D  Y   + +  +F     P V  GGRT F++ +A  +  +   RAL            
Sbjct: 98  HWDGMYRKQVPEFQIFHCVSAPEVEQGGRTTFSNTKALLERAEPQARAL----------- 146 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LIGRH 214 
               K+  V      +  Y   T A    P+V  HP  G P +             + R  
Sbjct: 147 --WDKVTGVYHRKMEF--YDSKTIA----PIVTTHPTQGFPVVRYNEPSIEGDDSFVNRP 198 
 
Query: 215 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
             A  G+D A+   F   L          +AH W  GDVV+ DN  LLH  E +    PR 
Sbjct: 199 TLAFTGVDEADIGDFHRSLRAALYAPENFYAHAWQTGDVVISDNYTLLHGREGFTSGAPR 258 
 
Query: 275 VMWHSRLAGRPETEGAALV 293 
            +    + G P  +   LV 
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Sbjct: 259 HLRRVHVLGNPPLDNPHLV 277 
 
 
>emb|CBJ19133.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 50/112 (44%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            E+GR  L IG HA  + G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AESGRKFLFIGAHAGHVEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CAY25731.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 31/108 (28%), Positives = 54/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F G+ ++++QQ+ FA  FG  E   GG +              + N+  
Sbjct: 16  IEAGMDKYAVLVFHGRDITDEQQMAFALNFGERESSRGGTVTKKEDYRLSSGLNDVGNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG      P   D    +  +GN  WH+DS++ P+ A+ ++ SA VV 
Sbjct: 76  KDG-----KPLPKDHRTHLFNLGNCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>gb|EEQ91806.1| alpha-ketoglutarate-dependent taurine dioxygenase [Ajellomyces 
           dermatitidis ER-3] 
          Length = 391 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 68/260 (26%), Positives = 93/260 (35%), Gaps = 22/260 (8%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  V GV+LA L D    AL        ++ F  Q     + Q    + FG + R     
Sbjct: 90  IGTEVHGVNLAKLTDNQRNALARLIAIRGVVFFRAQDDFDIEAQRDLGRYFGTLHRHATT 149 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWD---DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
            +      K  G    H     D   D   +   +  WH+D TY               P 
Sbjct: 150 AVP-----KKAGLEDVHVVYTGDYSVDQRALFSPSFLWHSDVTYEVQPPSYTSLKVLTGP 204 
 
Query: 131 AVGG--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
             GG   T ++   AAYDAL    +  +   +A HS          +Q  GS   G  +  
Sbjct: 205 PRGGGGDTLWSSQYAAYDALSPHMQTYLKGLTALHS--------ADMQADGSRAAGRPVR 256 
 
Query: 189 TTA-TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
               T   PL++ +P TG  SL         I G+   ES+  +  L         +HA  
Sbjct: 257 REPITTKHPLIRTNPVTGWNSLFFNPGFITKIVGVPKLESDAIINYLSSVVVTTQELHAR 316 
 
Query: 247 -QWAAGDVVVWDNRCLLHRA 265 
            QW   DV  WDNR   H A 
Sbjct: 317 FQWGKNDVAFWDNRSTNHTA 336 
 
 
>emb|CBJ19006.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
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 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 38/112 (33%), Positives = 50/112 (44%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+S LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRSILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_001217671.1| hypothetical protein ATEG_09049 [Aspergillus terreus NIH2624] 
 gb|EAU30186.1| hypothetical protein ATEG_09049 [Aspergillus terreus NIH2624] 
          Length = 380 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 58/277 (20%), Positives = 100/277 (36%), Gaps = 56/277 (20%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 99 
           Q  ++ F  Q  L++D Q    +R G +        + +  V   G  R+HS    DD + 
Sbjct: 78  QRGVVFFRKQDGLNDDLQKELVQRLGQLSGKPATSGLHVHPVANSG--REHSVK--DDEI 133 
 
Query: 100 KVIVGNM-----------------AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 142 
            VI                      WH+D T+ P+ +   +     +P  GG T +A    
Sbjct: 134 SVISSEQRKTLYRDRNNRKQSSRREWHSDITFEPIPSDYTLLRLTQLPRTGGDTLWASGY 193 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG-------MDTTATPLR 195 
             YD + E  +  +   +A     Y+Q     V +    +I  G       +      +  
Sbjct: 194 EVYDRISEPYQKFLESLTA----TYAQPGFNRVAKENDFHIHTGPRGAPENVGDELKAIH 249 
 
Query: 196 PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDV 253 
           P+++ +P TG  S+  +G H   I G+   ES   L+  V    +   +    +W   +  
Sbjct: 250 PVIRTNPVTGWKSVFAVGTHVEKINGLTEEESRHLLDWFVTLIVENHDLQVRLRWQNPND 309 
 
Query: 254 V--------------------VWDNRCLLHRAEPWDF 270 
           +                    +WDNR + H A  WD+ 
Sbjct: 310 LGELYRKRILRTLELISHASAIWDNRSVYH-AATWDY 345 
 
 
>gb|ABD39113.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 91 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 26/61 (42%), Positives = 33/61 (54%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 31  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 90 
 
Query: 256 W 256 
           W 
Sbjct: 91  W 91 
 
 
>ref|YP_001848583.1| oxidoreductase [Mycobacterium marinum M] 
 gb|ACC38728.1| oxidoreductase [Mycobacterium marinum M] 
          Length = 289 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 64/284 (22%), Positives = 103/284 (36%), Gaps = 56/284 (19%) 
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Query: 12  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 71 
           G  LGA +TGV    LDD     +      + L+I    + S ++ +   K  G I     
Sbjct: 7   GEGLGAQITGVDPKNLDDITTDEIRDIVYANKLVILKDVNPSPEEFLKLGKIVGQI---- 62 
 
Query: 72  GGDIVAISNVKADGTVRQHSPA-EWDDMMKVIVGNMA-----------WHADSTYMPVMA 119 
                          V  + P    +D  ++ V +             WH D  +MP    
Sbjct: 63  ---------------VPYYEPMYHHEDHPEIFVSSTEEGQGVPKTGAFWHIDYMFMPEPF 107 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
             ++     VP     T F D+   + +L  A +A      AR +L     +     +   
Sbjct: 108 AFSMVLPLAVPGHDRGTYFIDLAKVWQSLPAAQQA-----PARGTLSTHDPRRHIKIRPS 162 
 
Query: 180 SAYIGYG-----MDTTATPLR-PLVKVHPETGRPSLLI---------GRHAHAIPGMDAA 224 
             Y   G     +     P++ P V  HP+TG   L I          +  + +   D A 
Sbjct: 163 DVYRPIGEVWDEISRATPPIKWPTVIRHPKTGEEILYICATGTTKIEDKDGNLV---DPA 219 
 
Query: 225 ESERFL--EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 266 
                L   G +D    +P +H   +  GD+++WDNR L+HRA+ 
Sbjct: 220 VLAELLAATGQLDPEYNSPFIHTQHYEVGDIILWDNRVLMHRAK 263 
 
 
>emb|CBJ18942.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 39/113 (34%), Positives = 49/113 (43%), Gaps = 9/113 (7%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKV 200 
           AAYD L E  +  +    A H  + S+  LG    + S          A P   RPLV+  
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFVLGDTDYSES-------QRNAMPPVSRPLVRT 53 
 
Query: 201 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           H  +GR  L IG HA  I G   AE    L  L+  A Q   V+ H W  GD+ 
Sbjct: 54  HAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLKHATQRKFVYRHSWKVGDL 106 
 
 
>gb|ABD39121.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 95 
 
 Score = 51.2 bits (121), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 25/61 (40%), Positives = 34/61 (55%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  + G+  AE    L  L+  A Q   V+ H+W  GD+V+ 
Sbjct: 35  PLVRTHAGSGRKFLFIGAHASHVEGLPVAEGRMLLAELLGHATQREFVYRHRWNVGDLVM 94 
 
Query: 256 W 256 
           W 
Sbjct: 95  W 95 
 
 
>emb|CBJ19136.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 50.8 bits (120), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 38/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   VH H W  GD+ 
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Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVHRHSWKVGDL 106 
 
 
>emb|CBJ18830.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 50.8 bits (120), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 36/110 (32%), Positives = 48/110 (43%), Gaps = 6/110 (5%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDALD  TRA +      HS+VYS+  L      G  +     D     + PLV+  P 
Sbjct: 1   AAYDALDAETRASIEGLRVHHSIVYSRHVL------GFDFSEDEQDKLKGAVHPLVRTIP 54 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
            +GR +L +  HA  +      E    L  L D A Q   ++ H W   D 
Sbjct: 55  GSGRRALYLASHAAHVVDWQVPEGRLLLRDLSDHATQPQFIYCHVWRPHD 104 
 
 
>dbj|BAF81036.1| 2,4-D dioxygenase [Burkholderia sp. M36-VN10-2W] 
          Length = 103 
 
 Score = 50.4 bits (119), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 26/61 (42%), Positives = 34/61 (55%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H+W  GD+V+ 
Sbjct: 43  PLVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAELLEHATQRQFVYRHRWQVGDLVM 102 
 
Query: 256 W 256 
           W 
Sbjct: 103 W 103 
 
 
>ref|ZP_06474867.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia symbiont of 
           Datisca glomerata] 
 gb|EFD28431.1| Taurine catabolism dioxygenase TauD/TfdA [Frankia symbiont of 
           Datisca glomerata] 
          Length = 214 
 
 Score = 50.4 bits (119), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 46/153 (30%), Positives = 65/153 (42%), Gaps = 20/153 (13%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHL--ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQI 58 
           +  T L I      +GA + G+ L  A  DD   A++ AA ++H  L F GQ L +  Q  
Sbjct: 3   VVSTNLDIRRVTGRIGAEIVGLDLRDALGDDTVIASIRAALVEHKALFFRGQELDDAGQQ 62 
 
Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN---MAWHADSTYM 115 
            FA RFGA+               A  TV   S A   ++++V         WH D T++ 
Sbjct: 63  RFAARFGAL-------------TTAHPTV--PSLAGSPNVLRVDSTEGRANNWHTDVTFV 107 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 148 
                 +   A V+P  GG T  A+   AY  L 
Sbjct: 108 VSPPAASTLRAVVIPPAGGDTLIANSVTAYQDL 140 
 
 
>ref|YP_001476938.1| taurine catabolism dioxygenase TauD/TfdA [Serratia 
proteamaculans 
           568] 
 gb|ABV39810.1| Taurine catabolism dioxygenase TauD/TfdA [Serratia proteamaculans 
           568] 
          Length = 287 
 
 Score = 50.4 bits (119), Expect = 3e-04,   Method: Compositional matrix adjust. 
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 Identities = 75/300 (25%), Positives = 114/300 (38%), Gaps = 49/300 (16%) 
 
Query: 9   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQIT-FAKRFG 65 
           TP GA L     G    ++ +   AAL +   QH LL+  G     ++ Q +T +A+ +G 
Sbjct: 14  TPFGAVLTPQYPG---QSIRELPVAALRSLAQQHHLLVLRGFDSGFTDPQLLTRYAEGWG 70 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            I     G ++          V++H  A+ D +       + W  D  Y P + +  +F  
Sbjct: 71  EIMMWPFGAVL---------DVKEHPDAK-DHIFDSSYVPLHW--DGMYKPTIPEFQLFH 118 
 
Query: 126 AEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
               P+   GGRT F D        DE+   L   R    S+ Y   ++ H          
Sbjct: 119 CVAAPSQDEGGRTTFVDTTCLLANADESL--LAQWREV--SISYRIKQVVH--------- 165 
 
Query: 184 GYGMDTTATPLRPLVKVHPE-------TGRP----SLLIGRHAHAIPGMDAAESERFLEG 232 
            YG +  +    PLV  HP           P       + +HA    G+   + E F +  
Sbjct: 166 -YGGEVRS----PLVVDHPNGNGQIMRYNEPPTEGKKFLNQHALEYHGVPQEQQEAFHQT 220 
 
Query: 233 LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 292 
           L          +AHQW  GDVV+ DN  LLH  E +  +  R +    +   P     AL 
Sbjct: 221 LQQHLYDPRHYYAHQWQQGDVVIADNFSLLHGREGFTARSARHLQRVHIQSNPVCANQAL 280 
 
 
>emb|CBJ18781.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 50.4 bits (119), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 34/111 (30%), Positives = 56/111 (50%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL +AT+  +     +H + +S++++G  +        Y      +P R LV++HP 
Sbjct: 1   AAYDALPDATKVAIDGLIVQHDVFWSRAQIGFTEFPPGEREQY----PPSPQR-LVRLHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            + R +L +  HA  I G   A+    L  L   A Q   V++H+W  GD+ 
Sbjct: 56  GSKRKTLYLSAHASHIVGWPIADGRLLLLDLNTHATQPDFVYSHKWRVGDL 106 
 
 
>ref|XP_001224283.1| hypothetical protein CHGG_05069 [Chaetomium globosum CBS 148.51] 
 gb|EAQ88450.1| hypothetical protein CHGG_05069 [Chaetomium globosum CBS 148.51] 
          Length = 375 
 
 Score = 50.1 bits (118), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 55/269 (20%), Positives = 97/269 (36%), Gaps = 48/269 (17%) 
 
Query: 41  QHALLIFPGQH-LSNDQQITFAKRFGAI-----------------ERIGGGDIVAISNVK 82 
           Q  ++ F  Q  L+N+ Q     R G +                 ER  GG+   IS +  
Sbjct: 71  QRGVVFFRAQDGLTNELQKQLILRLGELVGRPATSGLHIHPILNSERELGGNDPEISTIS 130 
 
Query: 83  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 142 
           +    + +S    D +      +  WH+D  + PV A         +P+ GG T +A    
Sbjct: 131 SIQNKKFYSKTVSDSLSPKKQSSAQWHSDIAFEPVPADYTSLRLVELPSTGGDTLWASGY 190 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQS-------KLGHVQQAGSAYIGYGMDTTATPLR 195 
             YD + E  +  +   +A     Y +        +L    +     +G  +      +  
Sbjct: 191 EIYDRISEPYQKFLEGLTATFEQPYFRKVAEDAGFQLYDKPRGAPENVGGELKA----IH 246 
 
Query: 196 PLVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDV 253 
           P+V+ +P TG  S+  +G H   I G+   ES + L   +D   +   +    +W   +  
Sbjct: 247 PVVRTNPVTGWKSIFPVGGHVKHINGLTEEESSKLLSWFLDLVYKNHDLQVRLKWKNPND 306 
 
Query: 254 V-----------------VWDNRCLLHRA 265 
           +                 +WDNR + H A 
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Sbjct: 307 IGESPWIGYRWQLLTCEAIWDNRSVFHTA 335 
 
 
>emb|CBJ19135.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 50.1 bits (118), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 50/112 (44%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A+H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAKHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_003057027.1| predicted protein [Micromonas pusilla CCMP1545] 
 gb|EEH58672.1| predicted protein [Micromonas pusilla CCMP1545] 
          Length = 315 
 
 Score = 50.1 bits (118), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 51/199 (25%), Positives = 76/199 (38%), Gaps = 23/199 (11%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 165 
           WH D  +       +V   +  P    GG T FAD+ AAY AL E  R  + +  A  S  
Sbjct: 117 WHTDQAFRDPPPYASVLYCKTAPPPGAGGATIFADVTAAYAALPEDKRLELERYRAVCSY 176 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPL-RPLVKVHPETGRPSLL-------------- 210 
            +  +K+          +         P+ +PLV  +  TG  S+                
Sbjct: 177 AHHNAKVRKRGTPSYPLLTPEQRAEHPPVYQPLVLTNAATGEKSVYGFNSSVCAVVAEGE 236 
 
Query: 211 -IGRHAHAIPGMDAAESERFLEGLVDWA---CQAPR-VHAHQWAAGDVVVWDNRCLLHRA 265 
            + + A  I  +   E E     + D     C  P  V+ H+W  GD ++WDN   +H A 
Sbjct: 237 TLSQEALDIYDLQGEEHESVSRIMYDDLLPHCTRPEFVYEHEWMEGDALIWDNMRTIHAA 296 
 
Query: 266 EPW-DFKLPRVMWHSRLAG 283 
            P  D    R MW + +A  
Sbjct: 297 TPLEDGSHAREMWRTTVAS 315 
 
 
>gb|ACB21020.1| TfdA [uncultured bacterium] 
          Length = 64 
 
 Score = 50.1 bits (118), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 26/59 (44%), Positives = 35/59 (59%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           N  WH+DS++    A+ ++ SA VVP  GG T F DMRAAYDAL    ++ +    A H 
Sbjct: 1   NQFWHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYDALPRDLQSELEGLRAEH 59 
 
 
>emb|CBJ19127.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 50.1 bits (118), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 50/112 (44%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E ++  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDSKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
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Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ19060.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 50.1 bits (118), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDGLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>gb|EGD93099.1| hypothetical protein TESG_00655 [Trichophyton tonsurans CBS 112818] 
          Length = 339 
 
 Score = 49.7 bits (117), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 42/162 (25%), Positives = 64/162 (39%), Gaps = 14/162 (8%) 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-------EATRALVHQRSARHSLV 166 
           Y P+ A+        VP  GG T +A     YD +        E   A   Q         
Sbjct: 140 YSPIPAEYTTLRLTQVPKTGGDTLWASGYELYDRISKPYQRFLETLTATCAQPGYNKVSA 199 
 
Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAE 225 
             + KL   Q+     IG    +    + P+V+ +P TG  S+   G H   I  +  AE 
Sbjct: 200 TGKFKLFDGQRGAPENIGSNFSS----VHPVVRTNPVTGWKSIYSAGFHVQKINDVTEAE 255 
 
Query: 226 SERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRA 265 
           S+  L+  +    +   +    +W  A D+ +WDNRC+ H A 
Sbjct: 256 SKALLDWFLRLINENNDLQVRFKWKNANDMAIWDNRCVFHTA 297 
 
 
>emb|CBJ18908.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 105 
 
 Score = 49.7 bits (117), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 35/111 (31%), Positives = 53/111 (47%), Gaps = 8/111 (7%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP-LVKVHP 202 
           A+D LDE TR LV      HS ++S+++LG         + +       P+R  +V+ HP 
Sbjct: 2   AWDYLDEPTRELVLPLIGEHSRLFSRAELG-FDFTDEERLKFA------PVRQRMVRRHP 54 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            T R SL +  H   I G    E+   L  L + A +  RV++H W   D+ 
Sbjct: 55  STRRLSLYLSSHCGNIVGWPLPEARALLRELTEHATERERVYSHAWRTDDL 105 
 
 
>gb|EGE04589.1| taurine dioxygenase [Trichophyton equinum CBS 127.97] 
          Length = 339 
 
 Score = 49.7 bits (117), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 42/162 (25%), Positives = 64/162 (39%), Gaps = 14/162 (8%) 
 
Query: 114 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-------EATRALVHQRSARHSLV 166 
           Y P+ A+        VP  GG T +A     YD +        E   A   Q         
Sbjct: 140 YSPIPAEYTTLRLTQVPKTGGDTLWASGYELYDRISKPYQRFLETLTATCAQPGYNKVSA 199 
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Query: 167 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAE 225 
             + KL   Q+     IG    +    + P+V+ +P TG  S+   G H   I  +  AE 
Sbjct: 200 TGKFKLFDGQRGAPENIGSNFSS----VHPVVRTNPVTGWKSIYSAGFHVQKINDVTEAE 255 
 
Query: 226 SERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRA 265 
           S+  L+  +    +   +    +W  A D+ +WDNRC+ H A 
Sbjct: 256 SKALLDWFLRLINENNDLQVRFKWKNANDMAIWDNRCVFHTA 297 
 
 
>gb|EFW98179.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Pichia angusta DL-1] 
          Length = 666 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 72/313 (23%), Positives = 121/313 (38%), Gaps = 61/313 (19%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQITF 60 
           T + ++P+   +G  + G  L+ L  AG   L     Q  +++F  Q  ++   ++Q+   
Sbjct: 366 TIMDLSPS---IGTEIRGTQLSQLTSAGLDELALLAAQRGVVVFRDQDYADIGFERQLEI 422 
 
Query: 61  AKRFGAI--------ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 112 
           A+ FG +           G  + + I + K D  VR+     W     +      +H+D  
Sbjct: 423 ARHFGPLHIHGWAPHPANGSPEFMIIYDDKDDLRVRR----SWKGRSPI-----QFHSDQ 473 
 
Query: 113 TYMPVMAQGAVFSA-EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
           +  P      +    E  P  GG T F+    AY+ L    R  +    A H         
Sbjct: 474 SAEPQTPGTTILCMLECPPTAGGDTIFSSGYGAYERLSPKFRKRLEGLRAVHC------- 526 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLRPLVKVH-------PETGRPSLLIGR-HAHAIPGMDA 223 
             +V  A +     GM  +A   R + +         P T R +L +   +  +I GM   
Sbjct: 527 --NVGVANAEVTNNGM--SAIQRRNICRTEHPVVVVHPVTKRKALYVTPVYTESIVGMQK 582 
 
Query: 224 AESERFLEGLV-------DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 276 
            ES+  L  L        D+AC+       ++  G VVVWD R   H ++  D+ + +   
Sbjct: 583 EESDALLNFLFNHIIRGQDFACRV------RYDKGTVVVWDQRITCH-SQTLDYPVDQYR 635 
 
Query: 277 WH----SRLAGRP 285 
            H    + LA RP 
Sbjct: 636 RHGFRLTPLANRP 648 
 
 
>ref|XP_002476351.1| predicted protein [Postia placenta Mad-698-R] 
 gb|EED78451.1| predicted protein [Postia placenta Mad-698-R] 
          Length = 363 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 46/188 (24%), Positives = 76/188 (40%), Gaps = 21/188 (11%) 
 
Query: 90  HSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 148 
           H   E ++ + V       WH+D T+ PV +  A+     +P  GG T +A   + Y+A  
Sbjct: 135 HKQIELEEDLNVSQFATKEWHSDITFEPVPSDFAILKIHTLPETGGDTLWA---SGYEAY 191 
 
Query: 149 DEATRAL---------VHQRSARHSLVYSQSKLGHVQQAGS-AYIGYGMDTTATPLRPLV 198 
           D  +RAL         VH+ +   S V  Q K  H    G+   +G  + T    + P++ 
Sbjct: 192 DRLSRALAKHLEGLTAVHEATFFKSYVERQGKTLHEGPRGNPENVGTDLRT----VHPVI 247 
 
Query: 199 KVHPETGR--PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVV 255 
           + +P TG       +      I  +   ES+  L+ L         +    +W+  DV + 
Sbjct: 248 RTNPVTGMIATESCLYSFTRRILELTKDESDATLDYLFRLVSDNHDLQVRFKWSKNDVAI 307 
 
Query: 256 WDNRCLLH 263 
           W N    H 
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Sbjct: 308 WANSASFH 315 
 
 
>ref|XP_001947612.1| PREDICTED: hypothetical protein, partial [Acyrthosiphon pisum] 
          Length = 222 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 46/176 (26%), Positives = 71/176 (40%), Gaps = 32/176 (18%) 
 
Query: 15  LGATVTGVHLATLDDAGF-AALHAAWLQHALLIFPGQHL-SNDQQITFAKRFGAIE---- 68 
           LG  V GV L T +       +     +H +LIF  Q + S D+ +  ++ FG +E     
Sbjct: 8   LGCEVRGVDLKTENRPEIIKQIQEDVTKHRILIFKDQGIVSGDRHVEISRWFGELESTFY 67 
 
Query: 69  ---RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
              +    D+  +SN K +G                 VG   WH D T+ P     +++  
Sbjct: 68  KHPKSPHPDVFRVSNDKNEGCTN--------------VGRSGWHIDGTFQPAPFSYSLYH 113 
 
Query: 126 AEVVPAVGGRTCFADMRAAYDALDEATRA------LVHQR--SARHSLVYSQSKLG 173 
            E VP   G T F  +    ++LD+ T        +V  R  S  H L+YS  + G 
Sbjct: 114 MESVPK-EGHTLFIPLTELIESLDKDTYDTWNKAWMVSDRRSSLVHPLIYSHPQTG 168 
 
 
>emb|CBX80659.1| pyoverdine biosynthesis protein PvcB [Erwinia amylovora ATCC 
           BAA-2158] 
          Length = 179 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 49/168 (29%), Positives = 71/168 (42%), Gaps = 21/168 (12%) 
 
Query: 133 GGRTCFADMRAAYDALDEATRAL---VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
           GGRT F+   AA      A R L    H R  R   +YS +         +  IG      
Sbjct: 23  GGRTTFSSTNAALRIATPAVRELWARAHGRYQRSVELYSNT-------VEAPIIG----- 70 
 
Query: 190 TATPLR--PLVK-VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-A 245 
              PLR  P+++   P     +  +   +++  G++  E E  L  L+    + PRV+ A 
Sbjct: 71  -IHPLREFPVIRFCEPPDENDATFLNPSSYSFGGINKDEEEMLLVSLMK-TLRDPRVYYA 128 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 293 
           HQW  GD V+ DN  LLH  E +     R +    + GRP+     LV 
Sbjct: 129 HQWQTGDFVLSDNLSLLHGREQYTQHSGRHLRRVHIHGRPQIANHHLV 176 
 
 
>emb|CBJ18943.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 37/111 (33%), Positives = 48/111 (43%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYD L E  +  +    A H  + S+  LG    + S       D       PLV+ H  
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSESQ-----RDAMPPVSWPLVRTHA 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 56  GSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CAY25780.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 31/109 (28%), Positives = 54/109 (49%), Gaps = 17/109 (15%) 
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Query: 33  AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG-----------DIVAISNV 81 
           AA+HA      +L+F  Q + +D Q+ F++  G +E+  G            D+  ISN+ 
Sbjct: 14  AAVHAGMDGFGVLVFHDQKIDDDHQLVFSRSLGPLEQATGDIAAPQDRRMSMDLNDISNL 73 
 
Query: 82  KADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
             +  +        DD  ++  +GN  WH+DS++  V A+ ++ SA VV 
Sbjct: 74  DKNSKI-----LARDDRRRLFGLGNQLWHSDSSFKDVPAKYSLLSARVV 117 
 
 
>ref|XP_001594485.1| hypothetical protein SS1G_04292 [Sclerotinia sclerotiorum 1980] 
 gb|EDO01817.1| hypothetical protein SS1G_04292 [Sclerotinia sclerotiorum 1980 
           UF-70] 
          Length = 368 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 42/181 (23%), Positives = 70/181 (38%), Gaps = 18/181 (9%) 
 
Query: 97  DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 156 
           D    +  +  WHAD ++ P  A  +    EV+P  GG T +A     YD + E  +  + 
Sbjct: 157 DRANGLSNSSKWHADISFEPKPADYSSLKLEVLPKTGGDTLWASGYEIYDRISEPYQKFL 216 
 
Query: 157 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---------LRPLVKVHPETGRP 207 
                  +L  +  + G ++ A +            P         + P+V+ +P TG   
Sbjct: 217 ------ETLTVTFQQPGFIEAAANGGFELYDKPRGAPENIGKELKAVHPVVRTNPVTGWK 270 
 
Query: 208 SLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHR 264 
           S+  +G H   I  +   ES+  LE           +    +W    D+ +WDNR   H  
Sbjct: 271 SVFPVGGHVSHINDVTRWESQALLEWFKRLLVDNHDLQVRFKWKNQNDLAIWDNRSTFHT 330 
 
Query: 265 A 265 
           A 
Sbjct: 331 A 331 
 
 
>emb|CBJ19142.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGRIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ18944.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.7 bits (117), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMLPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
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>ref|YP_003262840.1| Taurine catabolism dioxygenase TauD/TfdA [Halothiobacillus 
           neapolitanus c2] 
 gb|ACX95793.1| Taurine catabolism dioxygenase TauD/TfdA [Halothiobacillus 
           neapolitanus c2] 
          Length = 303 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 58/268 (21%), Positives = 99/268 (36%), Gaps = 28/268 (10%) 
 
Query: 19  VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI-------- 70 
           V    +  + D     L        +++   Q+ +    + F +R G +            
Sbjct: 12  VISRQVTEMTDDEIHNLKKIVFDSGIVVLKAQNATASDFVDFGRRIGELSPYYEEMYHHP 71 
 
Query: 71  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
              ++   SNV+ DG V           + V      WHAD  +M       +   +VV  
Sbjct: 72  NHKELFVSSNVQTDGKV-----------IGVPRTGKFWHADYAFMAKPFAFTITYPQVVS 120 
 
Query: 131 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHVQQAGSAYIGYGMDT 189 
           +    T F DM +AY+ L    +  +      HS+  Y + +   V +  S  +       
Sbjct: 121 SQERGTYFIDMASAYERLSPEMKRKIEGGVGTHSVRRYFKIRPTDVYRPISEILHEIDAK 180 
 
Query: 190 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGM--DAAESERFLEGLVDWACQA------P 241 
           T T   PLV  HP TG   L + R       +  D  +++  L+ L+  + Q+      P 
Sbjct: 181 TPTVTHPLVVNHPVTGAKILYVSRGFTETISLKDDDLDADEVLKDLLVESGQSDDTFTHP 240 
 
Query: 242 RVHAHQWAAGDVVVWDNRCLLHRAEPWD 269 
            +       GD+ +WDNR  +H A+  D 
Sbjct: 241 DIRQININEGDIFLWDNRRYVHHAKHND 268 
 
 
>emb|CBJ18984.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKSVYRHSWKVGDL 106 
 
 
>emb|CBJ18927.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGETDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_001548982.1| hypothetical protein BC1G_12213 [Botryotinia fuckeliana B05.10] 
 gb|EDN18235.1| hypothetical protein BC1G_12213 [Botryotinia fuckeliana B05.10] 
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          Length = 368 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 44/172 (25%), Positives = 69/172 (40%), Gaps = 22/172 (12%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WHAD ++ P  A  +    EV+P  GG T +A     YD + +  +  +       SL   
Sbjct: 168 WHADISFEPKPADYSSLKLEVLPKTGGDTLWASGYEIYDRISKPYQKFL------ESLTV 221 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATP---------LRPLVKVHPETGRPSLL-IGRHAHA 217 
           +  + G ++ A +            P         + P+V+ +P TG  S+  +G H    
Sbjct: 222 TFQQPGFIEAAANGGFELYDKPRGAPENVGKELKAVHPVVRTNPVTGWKSVFPVGGHVSH 281 
 
Query: 218 IPGMDAAESER----FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 265 
           I  +   ESE     F   LVD      +V        D+ +WDNR + H A 
Sbjct: 282 INDVTQLESEALLGWFKRLLVD--NHDLQVRFKWKNQNDLAIWDNRSVFHTA 331 
 
 
>emb|CBJ19138.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S   LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSHFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRSVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_001552854.1| hypothetical protein BC1G_09036 [Botryotinia fuckeliana B05.10] 
 gb|EDN29090.1| hypothetical protein BC1G_09036 [Botryotinia fuckeliana B05.10] 
          Length = 341 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 44/172 (25%), Positives = 71/172 (41%), Gaps = 22/172 (12%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+D T+ P+ +  A+     +P  GG T +A     YD + +  +  +   +A     Y 
Sbjct: 134 WHSDITFEPIPSDYALLRLTELPKTGGDTLWASGYEVYDRISKPVQKFLETLTA----TY 189 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATP--------LRPLVKVHPETGRPSLL-IGRHAHAI 218 
           +Q +           I Y  +  A          + P+V+ +P TG  S+  +G H   I 
Sbjct: 190 AQPEFNKAADKNGFKI-YSEERGAPENVGEKLEAVHPVVRTNPVTGWKSIFALGHHVSHI 248 
 
Query: 219 PGMDAAESER----FLEGLVDWACQAPRVHAHQWA-AGDVVVWDNRCLLHRA 265 
             +   ES+     FL  +VD      R   H+W    D+ +WDNR   H A 
Sbjct: 249 NDLTTIESDALLAWFLRLVVDNHDLQVR---HRWENVNDLAIWDNRSNYHVA 297 
 
 
>emb|CBJ20077.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 147 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 39/140 (27%), Positives = 58/140 (41%), Gaps = 6/140 (4%) 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS--LVYSQSKLGHVQQAG 179 
            +  A  VP  GG T F +M  AY+ L    R ++   SA HS   +Y  +     Q+   
Sbjct: 8   VIMRAVTVPEFGGDTGFLNMVRAYETLSPTLRKVLDGLSAVHSATRIYGSAYQAQGQRFS 67 
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Query: 180 SAYIGYGMDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVD 235 
              +   MD  A     + PLV  HP +GR  L + + +   I  M   ES   L+ L D 
Sbjct: 68  GTSVKTEMDVAAGDRETVHPLVCTHPTSGRRFLYVNKVYVQRIDSMTDDESRPLLQFLYD 127 
 
Query: 236 WACQAPRVHAHQWAAGDVVV 255 
              +       +W A  V++ 
Sbjct: 128 HCSKFELTCRVRWTADQVLI 147 
 
 
>ref|XP_002621709.1| alpha-ketoglutarate-dependent taurine dioxygenase [Ajellomyces 
           dermatitidis SLH14081] 
 gb|EEQ73713.1| alpha-ketoglutarate-dependent taurine dioxygenase [Ajellomyces 
           dermatitidis SLH14081] 
          Length = 373 
 
 Score = 49.3 bits (116), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 66/255 (25%), Positives = 91/255 (35%), Gaps = 22/255 (8%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIGGG 73 
           +G  V GV+LA L D    AL        ++ F  Q     + Q    + FG + R     
Sbjct: 90  IGTEVHGVNLAKLTDNQRNALARLIAIRGVVFFRAQDDFDIEAQRDLGRYFGTLHRHATT 149 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWD---DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 130 
            +      K  G    H     D   D   +   +  WH+D TY               P 
Sbjct: 150 AVP-----KKAGLEDVHVVYTGDYSVDQRALFSPSFLWHSDVTYEVQPPSYTSLKVLTGP 204 
 
Query: 131 AVGG--RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 188 
             GG   T ++   AAYDAL    +  +   +A HS          +Q  GS   G  +  
Sbjct: 205 PRGGGGDTLWSSQYAAYDALSPHMQTYLKGLTALHS--------ADMQADGSRAAGRPVR 256 
 
Query: 189 TTA-TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 246 
               T   PL++ +P TG  SL         I G+   ES+  +  L         +HA  
Sbjct: 257 REPITTKHPLIRTNPVTGWNSLFFNPGFITKIVGVPKLESDAIINYLSSVVVTTQELHAR 316 
 
Query: 247 -QWAAGDVVVWDNRC 260 
            QW   DV  WDNR  
Sbjct: 317 FQWGKNDVAFWDNRS 331 
 
 
>ref|XP_003038633.1| hypothetical protein SCHCODRAFT_28913 [Schizophyllum commune H4-
8] 
 gb|EFJ03731.1| hypothetical protein SCHCODRAFT_28913 [Schizophyllum commune H4-8] 
          Length = 340 
 
 Score = 49.3 bits (116), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 71/285 (24%), Positives = 106/285 (37%), Gaps = 29/285 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 63 
           T  +ITP    LG  V+GV L+ +DDA    L     +  L+IF  Q    D      K  
Sbjct: 45  TLSEITPN---LGVEVSGVSLSQIDDAARDDLALLVARRGLVIFRNQQEFIDSSPEAYKE 101 
 
Query: 64  FGAIERIGGGDIVAISNVKADG-----TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
           +G   R  G   +  ++   +G      V +   + ++   +  +  ++WH+D +Y     
Sbjct: 102 WG---RYFGRLHIHPTSGHPEGHPEIHLVYRDENSTFNFEREDSISTLSWHSDVSYELQP 158 
 
Query: 119 AQGAVFSAEVVPAV----------GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 168 
                F     P            GG T F    AA   L       +    A HS  +  
Sbjct: 159 PGLTTFFLIAQPHARGEGLEESFSGGDTLFTSQVAALKRLSPEFVEFLRGLKAVHS-GFE 217 
 
Query: 169 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESE 227 
           Q+        G    G         + PL++ HP TG  +L + R     I  +   ESE 
Sbjct: 218 QADYSRAGNRG----GIVRRDPVEHVHPLIRRHPVTGEEALYVNRQFTRRIVNLKREESE 273 
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Query: 228 RFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
             L  L D   ++    A  +W+   V +WDNR   H A   DFK 
Sbjct: 274 AILRLLYDHIDKSGDNQARLKWSPYTVALWDNRVTAHSA-IVDFK 317 
 
 
>emb|CBJ18894.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18899.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18900.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18901.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18903.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18904.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18905.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18909.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18910.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18911.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18913.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18915.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18917.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18928.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18929.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18930.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18932.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18933.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18934.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18935.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18936.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18937.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18938.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18940.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18945.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18946.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18947.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18948.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18949.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18953.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18954.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18955.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18958.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18959.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18961.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18963.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18964.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18965.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18966.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18967.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18968.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18970.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18976.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18977.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18978.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18979.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18985.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18989.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18990.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18992.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18995.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18996.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18999.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19001.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19002.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19003.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19004.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
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 emb|CBJ19005.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19009.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19010.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19011.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19012.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19013.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19015.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19017.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19024.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19025.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19027.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19028.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19029.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19030.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19031.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19032.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19034.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19035.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19036.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19038.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19039.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19041.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19043.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19045.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19047.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19048.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19049.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19050.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19051.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19052.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19053.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19056.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19058.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19059.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19061.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19062.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19064.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19065.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19066.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19067.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19068.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19069.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19071.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19072.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19073.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19074.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19075.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19076.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19077.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19080.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19081.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19083.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19086.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19088.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19094.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19095.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19096.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19097.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19098.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19107.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19108.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19109.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19111.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
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 emb|CBJ19126.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19128.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19129.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19130.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19131.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19132.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19134.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19137.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19139.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19140.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19141.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19144.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19145.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19146.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19148.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19149.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19150.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19151.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19152.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19154.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19155.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19156.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19157.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19161.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19167.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19171.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19180.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19196.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19200.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19202.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19205.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18787.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18791.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18793.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18800.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18806.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18809.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18812.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18817.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18818.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18820.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18827.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.3 bits (116), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ18939.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 49.3 bits (116), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
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           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYAMNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>dbj|BAE60876.1| unnamed protein product [Aspergillus oryzae] 
          Length = 349 
 
 Score = 48.9 bits (115), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 49/201 (24%), Positives = 86/201 (42%), Gaps = 21/201 (10%) 
 
Query: 78  ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 137 
           IS + ++G    +  +++  M  V      WH+D ++    A  +      +P  GG T  
Sbjct: 111 ISTINSEGRKTLYKGSDYTKMAAV------WHSDISFEKAPADFSSLRLVQLPKTGGDTL 164 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLV----YSQSKLGHV-QQAGSAYIGYGMDTTAT 192 
           +A     YD + +  RA +   SA H+ V     +Q+   H+ ++   A +  G D TA  
Sbjct: 165 WASGYEIYDRISKPYRAFLETLSATHAGVGFMRLAQTGKFHLYEKERGAPVNVGGDLTA- 223 
 
Query: 193 PLRPLVKVHPETGRPSLL-IGR--HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH--- 246 
            + P+V+ +P TG  S+  IG+      I G+   ES   L+ + +       V  +    
Sbjct: 224 -VHPVVRTNPITGWKSIFPIGKAQSPCCIDGLTRRESASMLQSVSNGTALMTLVGVYVPY 282 
 
Query: 247 --QWAAGDVVVWDNRCLLHRA 265 
                   + +WDNR + H A 
Sbjct: 283 ILHCELTGLAIWDNRSVFHTA 303 
 
 
>emb|CBJ18892.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.9 bits (115), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGGHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_002904406.1| taurine dioxygenase, putative [Phytophthora infestans T30-4] 
 gb|EEY53775.1| taurine dioxygenase, putative [Phytophthora infestans T30-4] 
          Length = 335 
 
 Score = 48.9 bits (115), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 59/269 (21%), Positives = 101/269 (37%), Gaps = 56/269 (20%) 
 
Query: 15  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI---- 70 
           +G  +  + L  L D+    L     Q  ++ F  Q +S + Q+   + +G +        
Sbjct: 85  IGTEILNLQLHELTDSQKDELALLVAQRGVVFFRDQKISIEDQLALGRYYGPLHVYQTVA 144 
 
Query: 71  ---GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 127 
              G   +  + N+  D   R  + A        +     WH+D +Y         F    
Sbjct: 145 HAKGTPQVHVVENLLEDSEKRIKTQA--------LEPVNLWHSDVSYERQPPSYTSFKVL 196 
 
Query: 128 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 187 
             P  GG T +A   +AY+A      A+ + ++ R  +V    +  H              
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Sbjct: 197 TTPPTGGDTLWA---SAYEA------AIANGKTLRRPIV----EFEH------------- 230 
 
Query: 188 DTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVDWACQ-APRVHA 245 
                   P+V+ HP TGR +L +  +    I  + AAES  F   ++ +  Q   + H  
Sbjct: 231 --------PVVRTHPVTGRKALYVNAQFTTRINNLSAAESGAFFSSILRFLHQHIAQGHE 282 
 
Query: 246 HQ----WAAGDVVVWDNRCLLHRAEPWDF 270 
            Q    W    V +WDNR  +H A  +D+ 
Sbjct: 283 FQVRYRWTKDAVAIWDNRATVHYAT-YDY 310 
 
 
>emb|CBJ18980.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19040.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.9 bits (115), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALSSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>gb|EFY94724.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Metarhizium anisopliae ARSEF 23] 
          Length = 374 
 
 Score = 48.9 bits (115), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 49/192 (25%), Positives = 77/192 (40%), Gaps = 38/192 (19%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRT------------------CFADMRAA---- 144 
           +WH D+ Y P     ++     +P  GG                    C   M A+     
Sbjct: 150 SWHTDAGYEPNPPDYSILKLIKLPKTGGGMPCRLAPFHAPFYIVLTVPCIDTMWASSCEI 209 
 
Query: 145 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM-----DTTATPLR---P 196 
           YD +  A R  +   +A     +SQS+L +V  A   +  Y       +   T LR   P 
Sbjct: 210 YDKVSPAYRKFLEGLTAD----FSQSRLPNVA-AAKGFELYSKPRGSPNNIGTSLRAVHP 264 
 
Query: 197 LVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAG-DV 253 
           +V+ +P TG  SL  +G H   I  + + ES+R L+  +    +       H+W    D+ 
Sbjct: 265 VVRTNPVTGWKSLFAVGNHVERINDVTSDESKRLLDWFLQLIVEEHDCQLRHRWENPYDI 324 
 
Query: 254 VVWDNRCLLHRA 265 
            +WDNR + H A 
Sbjct: 325 AIWDNRSVYHTA 336 
 
 
>emb|CAY25739.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 48.9 bits (115), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 31/108 (28%), Positives = 54/108 (50%), Gaps = 18/108 (16%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA   G  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDITDEQQLAFALNSGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
            DG     +P   D    +  +G   WH+DS++ P+ A+ ++ SA VV 
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Sbjct: 76  KDG-----NPLPRDHRTHLFNLGYCLWHSDSSFRPIPAKFSLLSARVV 118 
 
 
>emb|CBJ18993.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.9 bits (115), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSESP------RNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ18823.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.9 bits (115), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRLILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>gb|EFQ93253.1| hypothetical protein PTT_09428 [Pyrenophora teres f. teres 0-1] 
          Length = 354 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 43/179 (24%), Positives = 73/179 (40%), Gaps = 27/179 (15%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS------- 160 
           WH+D  +  V    +VF    VP  GG T FA     YD L +  +  V   +        
Sbjct: 154 WHSDVGFEAVPGDYSVFIVPEVPETGGDTMFASGCELYDRLSKPMQQFVENLTIINGSPS 213 
 
Query: 161 ------ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGR 213 
                 A +  +Y++ + G  Q +G  +            +P V+ +P TG  S+  +G+ 
Sbjct: 214 LEDAVRAENPNLYAKER-GCPQNSGLHF---------RHEQPFVRTNPVTGWKSIYALGQ 263 
 
Query: 214 HAHAIPGMDAAESERFLEGLVD--WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 270 
           +  +I  +   ES+  L+ ++   +      V        D+V+WDNR   H    WD+ 
Sbjct: 264 NTISIKDLAPEESQMLLDWIIGILYKNHDTTVRIKYLNRNDLVIWDNRSTFH-CVTWDY 321 
 
 
>gb|AAB08969.1| alpha ketoglutarate dioxygenase [Variovorax paradoxus] 
          Length = 106 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 145 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPE 203 
           YD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H   
Sbjct: 1   YDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTHAG 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
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           +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 55  SGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 106 
 
 
>emb|CBJ19160.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 38/113 (33%), Positives = 49/113 (43%), Gaps = 9/113 (7%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR--PLVKV 200 
           AAYD L E  +  +    A H  + S+  LG    + S          A P    PLV+  
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES-------QRNAMPPVGWPLVRT 53 
 
Query: 201 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 54  HAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ19070.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWRVGDL 106 
 
 
>emb|CBJ19042.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19078.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ18786.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRRFVYRHSWKVGDL 106 
 
 
>gb|AAX51275.1| TdfA [uncultured bacterium] 
          Length = 105 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 38/110 (34%), Positives = 49/110 (44%), Gaps = 7/110 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 2   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 55 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ 
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Sbjct: 56  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVY 105 
 
 
>gb|ACB21019.1| TfdA [uncultured bacterium] 
          Length = 63 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 25/56 (44%), Positives = 34/56 (60%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           WH+DS++    A+ ++ SA VVP  GG T F DMRAAYDAL    ++ +    A H 
Sbjct: 3   WHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYDALPRDLQSELEGLRAEH 58 
 
 
>emb|CBJ18792.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGFGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ18773.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 31/93 (33%), Positives = 42/93 (45%), Gaps = 5/93 (5%) 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 220 
             HSL+YS+  LG +  A               L+ LV+ HP  GR SL +  HA  I G 
Sbjct: 19  CEHSLMYSRGSLGFLDYAEEE-----KQMFKPVLQRLVRTHPVHGRKSLYLSSHAGGIVG 73 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           M   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 74  MTMPEARVLLRDLSEHATQPEFVYVHKWKLHDL 106 
 
 
>emb|CBJ19037.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.5 bits (114), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 37/111 (33%), Positives = 48/111 (43%), Gaps = 7/111 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGD 105 
 
 
>gb|ACB21025.1| TfdA [uncultured bacterium] 
          Length = 64 
 
 Score = 48.1 bits (113), Expect = 0.001,   Method: Compositional matrix adjust. 
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 Identities = 25/56 (44%), Positives = 34/56 (60%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           WH+DS++    A+ ++ SA VVP  GG T F DMRAAYDAL    ++ +    A H 
Sbjct: 4   WHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYDALPRDLQSELEGLRAEH 59 
 
 
>sp|P83309.1|SDPA_DELAC RecName: Full=(S)-2-(2,4-dichlorophenoxy)propionate, 
          2-oxoglutarate dioxygenase 
          Length = 45 
 
 Score = 48.1 bits (113), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 26/33 (78%), Positives = 27/33 (81%) 
 
Query: 3  QTTLQITPTGATLGATVTGVHLATLDDAGFAAL 35 
          QTTLQITPTGATLGATVTGVHLAT+     A L 
Sbjct: 2  QTTLQITPTGATLGATVTGVHLATVIVGNTAGL 34 
 
 
>emb|CBJ19008.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.1 bits (113), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 36/111 (32%), Positives = 48/111 (43%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYD L E  +  +    A H  + S+  LG      + Y     +       PLV+ H  
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILG-----DTDYFESQRNAMPPVSWPLVRTHA 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 56  GSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWRVGDL 106 
 
 
>ref|ZP_01630848.1| taurine dioxygenase [Nodularia spumigena CCY9414] 
 gb|EAW44516.1| taurine dioxygenase [Nodularia spumigena CCY9414] 
          Length = 124 
 
 Score = 48.1 bits (113), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 24/76 (31%), Positives = 40/76 (52%), Gaps = 2/76 (2%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAE--SERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           P+V +H  TG+  L +G       GM+     +++F + L +   +   V+ H W  GD+ 
Sbjct: 32  PIVSIHQVTGKKGLYLGSDTSIPVGMEDKLDLAKQFWQDLFETVLERTPVYTHIWQPGDL 91 
 
Query: 254 VVWDNRCLLHRAEPWD 269 
           VVWDN  ++H   P+D 
Sbjct: 92  VVWDNSQVMHAGIPYD 107 
 
 
>gb|ACB21023.1| TfdA [uncultured bacterium] 
          Length = 61 
 
 Score = 48.1 bits (113), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 25/56 (44%), Positives = 34/56 (60%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           WH+DS++    A+ ++ SA VVP  GG T F DMRAAYDAL    ++ +    A H 
Sbjct: 3   WHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYDALPRDLQSELEGLRAEH 58 
 
 
>ref|ZP_04588004.1| taurine dioxygenase [Pseudomonas syringae pv. oryzae str. 1_6] 
          Length = 149 
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 Score = 48.1 bits (113), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 38/138 (27%), Positives = 66/138 (47%), Gaps = 15/138 (10%) 
 
Query: 4   TTLQITPTGATLGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           T  ++TP    +GA V+GV L+  L +A  A +  A+L++ +L+F  QH++ +Q   F + 
Sbjct: 24  TVERLTPI---IGAEVSGVDLSQPLQEAQLAEIRRAFLENHVLVFRDQHMTVEQHKAFGR 80 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 122 
            FG +  +   DI        DG   +      +   + + G + WH D T     + G+ 
Sbjct: 81  LFGPLRALPVEDI--------DGDDAELVVVRANAQSRFVAGEL-WHTDGTADAEPSMGS 131 
 
Query: 123 VFSAEVVPAV--GGRTCF 138 
           +   +  PA+  GG T F 
Sbjct: 132 MLYVKETPAIGTGGDTLF 149 
 
 
>emb|CBJ19082.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19110.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
 emb|CBJ19147.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L+  A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLGHATQRKFVYRHSWKVGDL 106 
 
 
>gb|ACB21028.1| TfdA [uncultured bacterium] 
          Length = 62 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 23/41 (56%), Positives = 29/41 (70%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 148 
           WH+DS++    A+ ++ SA VVP  GG T F DMRAAYDAL 
Sbjct: 3   WHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYDAL 43 
 
 
>emb|CBJ18890.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   ++ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFMYRHSWKVGDL 106 
 
 
>gb|AAB18140.1| 2,4-dichlorophenoxyacetate dioxygenase [Halomonadaceae gen. sp. 
           strain I-18] 
          Length = 105 
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 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 25/60 (41%), Positives = 32/60 (53%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 46  PLVRTHAGSGRKFLFIGAHAXHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 105 
 
 
>gb|EFQ92006.1| hypothetical protein PTT_10996 [Pyrenophora teres f. teres 0-1] 
          Length = 354 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 42/174 (24%), Positives = 70/174 (40%), Gaps = 16/174 (9%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           G   WH+D  + PV A         +P  GG T +A     YD    A +      +A   
Sbjct: 146 GAAQWHSDIQFEPVPADYTSLRLTQLPETGGDTLWASGYEMYDRFSTAYQRFFEGLTATF 205 
 
Query: 164 S---LVYSQS------KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGR 213 
           S   LV +        K+   ++     +G  +    T + P+V+ +P TG  S+  +G  
Sbjct: 206 SGDGLVKAAEANPEVVKIYEKERGSPKNVGRSL----TAVHPVVRTNPVTGWKSIFALGP 261 
 
Query: 214 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-AAGDVVVWDNRCLLHRA 265 
               I  ++  ES+  L+       +   +    +W  A D+ +WDNR + H A 
Sbjct: 262 FPKYINELNVEESDELLKRFRSVIIENHDLQVRFKWRNANDLAIWDNRSVFHTA 315 
 
 
>gb|AAX51279.1| TdfA [uncultured bacterium] 
          Length = 102 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 37/105 (35%), Positives = 47/105 (44%), Gaps = 7/105 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 99 
 
 
>gb|ABE68889.1| TfdA [Burkholderia glathei] 
          Length = 103 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 37/105 (35%), Positives = 47/105 (44%), Gaps = 7/105 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 99 
 
 
>emb|CBJ19079.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
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Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG H   I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHVGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>gb|ACB21024.1| TfdA [uncultured bacterium] 
          Length = 61 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 23/41 (56%), Positives = 29/41 (70%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 148 
           WH+DS++    A+ ++ SA VVP  GG T F DMRAAYDAL 
Sbjct: 2   WHSDSSFQQPAARYSMLSAVVVPPSGGDTEFCDMRAAYDAL 42 
 
 
>emb|CBJ18764.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 34/111 (30%), Positives = 51/111 (45%), Gaps = 7/111 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           +AYDAL +  +A +      HS+ YS++ LG        +    M T    + PLV+  P 
Sbjct: 1   SAYDALSDDMKAQLEGLRVEHSIAYSRAMLGF------EFNEREMQTLKGAVHPLVRTLP 54 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             GR SL +  HA +I      ++   L  L + A Q   V+ H W  GD+ 
Sbjct: 55  -YGRKSLYLASHAASIIDWPLPKARLLLRDLTEHATQPQFVYRHSWRVGDL 104 
 
 
>ref|ZP_05883092.1| PvcB protein [Vibrio metschnikovii CIP 69.14] 
 gb|EEX36342.1| PvcB protein [Vibrio metschnikovii CIP 69.14] 
          Length = 282 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 64/309 (20%), Positives = 113/309 (36%), Gaps = 52/309 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ--I 58 
           M      + P G  + A  +  H+  LD    ++L   + +H L++  G  +    +    
Sbjct: 1   MPYKITSLDPFGVMVEAQHSSTHVVELD---ISSLRHLFERHQLVLLRGFTVFEQAEDFA 57 
 
Query: 59  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +++G +     G ++ +        +++  P   D +       M W  D  Y P + 
Sbjct: 58  DYCEQWGEVSIWPFGRVLEL--------IQKEQPE--DHIFDSSYMPMHW--DGMYRPQV 105 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F     A D   E  R+L  + +            GH Q 
Sbjct: 106 PEYQIFQCVEAPLPGNGGRTTFCHTMLALDNASEQERSLWRKVT------------GHYQ 153 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF----LEG 232 
           +    Y        +  + P+V  HP  G   ++     H +   D           + G 
Sbjct: 154 RKMEFY-------HSKTVSPIVMPHPYKGY-DVIRYNEPHVVDNGDLLNPPDVTLSGISG 205 
 
Query: 233 LVDWACQA--------PR-VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
               AC          PR  +AH+W +GD+V+ DN  LLH  E +    PR +   ++   
Sbjct: 206 SEAMACHQSLRRALYDPRNFYAHEWQSGDIVITDNFSLLHGREAFTSHTPRHIRRVQVLS 265 
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Query: 284 RPETEGAAL 292 
            P     +L 
Sbjct: 266 NPPYHNPSL 274 
 
 
>emb|CBJ19143.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELRGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
              GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGPGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHTWKVGDL 106 
 
 
>ref|ZP_06188335.1| PvcB [Legionella longbeachae D-4968] 
 ref|YP_003455680.1| pyoverdine biosynthesis protein PvcB [Legionella longbeachae 
           NSW150] 
 gb|EEZ94273.1| PvcB [Legionella longbeachae D-4968] 
 emb|CBJ12617.1| putative pyoverdine biosynthesis protein PvcB [Legionella 
           longbeachae NSW150] 
          Length = 278 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 45/201 (22%), Positives = 71/201 (35%), Gaps = 33/201 (16%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           M  H D  Y P + +  +F      +P  GGRT F++            + L H+ +    
Sbjct: 93  MPLHWDGMYRPQVPEYQIFHCVKAPLPGQGGRTTFSNTLLVLKNTSSEIKELWHKVT--- 149 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR--------PSLLIGRHA 215 
                    G  Q+    Y        +  + P++  HP+ G         PS   G    
Sbjct: 150 ---------GTYQRKMKFY-------NSKTISPIITDHPQKGYSVIRYNEPPSQDKGHFV 193 
 
Query: 216 H----AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
           +       G+   E + F   L          +AH+W  GD+V+ DN  LLH  E +  K 
Sbjct: 194 NPPELEFTGISHEELDVFHTSLAKALYSPDNFYAHEWQTGDIVIADNFSLLHGREEFTSK 253 
 
Query: 272 LPRVMWHSRLAGRPETEGAAL 292 
            PR +    +   P  +   L 
Sbjct: 254 SPRHIQRVHVLSNPPFDNPGL 274 
 
 
>gb|AAX51272.1| TfdA [uncultured bacterium] 
 gb|AAX51286.1| TdfA [uncultured bacterium] 
          Length = 101 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 37/105 (35%), Positives = 47/105 (44%), Gaps = 7/105 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 99 
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>emb|CBJ19153.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 37/112 (33%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L + A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELPEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_001559770.1| hypothetical protein BC1G_01926 [Botryotinia fuckeliana B05.10] 
 gb|EDN28807.1| hypothetical protein BC1G_01926 [Botryotinia fuckeliana B05.10] 
          Length = 401 
 
 Score = 47.8 bits (112), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 52/238 (21%), Positives = 95/238 (39%), Gaps = 29/238 (12%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           ++G  + G+ L +LDD     L     +  ++    Q +   +QI F   FG +       
Sbjct: 106 SIGTELVGIQLTSLDDTQKNELARLVAERGVVFLRDQEMDVHEQIEFGSYFGELH----- 160 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF-SAEVVPA- 131 
            I  ++ +  D  +    P   D+  K    +  WH+D +Y  +   G  F   + +P   
Sbjct: 161 -IHQMAGIIPD--LPWVHPIHKDETAKNGRSHQIWHSDVSYE-LQPPGLTFLRMDTLPKA 216 
 
Query: 132 ------VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 185 
                  GG T +A     Y++L    + ++    A+HS          ++QA  A  G  
Sbjct: 217 GPDGYEAGGDTIWASGYGIYESLSPTLKGILENLEAKHS---------GLEQAEKALKGN 267 
 
Query: 186 GM--DTTATPLRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQA 240 
           G         + P+V+ HP T + +L +  +    I G++   SE  L+ L  +  +A 
Sbjct: 268 GCLRRNPIETIHPVVRTHPVTQQKTLYVNENFTKEIVGVEKRFSESLLDFLNRYVAEA 325 
 
 
>emb|CBJ18734.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.4 bits (111), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 31/111 (27%), Positives = 54/111 (48%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL + T+  +    A+H + +S+ ++G  +     ++    +      + LV+ HP 
Sbjct: 1   AAYDALPDDTKGAIDGLVAQHDVFWSRGQIGFTE-----FLPGEREKYPPSQQRLVRRHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            + R +L +  HA  I G    E    L  L + A Q   V++H+W  GD+ 
Sbjct: 56  GSKRKALYLSAHASHIVGWPVPEGRLLLADLNEHATQQQFVYSHKWRIGDL 106 
 
 
>gb|ADP12603.1| putative siderophore biosynthesis protein [Erwinia sp. Ejp617] 
          Length = 292 
 
 Score = 47.4 bits (111), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 78/307 (25%), Positives = 115/307 (37%), Gaps = 40/307 (13%) 
 
Query: 3   QTTLQITPTGATLGATVTGVHLATLDDAGF--AALHAAWLQ-----HALLIFPG--QHLS 53 
           Q TL   P     G   +   L     AG   + L  AWL+     H L++  G     S 
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Sbjct: 7   QDTLDAEPLIGETGEPCSFGVLIKPRHAGLHISELPVAWLRSLVHTHQLVVLRGFDPFDS 66 
 
Query: 54  NDQQITFAKRFGAIERIGGGDIVA-ISNVKADGTVRQHS--PAEWDDMMKVIVGNMAWHA 110 
           +D    +   FG I     G ++  I +   D  +  HS  P  WD M    V        
Sbjct: 67  SDSLTRYCATFGEIMMWPFGAVLELIEHENPDDHIFAHSYVPLHWDGMYLDTVPEF---- 122 
 
Query: 111 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 170 
              +  V A G +         GGRT F+    A      + RAL  +   R    Y +S 
Sbjct: 123 -QLFQCVHAGGDM--------QGGRTTFSCTTGALRIATPSVRALWRRARGR----YQRS 169 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLR--PLVK-VHPETGRPSLLIGRHAHAIPGMDAAESE 227 
              +  +  +  IG        P R  P+++   P     +  I   +++  G++  E E 
Sbjct: 170 VELYSNRVEAPVIG------IHPQREFPVIRFCEPPVENDATFINPSSYSFVGINEDEKE 223 
 
Query: 228 RFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 286 
             L  L     + P+V+ AHQW  GDVV+ DN  LLH  E +  +  R +    + G P  
Sbjct: 224 MLLASL-KRTLRDPQVYYAHQWQTGDVVLSDNLSLLHGREQYTHRSGRHLRRVHIHGNPH 282 
 
Query: 287 TEGAALV 293 
                LV 
Sbjct: 283 IANHHLV 289 
 
 
>gb|AAF02720.2| alpha ketoglutarate dependent dioxygenase [Ralstonia sp. CS2] 
 gb|AAF62390.2| alpha ketoglutarate dependent dioxygenase [Alcaligenes sp. CS1] 
          Length = 104 
 
 Score = 47.4 bits (111), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 25/60 (41%), Positives = 32/60 (53%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+V+ 
Sbjct: 45  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDLVM 104 
 
 
>gb|EFY88508.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Metarhizium acridum CQMa 102] 
          Length = 374 
 
 Score = 47.4 bits (111), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 47/192 (24%), Positives = 73/192 (38%), Gaps = 38/192 (19%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR----------------------AA 144 
           +WH D+ Y P     ++     +P  GG   F   R                         
Sbjct: 150 SWHTDAGYEPNPPDYSILKLIKLPKTGGGNQFYITRFQAHLYIILTVTYIDTMWASSCEI 209 
 
Query: 145 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM-----DTTATPLR---P 196 
           YD +  A R  +   +A     +SQS+L +V  A   +  Y       +   + LR   P 
Sbjct: 210 YDKISPAYRKFLEGLTAD----FSQSRLPNVA-AAKGFELYSEPRGSPNNIGSSLRAVHP 264 
 
Query: 197 LVKVHPETGRPSLL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAG-DV 253 
           +V+ +P TG  SL  +G H   I  +   ES R L+  +    +       H+W    D+ 
Sbjct: 265 VVRTNPVTGWKSLFAVGNHVERINDVTPDESRRLLDWFLQLIVEEHDCQLRHRWENPYDI 324 
 
Query: 254 VVWDNRCLLHRA 265 
            +WDNR + H A 
Sbjct: 325 AIWDNRSVYHTA 336 
 
 
>emb|CBJ19158.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.4 bits (111), Expect = 0.002,   Method: Compositional matrix adjust. 
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 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G    E    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVPEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ18931.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.4 bits (111), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q    + H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFAYRHSWKVGDL 106 
 
 
>emb|CBJ18906.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.4 bits (111), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 49/112 (43%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG +A  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGVYAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_002736252.1| PREDICTED: hypothetical protein [Saccoglossus kowalevskii] 
          Length = 307 
 
 Score = 47.4 bits (111), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 61/278 (21%), Positives = 105/278 (37%), Gaps = 66/278 (23%) 
 
Query: 15  LGATVTGVHLAT-LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGAIERIG- 71 
           LG  V  + L   L +     +     +H +LIF  Q ++S D+ +   + FG +E     
Sbjct: 31  LGCEVHSIDLGNPLPENVIETIKKDVTEHRILIFKNQRNISPDKHVEIGRWFGELESTSF 90 
 
Query: 72  -------GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
                    +I  +SN  ++G              +V VGN  WH D  Y+      +++ 
Sbjct: 91  YKHPKSPSLNIFRVSNDASEG--------------QVGVGNTGWHIDGQYLQKPCSYSIY 136 
 
Query: 125 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 184 
              V  + G  T FA        L++    L H++  R        +L  V+         
Sbjct: 137 HM-VNISRGAETLFA-------PLNDIIEGLSHRQRHR------WERLWVVRNP------ 176 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSLLI------------GRHAHAIPGMDAAESERFLEG 232 
           +G D     + PL+  HPE+G+  L +            G     +  M   ++   L+  
Sbjct: 177 HGTDV----IHPLIYSHPESGKKVLCLHTGLTGAFYWDRGNVNQRLTNMKETQA---LKK 229 
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Query: 233 LVDWACQAPR---VHAHQWAAGDVVVWDNRCLLHRAEP 267 
            +D      +    ++H+W  GD ++ DN  L H A P 
Sbjct: 230 EIDHVFTKDKHTVQYSHKWEPGDFIISDNLALAHVAPP 267 
 
 
>emb|CAK48940.1| unnamed protein product [Aspergillus niger] 
          Length = 300 
 
 Score = 47.4 bits (111), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 52/202 (25%), Positives = 78/202 (38%), Gaps = 29/202 (14%) 
 
Query: 73  GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA---WHADSTYMPVMAQGAVFSAEVV 129 
           GD   + + +      +H+  ++DD +       A   WHAD++Y  + +           
Sbjct: 110 GDDEVLRDPEIYAVSSEHNRDKFDDYLNTKHKQFASRGWHADTSYENIPSDYIAIKMVKA 169 
 
Query: 130 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL-----GHVQQAGSAYIG 184 
           P  GG T FA    AYD L E  + +    S    L      L     GH Q  G ++   
Sbjct: 170 PMTGGDTLFASCYGAYDRLSEPWQRMADSLSYIMPLADKGINLWLGPRGHPQNFGGSF-- 227 
 
Query: 185 YGMDTTATPLRPLVKVHPETGRPSL-----LIGRHAHAIPGMDAAESE----RFLEGLVD 235 
                 AT   PLV  +P TG  +L     +  R    I G+   E E     FL+ + D 
Sbjct: 228 -----EAT--HPLVVTNPVTGWKALWGFSPISMRANGRINGVTDHEQELMKAYFLKLITD 280 
 
Query: 236 WACQAPRVHAHQWAAGDVVVWD 257 
                   + H+W   D+V+WD 
Sbjct: 281 ---NHDLQYRHRWKPDDIVIWD 299 
 
 
>emb|CBJ19057.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  +  +  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNPRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|YP_125606.1| hypothetical protein lpl0237 [Legionella pneumophila str. Lens] 
 emb|CAH14466.1| hypothetical protein lpl0237 [Legionella pneumophila str. Lens] 
          Length = 278 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 46/201 (22%), Positives = 74/201 (36%), Gaps = 33/201 (16%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           M  H D  Y P + +  +F      +P  GGRT F++   A        + L ++ S    
Sbjct: 93  MPLHWDGMYRPQVPEYQIFHCVKAPLPGQGGRTTFSNTILALQFASSEIKELWNKVS--- 149 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE--------TGRPSLLIGRHA 215 
                    G  Q+    Y        +  + P++  HP+           PS+  G    
Sbjct: 150 ---------GTYQRKMEFY-------NSKTVSPIITKHPQKDFSVIRYNEPPSVDKGHFV 193 
 
Query: 216 H----AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
           +       G+D  E + F   L      A   +AH+W  GD+V+ DN  LLH  E +  + 
Sbjct: 194 NPPDIEFTGIDQEELDSFHRSLNKALYSADNFYAHEWQNGDIVIADNFSLLHGREGFVSR 253 
 
Query: 272 LPRVMWHSRLAGRPETEGAAL 292 
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            PR +    +   P  +   L 
Sbjct: 254 SPRHIQRVHVLSNPPFDNPGL 274 
 
 
>emb|CBJ19054.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L  G HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFTGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ19163.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 31/93 (33%), Positives = 42/93 (45%), Gaps = 5/93 (5%) 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 220 
             HSL+YS+  LG +      Y           L+ LV+ HP  GR SL +  HA  I G 
Sbjct: 19  CEHSLMYSRGALGFLD-----YSEEEKQMFKPVLQRLVRTHPVHGRKSLYLSSHAGGIVG 73 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           M   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 74  MTVPEARVLLRDLNEHATQPEFVYVHRWKLHDL 106 
 
 
>gb|ABI94568.1| TfdA [Burkholderia hospita] 
          Length = 99 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 36/103 (34%), Positives = 46/103 (44%), Gaps = 7/103 (6%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  P 
Sbjct: 1   FCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWP 54 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           LV+ H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 55  LVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 97 
 
 
>emb|CBJ19169.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 31/93 (33%), Positives = 42/93 (45%), Gaps = 5/93 (5%) 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 220 
             HSL+YS+  LG +      Y           L+ LV+ HP  GR SL +  HA  I G 
Sbjct: 19  CEHSLMYSRGALGFLD-----YSEEEKQMFKPVLQRLVRTHPVHGRKSLYLSTHAGGIVG 73 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           M   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 74  MTVPEARVLLRDLNEHATQPEFVYVHRWKLHDL 106 
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>gb|ADO34958.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 95 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 30/100 (30%), Positives = 51/100 (51%), Gaps = 8/100 (8%) 
 
Query: 42  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 101 
           + ++ FPGQ ++N+Q I F++RFG ++ +    + +I        +R+    E ++  +V 
Sbjct: 2   YQVIYFPGQAITNEQHIAFSRRFGPVDPVPL--LKSIEGYPEVQMIRR----EANESGRV 55 
 
Query: 102 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
           I  +  WH DST++       V  A  VP  GG T F  M 
Sbjct: 56  IGDD--WHTDSTFLDAPPAAVVMRAVDVPEHGGDTGFLSM 93 
 
 
>gb|AAX51288.1| TdfA [uncultured bacterium] 
          Length = 105 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 49/110 (44%), Gaps = 7/110 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
            PLV+ H  +GR  L IG HA  + G   AE    L  L++ A Q   V+ 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHMEGRPVAEGRMLLAELLEHATQRKFVY 104 
 
 
>gb|AAX51276.1| TdfA [uncultured bacterium] 
          Length = 99 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 36/103 (34%), Positives = 46/103 (44%), Gaps = 7/103 (6%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  P 
Sbjct: 2   FCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           LV+ H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 56  LVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 98 
 
 
>gb|EEQ42086.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Candida 
           albicans WO-1] 
          Length = 386 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 66/275 (24%), Positives = 113/275 (41%), Gaps = 36/275 (13%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---ITFAKR 63 
           +ITP     G+ + GV L+ L+D G   L     Q  +L+F  Q  ++      + F K  
Sbjct: 83  RITPK---FGSEIDGVQLSQLNDKGKDELALFLAQRKVLLFNEQDFADKGPGFAVEFGKY 139 
 
Query: 64  FGAIERIGGGDIVAISNVKADG------TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG +        V  S+    G      T R+    E   +      ++ +H+D +Y    
Sbjct: 140 FGRLH-------VHPSSGSPRGHQELHITYRRPEKGELQRVFAHRTTSVGFHSDVSYEIT 192 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
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            ++  +F   +    GG T F D   AY+ L   + A   +    H L  S+      Q  
Sbjct: 193 PSRFTLFQV-LESGDGGDTVFVDTVEAYNRL---SPAFQKRLEGLHVLHTSED-----QA 243 
 
Query: 178 AGSAYIGYGMD--TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           A SA+ G G++     + + PLV++ P TG  SL + +     I  +   ES+  L+ L  
Sbjct: 244 ANSAHQG-GVERRKAVSNIHPLVRLDPVTGEKSLYVNKAFGRRIVELKKEESDYLLDFLH 302 
 
Query: 235 DWACQAPRVHAH-QWAAGD---VVVWDNRCLLHRA 265 
           +   ++  +     W  G+   V ++ N  + H A 
Sbjct: 303 NHIEKSSDLQLRVNWERGERRKVALFHNSGVSHTA 337 
 
 
>ref|XP_002419465.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Candida dubliniensis CD36] 
 emb|CAX43059.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Candida dubliniensis CD36] 
          Length = 426 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 64/297 (21%), Positives = 105/297 (35%), Gaps = 58/297 (19%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ L+ L +     L     +  ++ F  Q LS  +Q+    
Sbjct: 111 AEDIIHLTPY---IGTEIVGLQLSELTNKQKDELALLIAERVVVFFKDQDLSPQKQLELG 167 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKADGTVRQHSPAEWDDM----MKVIVGNMAWHAD 111 
             +G +E      RIG       S       + QH   E   +     +   GN  WH+D 
Sbjct: 168 HYWGQVEIHPQAARIG-------SEFDGVTVIWQHYAKERRSINLTFKQSKKGNSTWHSD 220 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSLVY 167 
             +    A       + +P +GG T ++    AYD L  + +  +  ++A     H  +  
Sbjct: 221 LVHEKQTAGITHLHLDAIPNIGGETLWSSTYGAYDKLSPSLQQFLDGKTAIYRSAHQYLD 280 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAAES 226 
               L      G  YI            P+++ HP TG   L + R     I G+   ES 
Sbjct: 281 RNDPL-----KGPKYIERE--------HPIIRTHPVTGWKYLFVNRGMTVRIVGLLPEES 327 
 
Query: 227 ERFLEGL-----------VDWACQAP---------RVHAHQWAAGDVVVWDNRCLLH 263 
           +  L  L           V W+ Q           +    +   G   +WDNR   H 
Sbjct: 328 DLILNYLYSVIENNRDIQVRWSWQKELGSIKKNKSKEEDSKQYRGVSALWDNRISNH 384 
 
 
>ref|XP_657819.1| hypothetical protein AN0215.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA66088.1| hypothetical protein AN0215.2 [Aspergillus nidulans FGSC A4] 
 tpe|CBF89959.1| TPA: conserved hypothetical protein [Aspergillus nidulans FGSC A4] 
          Length = 352 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 45/158 (28%), Positives = 68/158 (43%), Gaps = 17/158 (10%) 
 
Query: 122 AVFSAEVVPAVGGRTCFA---DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           ++   E  P VGG T +A        YDAL +A +  +    A H+     S+L    Q  
Sbjct: 149 SLLRMEEHPEVGGDTAWARKVSQYGLYDALSDAYKKFLDGLHAVHT-----SRL----QY 199 
 
Query: 179 GSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
            +    +G      P+    P V+ HP TG  +L +          +  AES++ L+ L  
Sbjct: 200 DTILDLWGTGPNRPPIDTHHPAVRTHPVTGLKALNVNPGFVTGFAELKKAESDKVLDFLA 259 
 
Query: 235 DWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFK 271 
                A   +   +WA G V +WDNRC LHR  P  ++ 
Sbjct: 260 YHIHSADDHYVRWKWAVGSVAMWDNRCTLHRVIPGTYE 297 
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>ref|XP_713065.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 ref|XP_713033.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EAK93908.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EAK93946.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
          Length = 386 
 
 Score = 47.0 bits (110), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 66/275 (24%), Positives = 113/275 (41%), Gaps = 36/275 (13%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ---ITFAKR 63 
           +ITP     G+ + GV L+ L+D G   L     Q  +L+F  Q  ++      + F K  
Sbjct: 83  RITPK---FGSEIDGVQLSQLNDKGKDELALFLAQRKVLLFNEQDFADKGPGFAVEFGKY 139 
 
Query: 64  FGAIERIGGGDIVAISNVKADG------TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
           FG +        V  S+    G      T R+    E   +      ++ +H+D +Y    
Sbjct: 140 FGRLH-------VHPSSGSPRGHQELHITYRRPEKGELQRVFAHRTTSVGFHSDVSYEIT 192 
 
Query: 118 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 177 
            ++  +F   +    GG T F D   AY+ L  A +  +      H L  S+      Q  
Sbjct: 193 PSRFTLFQV-LESGDGGDTVFVDTVEAYNRLSPAFQKRL---EGLHVLHTSED-----QA 243 
 
Query: 178 AGSAYIGYGMD--TTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           A SA+ G G++     + + PLV++ P TG  SL + +     I  +   ES+  L+ L  
Sbjct: 244 ANSAHQG-GVERRKAVSNIHPLVRLDPVTGEKSLYVNKAFGRRIVELKKEESDYLLDFLH 302 
 
Query: 235 DWACQAPRVHAH-QWAAGD---VVVWDNRCLLHRA 265 
           +   ++  +     W  G+   V ++ N  + H A 
Sbjct: 303 NHIEKSSDLQLRVNWERGERRKVALFHNSGVSHTA 337 
 
 
>emb|CBJ19159.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 31/93 (33%), Positives = 42/93 (45%), Gaps = 5/93 (5%) 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 220 
             HSL+YS+  LG +      Y           L+ LV+ HP  GR SL +  HA  I G 
Sbjct: 19  CEHSLMYSRGALGFLD-----YSEEEKQMFKPVLQHLVRTHPVHGRKSLYLSSHAGGIVG 73 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           M   E+   L  L + A Q   V+ H+W   D+ 
Sbjct: 74  MTVPEARVLLRDLNEHATQPEFVYVHRWKLHDL 106 
 
 
>gb|AAX51287.1| TdfA [uncultured bacterium] 
          Length = 100 
 
 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 36/103 (34%), Positives = 46/103 (44%), Gaps = 7/103 (6%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  P 
Sbjct: 2   FCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           LV+ H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 56  LVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 98 
 
 
>gb|EEQ44600.1| hypothetical protein CAWG_02874 [Candida albicans WO-1] 
          Length = 425 
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 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 56/249 (22%), Positives = 94/249 (37%), Gaps = 42/249 (16%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ L+ L D     L     +  ++ F  Q LS  +Q+    
Sbjct: 110 AEDIIHLTPY---IGTEIVGLQLSELTDKQKDELALLIAERVVVFFKDQDLSPQKQLELG 166 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKADGT--VRQHSPAEWDDM----MKVIVGNMAWH 109 
             +G +E      R+G          + DG   + QH   E   +     +   GN  WH 
Sbjct: 167 HYWGQVEVHPQAARVGP---------EFDGVTVIWQHYAKERRSINLTFKQSKKGNSVWH 217 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSL 165 
           +D  +    A       + +P +GG+T ++    AYD L    +  +  ++A     H   
Sbjct: 218 SDLVHEKQTAGITHLHLDAIPGIGGKTLWSSTYGAYDKLSPGLQRFLDGKTAIYRSAHQY 277 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAA 224 
           +     L      G  Y+            P+V+ HP TG   L + R     I G+    
Sbjct: 278 LDRNDPL-----KGPKYVERE--------HPIVRTHPVTGWKYLFVNRGMTVRIVGLLPE 324 
 
Query: 225 ESERFLEGL 233 
           ES+  L  L 
Sbjct: 325 ESDLILNYL 333 
 
 
>ref|XP_001937063.1| taurine dioxygenase family protein [Pyrenophora tritici-repentis 
           Pt-1C-BFP] 
 gb|EDU49650.1| taurine dioxygenase family protein [Pyrenophora tritici-repentis 
           Pt-1C-BFP] 
          Length = 354 
 
 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 40/174 (22%), Positives = 70/174 (40%), Gaps = 16/174 (9%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           G   WH+D  + PV A         +P  GG T +A     YD    A +      +A   
Sbjct: 146 GAAQWHSDIQFEPVPADYTSLRLTQLPKTGGDTLWASGYEMYDRFSTAYQKFFEGLTATF 205 
 
Query: 164 S---LVYSQS------KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGR 213 
           +   L+ +        K+   ++     +G  +    T + P+V+ +P TG  S+  +G  
Sbjct: 206 AGDGLIRAAEANPDVVKIYEKERGSPKNVGRSL----TAVHPVVRTNPVTGWKSIFALGP 261 
 
Query: 214 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-AAGDVVVWDNRCLLHRA 265 
               I  ++  ES+  L+       +   +    +W  A D+ +WDNR + H A 
Sbjct: 262 FPKYINELNVEESDELLKRFRSVITENHDLQVRFKWRNANDLAIWDNRSVFHSA 315 
 
 
>gb|ADO34952.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34953.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34954.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34955.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34956.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34957.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34959.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34960.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34961.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
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           [uncultured bacterium] 
 gb|ADO34962.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
 gb|ADO34963.1| putative (R)-2,4-dichlorophenoxypropionate dioxygenase-like protein 
           [uncultured bacterium] 
          Length = 95 
 
 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 30/100 (30%), Positives = 51/100 (51%), Gaps = 8/100 (8%) 
 
Query: 42  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 101 
           + ++ FPGQ ++N+Q I F++RFG ++ +    + +I        +R+    E ++  +V 
Sbjct: 2   YQVIYFPGQAITNEQHIAFSRRFGPVDPVPL--LKSIEGYPEVQMIRR----EANESGRV 55 
 
Query: 102 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 141 
           I  +  WH DST++       V  A  VP  GG T F  M 
Sbjct: 56  IGDD--WHTDSTFLDAPPAAVVMRAIDVPEHGGDTGFLSM 93 
 
 
>ref|ZP_02357712.1| pyoverdine biosynthesis protein PvcB [Burkholderia oklahomensis 
           EO147] 
          Length = 303 
 
 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 52/186 (27%), Positives = 74/186 (39%), Gaps = 23/186 (12%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLDTVPEFQVFQCVQAIGEADGGRTTFSSTTEALRIATPQTRALWRRAHGRYQRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR--PLVK-VHPETGRPSLLIGRHAHAIPG 220 
             +YS +    + +               P R  P+++   P     S  I   ++A  G 
Sbjct: 170 VELYSNTVEAPIIEKH-------------PRREFPILRFCEPPIANDSTFINPSSYAFGG 216 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 279 
           +   E E  L G +  A   PR H AH+W  GDV + DN  LLH  E +  +  R +    
Sbjct: 217 IADDEKEALL-GSLKRALYDPRAHYAHRWQTGDVALTDNFTLLHGRERFTSRTGRHLRRV 275 
 
Query: 280 RLAGRP 285 
            + G P 
Sbjct: 276 HIHGEP 281 
 
 
>emb|CBW98417.1| hypothetical protein LPW_02691 [Legionella pneumophila 130b] 
          Length = 278 
 
 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 46/201 (22%), Positives = 74/201 (36%), Gaps = 33/201 (16%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           M  H D  Y P + +  +F      +P  GGRT F++   A        + L ++ S    
Sbjct: 93  MPLHWDGMYRPQVPEYQIFHCVKAPLPGQGGRTTFSNTILALQFASSEIKELWNKVS--- 149 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE--------TGRPSLLIGRHA 215 
                    G  Q+    Y        +  + P++  HP+           PS+  G    
Sbjct: 150 ---------GTYQRKMEFY-------NSKTVSPIITKHPQKDFSVIRYNEPPSVDKGHFV 193 
 
Query: 216 H----AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
           +       G+D  E + F   L      A   +AH+W  GD+V+ DN  LLH  E +  + 
Sbjct: 194 NPPDIEFTGIDQEELDFFHRSLNKALYSADNFYAHEWQNGDIVIADNFSLLHGREGFVSR 253 
 
Query: 272 LPRVMWHSRLAGRPETEGAAL 292 
            PR +    +   P  +   L 
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Sbjct: 254 SPRHIQRVHVLSNPPFDNPGL 274 
 
 
>ref|ZP_02364837.1| pyoverdine biosynthesis protein PvcB [Burkholderia oklahomensis 
           C6786] 
          Length = 303 
 
 Score = 46.6 bits (109), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 52/186 (27%), Positives = 74/186 (39%), Gaps = 23/186 (12%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLDTVPEFQVFQCVQAIGEADGGRTTFSSTTEALRIATPQTRALWRRAHGRYQRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR--PLVK-VHPETGRPSLLIGRHAHAIPG 220 
             +YS +    + +               P R  P+++   P     S  I   ++A  G 
Sbjct: 170 VELYSNTVEAPIIEKH-------------PRREFPILRFCEPPIANDSTFINPSSYAFGG 216 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 279 
           +   E E  L G +  A   PR H AH+W  GDV + DN  LLH  E +  +  R +    
Sbjct: 217 IADDEKEALL-GSLKHALYDPRAHYAHRWQTGDVALTDNFTLLHGRERFTSRTGRHLRRV 275 
 
Query: 280 RLAGRP 285 
            + G P 
Sbjct: 276 HIHGEP 281 
 
 
>emb|CBJ18810.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.6 bits (109), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 35/112 (31%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  + ++     +H  + S+  LG    +              P+R P V  H 
Sbjct: 1   AAYDDLPEDFKKVLRGLGGQHYALNSRFILGDTDYSER------QRNAMAPVRWPPVPTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ19063.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.6 bits (109), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I     AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEDRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_002383259.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
 gb|EED47079.1| alpha-ketoglutarate-dependent sulfonate dioxygenase, putative 
           [Aspergillus flavus NRRL3357] 
          Length = 366 
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 Score = 46.6 bits (109), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 62/294 (21%), Positives = 109/294 (37%), Gaps = 54/294 (18%) 
 
Query: 14  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 73 
           ++G  +  V L+ L++     L     +  ++ F  Q L+ ++Q+   + +G +++     
Sbjct: 70  SIGTLLEDVQLSQLNEQQLDELALLVTERGVVFFRDQDLTTEKQVELFQHYGVLDKHPAQ 129 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW-----HADSTYMPVMAQGAVF---- 124 
                 N+   G+   H         + I     W     HAD+++  +      F     
Sbjct: 130 KDQKFVNIH--GSREDH---------REIANYTPWPSGEFHADTSFE-INRMSCTFNEYN 177 
 
Query: 125 --------SAEVVPAVGGRTCF-----------ADMRAAYDALDEATRALVHQRSARHSL 165 
                   SA + P   GR                    YDAL +A +  +    A H+  
Sbjct: 178 IGYLLTSTSAIIFPPENGRASSRRRRYSLGNQQVSQYGVYDALSDAYKKFLDGLHAVHT- 236 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPL---RPLVKVHPETGRPSLLIGR-HAHAIPGM 221 
               S+L    Q  +    +G+     P+    P V+ HP TG  +L +          + 
Sbjct: 237 ----SRL----QYDTILDLWGVGPNRPPIDTHHPAVRTHPVTGLRALNVNNGFVTGFAEL 288 
 
Query: 222 DAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRAEPWDFKLPR 274 
              ES++ L+ L      A   +   +WA G V +WDNRC +HR  P  +K  R 
Sbjct: 289 KKLESDKLLDFLSHHIHAADDHYVRWKWAVGSVAMWDNRCTVHRVIPGRYKENR 342 
 
 
>gb|EFN53016.1| hypothetical protein CHLNCDRAFT_137505 [Chlorella variabilis] 
          Length = 291 
 
 Score = 46.2 bits (108), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 68/306 (22%), Positives = 120/306 (39%), Gaps = 73/306 (23%) 
 
Query: 9   TPTGATLGATVTGVHLATLD-DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRFGA 66 
           T T   +GA V G+ L     D     + +   +H LL+F  Q  +S ++Q+  +  FG  
Sbjct: 8   TLTPLPVGAEVHGIQLQQPQPDEVVQQIKSDVTKHRLLVFRDQGIMSGERQVEISSWFGE 67 
 
Query: 67  IERIGGG-------DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 119 
           +E            D+  +SN +A+G                 VG   WH D ++      
Sbjct: 68  LESTFYKHPSSPHPDVFRVSNERAEGCTD--------------VGRTGWHIDGSF----- 108 
 
Query: 120 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 179 
           Q A FS  +   V   +C       +  L E   +L  ++ AR   ++  S   H Q    
Sbjct: 109 QTAPFSHSLYHIV---SCPTQGDTVFAPLHEIVGSLPAEQRARWDRLWMLSDRRHRQ--- 162 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLL------------IGRHAHAIPGMDAAESE 227 
                          +PL+  HP +G+ ++             +G     +     AE+  
Sbjct: 163 --------------AKPLLYEHPLSGQDAMCFHLGMTDGFVWDVGTQQQRV--ASGAETR 206 
 
Query: 228 RFLE---GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP------RVMWH 278 
             L+   G++  +C+   +++H+W  GD ++ DN  L H A P + +LP      R+M   
Sbjct: 207 ALLDEIHGVITSSCRH-LLYSHKWRPGDFIISDNLALGHEAAP-ETQLPLEQVGLRIMHR 264 
 
Query: 279 SRLAGR 284 
           + + G+ 
Sbjct: 265 TTVKGQ 270 
 
 
>emb|CBJ19019.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.2 bits (108), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
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Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A     V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATLRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ19189.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.2 bits (108), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 31/93 (33%), Positives = 41/93 (44%), Gaps = 5/93 (5%) 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 220 
             HSL+YS+  LG +      Y           L+ LV+ HP  GR SL +  HA  I G 
Sbjct: 19  CEHSLMYSRGALGFLD-----YSEEEKQMFKPVLQRLVRTHPVHGRKSLYLSSHAGGIVG 73 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           M   E+   L  L   A Q   V+ H+W   D+ 
Sbjct: 74  MTVPEARVLLRDLNKHATQPEFVYVHRWKLHDL 106 
 
 
>ref|YP_001629703.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           petrii DSM 12804] 
 emb|CAP41433.1| Alpha-ketoglutarate-dependent taurine dioxygenase [Bordetella 
           petrii] 
          Length = 97 
 
 Score = 46.2 bits (108), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 22/70 (31%), Positives = 38/70 (54%), Gaps = 1/70 (1%) 
 
Query: 217 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA-EPWDFKLPRV 275 
           +I GM  AE++  L  L + + Q    + H    GD+++WDNRC +H A + +D    R  
Sbjct: 16  SIVGMTLAEAQPILRFLFEHSTQPEFTYRHSCQPGDLMIWDNRCAIHLALDDYDHGYARR 75 
 
Query: 276 MWHSRLAGRP 285 
           ++ + + G P 
Sbjct: 76  LYRTTILGTP 85 
 
 
>gb|EEQ44372.1| hypothetical protein CAWG_02639 [Candida albicans WO-1] 
          Length = 423 
 
 Score = 46.2 bits (108), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 64/297 (21%), Positives = 105/297 (35%), Gaps = 60/297 (20%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ L+ L +     L     +  ++ F  Q LS  +Q+    
Sbjct: 110 AEDVIHLTPY---IGTEIVGLQLSELTEQQRDELALLIAERVVVFFKDQDLSPQKQLELG 166 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKADGTV---RQHSPAEWD---DMMKVIVGNMAWH 109 
             +G +E      RIG          + DG     ++     W       +   GN  WH 
Sbjct: 167 HYWGQVEVHPQATRIGE---------EYDGISVIWQEQQRDRWGLNLTFKQSKKGNSQWH 217 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSL 165 
           +D  +    A       + +P +GG T ++    AYD L  A +  +  ++A     H   
Sbjct: 218 SDLVHEKQTAGITHLHLDAIPGIGGETLWSSTYGAYDKLSPALQKFLDGKTAIYRSAHQY 277 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAA 224 
           +     L      G  Y+            P+V+ HP TG   L + R     I G+    
Sbjct: 278 LDRNDPL-----KGPKYV--------EREHPIVRTHPVTGWKYLFVNRSMTVRIVGLLPE 324 
 
Query: 225 ESERFLEGL-----------VDWACQAP-------RVHAHQWAAGDVVVWDNRCLLH 263 
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           ES+  L  L           V W+ Q         +    +   G   +WDNR   H 
Sbjct: 325 ESDLILNYLYSVIETNRDIQVRWSWQKELGSVKNNKKDEPKQYRGVSALWDNRISNH 381 
 
 
>emb|CBJ18912.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.2 bits (108), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             + R  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSERKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>emb|CBJ19023.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.2 bits (108), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L   ++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAEPLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|YP_003018467.1| Taurine catabolism dioxygenase TauD/TfdA [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
 gb|ACT13931.1| Taurine catabolism dioxygenase TauD/TfdA [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
          Length = 292 
 
 Score = 46.2 bits (108), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 68/283 (24%), Positives = 103/283 (36%), Gaps = 60/283 (21%) 
 
Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQITFAKRF 64 
           +I P G  +    +GVH+  L       L        L+I  G     S +   T+     
Sbjct: 21  EIYPFGVRIEPKQSGVHIGELSPNWLRTLVE---NQQLVILRGFDSFTSAENLTTYCAAM 77 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHADSTYMPVMAQGA 122 
           G I +   G ++ +               E  D    I  N  +  H D  Y+  + +   
Sbjct: 78  GDIMQWPFGAVLEL--------------VEQPDATDHIFANNYVPLHWDGMYLKTVPELQ 123 
 
Query: 123 VFSAEVVPAVG----GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 178 
           VF  + V A+G    GRT F+    A       T+AL             Q   G  Q+A 
Sbjct: 124 VF--QCVSAIGEGQGGRTTFSSTTTALRLASPETKALW------------QRATGQYQRA 169 
 
Query: 179 GSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LIGRHAHAIPGMDAAES 226 
              Y       ++T L P+++ HP    P +             +    +   G++  E  
Sbjct: 170 VELY-------SSTALAPIIEQHPYRTYPVIRFCEPPIAGDKEFLNPSTYHFSGIEPEEQ 222 
 
Query: 227 ERFLEGLVDWACQAPRV-HAHQWAAGDVVVWDNRCLLHRAEPW 268 
           E  L  L       PRV +AHQW +GD+V+ DN  LLH  E + 
Sbjct: 223 ELLLSSLQQALYD-PRVQYAHQWQSGDIVIADNYSLLHGRESY 264 
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>ref|XP_720183.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 ref|XP_720050.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EAL01194.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EAL01331.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
          Length = 423 
 
 Score = 46.2 bits (108), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 64/297 (21%), Positives = 105/297 (35%), Gaps = 60/297 (20%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ L+ L +     L     +  ++ F  Q LS  +Q+    
Sbjct: 110 AEDVIHLTPY---IGTEIVGLQLSELTEQQRDELALLIAERVVVFFKDQDLSPQKQLELG 166 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKADGTV---RQHSPAEWD---DMMKVIVGNMAWH 109 
             +G +E      RIG          + DG     ++     W       +   GN  WH 
Sbjct: 167 HYWGQVEVHPQATRIGE---------EYDGISVIWQEQQRDRWGLNLTFKQSKKGNSQWH 217 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSL 165 
           +D  +    A       + +P +GG T ++    AYD L  A +  +  ++A     H   
Sbjct: 218 SDLVHEKQTAGITHLHLDAIPGIGGETLWSSTYGAYDKLSPALQKFLDGKTAIYRSAHQY 277 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAA 224 
           +     L      G  Y+            P+V+ HP TG   L + R     I G+    
Sbjct: 278 LDRNDPL-----KGPKYVERE--------HPIVRTHPVTGWKYLFVNRSMTVRIVGLLPE 324 
 
Query: 225 ESERFLEGL-----------VDWACQAP-------RVHAHQWAAGDVVVWDNRCLLH 263 
           ES+  L  L           V W+ Q         +    +   G   +WDNR   H 
Sbjct: 325 ESDLILNYLYSVIETNRDIQVRWSWQKELGSVKNNKKDEPKQYRGVSALWDNRISNH 381 
 
 
>emb|CBJ18997.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 46.2 bits (108), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR    IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFHFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|YP_094229.1| pyoverdine biosynthesis protein PvcB [Legionella pneumophila subsp. 
           pneumophila str. Philadelphia 1] 
 gb|AAU26282.1| pyoverdine biosynthesis protein PvcB [Legionella pneumophila subsp. 
           pneumophila str. Philadelphia 1] 
          Length = 278 
 
 Score = 46.2 bits (108), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 45/201 (22%), Positives = 74/201 (36%), Gaps = 33/201 (16%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           M  H D  Y P + +  +F      +P  GGRT F++   A        + L ++ S    
Sbjct: 93  MPLHWDGMYRPQVPEYQIFHCVKAPLPGQGGRTTFSNTILALQFASSEIKELWNKVS--- 149 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE--------TGRPSLLIGRHA 215 
                    G  Q+    Y        +  + P++  HP+           PS+  G    
Sbjct: 150 ---------GTYQRKMEFY-------NSKTVSPIITKHPQKDFSVIRYNEPPSVDKGHFV 193 
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Query: 216 H----AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
           +       G+D  E + F   L +        +AH+W  GD+V+ DN  LLH  E +  + 
Sbjct: 194 NPPDIEFTGIDQEELDFFHRSLENALYSPDNFYAHEWQNGDIVIADNFSLLHGREGFVSR 253 
 
Query: 272 LPRVMWHSRLAGRPETEGAAL 292 
            PR +    +   P  +   L 
Sbjct: 254 SPRHIQRVHVLSNPPFDNPGL 274 
 
 
>emb|CBJ19026.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 45.8 bits (107), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 36/112 (32%), Positives = 48/112 (42%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L I  HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIRAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_714705.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
 gb|EAK95658.1| potential taurine catabolic dioxygenase [Candida albicans SC5314] 
          Length = 425 
 
 Score = 45.8 bits (107), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 56/249 (22%), Positives = 93/249 (37%), Gaps = 42/249 (16%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 61 
           A+  + +TP    +G  + G+ L+ L D     L     +  ++ F  Q LS  +Q+    
Sbjct: 110 AEDIIHLTPY---IGTEIVGLQLSELTDKQKDELALLIAERVVVFFKDQDLSPQKQLELG 166 
 
Query: 62  KRFGAIE------RIGGGDIVAISNVKADGT--VRQHSPAEWDDM----MKVIVGNMAWH 109 
             +G +E      R+G          + DG   + QH   E   +     +   GN  WH 
Sbjct: 167 HYWGQVEVHPQAARVGP---------EFDGVTVIWQHYAKERRSINLTFKQSKKGNSVWH 217 
 
Query: 110 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA----RHSL 165 
           +D  +    A       + +P +GG T ++    AYD L    +  +  ++A     H   
Sbjct: 218 SDLVHEKQTAGITHLHLDAIPGIGGETLWSSTYGAYDKLSPGLQRFLDGKTAIYRSAHQY 277 
 
Query: 166 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-IPGMDAA 224 
           +     L      G  Y+            P+V+ HP TG   L + R     I G+    
Sbjct: 278 LDRNDPL-----KGPKYVERE--------HPIVRTHPVTGWKYLFVNRGMTVRIVGLLPE 324 
 
Query: 225 ESERFLEGL 233 
           ES+  L  L 
Sbjct: 325 ESDLILNYL 333 
 
 
>gb|ACG80556.1| TfdA [uncultured bacterium] 
          Length = 115 
 
 Score = 45.8 bits (107), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 39/128 (30%), Positives = 52/128 (40%), Gaps = 20/128 (15%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 193 
           T F DMRAAYDAL E  +A +    A HS+ YS+ +LG           +  D    P   
Sbjct: 1   TEFGDMRAAYDALPEDMKARLEGLQAHHSIAYSRQRLG---------FEFSGDEAEAPEG 51 
 
Query: 194 LRPLVKVHPETGRPSLLIGR-----HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 248 
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            R     H    RP + + R     H   +     A + R          Q   V+ H W 
Sbjct: 52  RRASAGTHAAAHRPQISLSRLARESHTRLVRPRRQAAAPRSHRA----PTQRQFVYRHAW 107 
 
Query: 249 AAGDVVVW 256 
            AGD+V+W 
Sbjct: 108 RAGDLVMW 115 
 
 
>ref|XP_003002132.1| alpha-ketoglutarate-dependent sulfonate dioxygenase 
[Verticillium 
           albo-atrum VaMs.102] 
 gb|EEY21481.1| alpha-ketoglutarate-dependent sulfonate dioxygenase [Verticillium 
           albo-atrum VaMs.102] 
          Length = 386 
 
 Score = 45.4 bits (106), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 35/163 (21%), Positives = 66/163 (40%), Gaps = 7/163 (4%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 167 
           WH+D T+ P+ +              G   +  + A      ++  A   Q     +    
Sbjct: 178 WHSDITFEPIPSDYPCSDLPNTLWASGYEVYDRISATLQGFLDSLTATYAQPGFNEAADK 237 
 
Query: 168 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAES 226 
           +  K+   ++     +G  ++     + P+++ +P TG  S+  +G H   I G+   ES 
Sbjct: 238 NGFKIYSAERGAPENVGELLEA----IHPVIRTNPVTGWKSVFAVGHHVQKINGLSDEES 293 
 
Query: 227 ERFLEGLVDWACQAPRVHA-HQWA-AGDVVVWDNRCLLHRAEP 267 
           + FL   V    +   +   ++W    DV +WDNR + H A P 
Sbjct: 294 KHFLAWFVQLIVENHDLQVRYKWKDVNDVAIWDNRSVYHAATP 336 
 
 
>ref|YP_122580.1| hypothetical protein lpp0237 [Legionella pneumophila str. Paris] 
 emb|CAH11384.1| hypothetical protein lpp0237 [Legionella pneumophila str. Paris] 
          Length = 278 
 
 Score = 45.4 bits (106), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 46/201 (22%), Positives = 73/201 (36%), Gaps = 33/201 (16%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           M  H D  Y P + +  +F      +P  GGRT F++   A        + L ++ S    
Sbjct: 93  MPLHWDGMYRPQVPEYQIFHCVKAPLPGQGGRTTFSNTILALQFASSEIKELWNKVS--- 149 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE--------TGRPSLLIGRHA 215 
                    G  Q+    Y        +  + P++  HP+           PS   G    
Sbjct: 150 ---------GTYQRKMEFY-------NSKTVSPIITKHPQKDFSVIRYNEPPSADKGHFV 193 
 
Query: 216 H----AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 271 
           +       G+D  E + F   L      A   +AH+W  GD+V+ DN  LLH  E +  + 
Sbjct: 194 NPPDIEFTGIDQEELDFFHRSLNKALYSADNFYAHEWQNGDIVIADNFSLLHGREGFVSR 253 
 
Query: 272 LPRVMWHSRLAGRPETEGAAL 292 
            PR +    +   P  +   L 
Sbjct: 254 SPRHIQRVHVLSNPPFDNPGL 274 
 
 
>gb|ADC33970.1| TfdA-like protein [uncultured bacterium] 
          Length = 128 
 
 Score = 45.4 bits (106), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 34/128 (26%), Positives = 53/128 (41%), Gaps = 2/128 (1%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM AAYD L +  +  +  ++A H        +     +    +         P+  
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Sbjct: 1   TEFCDMCAAYDDLPDPLKLELEGKTALHDFNRFWEMMRSRPGSTRPPLSEAQRNAKPPVS 60 
 
Query: 195 RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            P+V  HP + R  L     +   I  +  A+S+R L  L D   +    +   W  GD  
Sbjct: 61  HPVVLTHPISKRRVLYANPGYTVRINELPEADSDRTLALLFDHQTRDKYRYVFHWQVGDA 120 
 
Query: 254 VVWDNRCL 261 
           +VWDNRC+ 
Sbjct: 121 LVWDNRCV 128 
 
 
>ref|XP_387766.1| hypothetical protein FG07590.1 [Gibberella zeae PH-1] 
          Length = 364 
 
 Score = 45.4 bits (106), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 44/180 (24%), Positives = 70/180 (38%), Gaps = 28/180 (15%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR---------- 153 
           G  +WH+D  +    A         +P+ GG T +A     YD   +  +           
Sbjct: 156 GAASWHSDIQFEEYPADYTSLRLTKLPSGGGDTLWASGYELYDRYSDPYQKFFEGLTATF 215 
 
Query: 154 ---ALVHQRSAR--HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 208 
                +  R AR  H  +Y + + GH +  G A     + T+     P+V+ +P TG  S 
Sbjct: 216 SGDGFLKARDARPDHFKIYEEPR-GHPENIGDA-----LKTS----HPVVRTNPVTGWKS 265 
 
Query: 209 LL-IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-AAGDVVVWDNRCLLHRA 265 
           L  +G     I  + A ES+  LE       +   +    +W +  D+  WDNR   H A 
Sbjct: 266 LFAVGNFPRRINELSARESKELLESFYKRIEENHDLQVRFRWRSPNDIAFWDNRSAFHSA 325 
 
 
>ref|ZP_02484143.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           7894] 
 ref|ZP_02508453.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           BCC215] 
          Length = 304 
 
 Score = 45.4 bits (106), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 54/202 (26%), Positives = 76/202 (37%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQ---RSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL H+   R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWHRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFSGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>gb|AAX51278.1| TdfA [uncultured bacterium] 
          Length = 105 
 
 Score = 45.4 bits (106), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 37/110 (33%), Positives = 48/110 (43%), Gaps = 7/110 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
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           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 244 
            PLV+    +GR  L IG HA  I G   AE    L  L++ A Q   V+ 
Sbjct: 55  WPLVRTRAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVY 104 
 
 
>gb|AAX51283.1| TdfA [uncultured bacterium] 
 gb|AAX51284.1| TdfA [uncultured bacterium] 
 gb|AAX51285.1| TdfA [uncultured bacterium] 
          Length = 96 
 
 Score = 45.4 bits (106), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 35/101 (34%), Positives = 45/101 (44%), Gaps = 7/101 (6%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVS 54 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 235 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ 
Sbjct: 55  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLE 95 
 
 
>emb|CBJ18883.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 45.1 bits (105), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 31/111 (27%), Positives = 53/111 (47%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AA+DAL +  +         HSL++S++++G       A+    +       + LV+ H  
Sbjct: 1   AAWDALPQKLKDECFDLVTDHSLIFSRAQMGF-----EAFSAEELARCEPVPQRLVRRHA 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +GR SL +  H   I G    E+   +  L ++A Q   V+AH W+ GD+ 
Sbjct: 56  GSGRLSLYLSAHIGEIHGWARPEALALIRELTEFATQPQFVYAHHWSVGDL 106 
 
 
>gb|ADC33968.1| TfdA-like protein [uncultured bacterium] 
          Length = 128 
 
 Score = 45.1 bits (105), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 36/128 (28%), Positives = 52/128 (40%), Gaps = 2/128 (1%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL- 194 
           T F DM  AYD L  A +  +  ++A H        +     +    +         P+  
Sbjct: 1   TEFCDMCTAYDDLPGALKLELAGKTALHDFNRFWEMMRARPGSTRPPLSEAQRNAKPPVS 60 
 
Query: 195 RPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            P+V  HP + R  L     +   I  +  AES R L  L D   +    +   W  GDV 
Sbjct: 61  HPVVLTHPISKRKVLYANPGYTVRINELPEAESARTLALLFDHQTRNKYRYVFHWQVGDV 120 
 
Query: 254 VVWDNRCL 261 
           +VWDNRC+ 
Sbjct: 121 LVWDNRCV 128 
 
 
>emb|CBJ18865.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 45.1 bits (105), Expect = 0.011,   Method: Compositional matrix adjust. 
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 Identities = 32/96 (33%), Positives = 47/96 (48%), Gaps = 7/96 (7%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           TGR SL IG HAH + GM  A+    L  L++ A Q 
Sbjct: 55  TGRRSLFIGAHAHKVIGMPLAQGRMLLLDLLEHATQ 90 
 
 
>ref|ZP_04522600.1| PvcB [Burkholderia pseudomallei MSHR346] 
 gb|EEP51514.1| PvcB [Burkholderia pseudomallei MSHR346] 
          Length = 304 
 
 Score = 45.1 bits (105), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 54/202 (26%), Positives = 75/202 (37%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFSGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>emb|CBJ18758.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 45.1 bits (105), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 30/111 (27%), Positives = 49/111 (44%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AAYDAL ++T+  +      H + +S+ ++G  +        Y           LV+ HP 
Sbjct: 1   AAYDALPDSTKQAIDPLVIEHDVFWSRGQIGVTEFPPGEREQYPPSKQR-----LVRTHP 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            + R +L +  HA  I G    E       L + A Q   V++H+W  GD+ 
Sbjct: 56  GSKRKTLYLSAHASHIVGWPVPEGRLLFADLNEHATQRQFVYSHKWRVGDL 106 
 
 
>emb|CBJ20073.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 139 
 
 Score = 45.1 bits (105), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 39/144 (27%), Positives = 63/144 (43%), Gaps = 12/144 (8%) 
 
Query: 115 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA----LVHQRSARHSLVYSQS 170 
           + +   G++  A  VP  GG T FA+   AY+AL +  +A    L+   S+  + V S++ 
Sbjct: 1   LEIPPMGSMLLAREVPPYGGDTVFANQYMAYEALSDGLKATLDGLIGVSSSTKAEV-SKT 59 
 
Query: 171 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERF 229 
           +   ++ AG        +       P+V+ HPETGR +L     H   I G    ES    
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Sbjct: 60  REDRLKAAGKETKPLAAE------HPIVRTHPETGRKALYTSSAHTSHIKGWTERESLAL 113 
 
Query: 230 LEGLVDWACQAPRVHAHQWAAGDV 253 
           LE L +   +       +W  G + 
Sbjct: 114 LEFLWEHQVRPEFTCRFRWETGSL 137 
 
 
>ref|XP_003039403.1| hypothetical protein NECHADRAFT_98371 [Nectria haematococca mpVI 
           77-13-4] 
 gb|EEU33690.1| hypothetical protein NECHADRAFT_98371 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 327 
 
 Score = 45.1 bits (105), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 36/160 (22%), Positives = 64/160 (40%), Gaps = 23/160 (14%) 
 
Query: 116 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 175 
           P+ +  A+     +P  GG T +A     YD +    +  +   +A+    Y+Q +     
Sbjct: 133 PIPSDYALLRLTQLPETGGDTLWASGYELYDRISPTLQRFLDTLTAK----YAQPQFNQA 188 
 
Query: 176 QQAGSAYI-------GYGMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAIPGMDAAESE 227 
            +  +  I          +      + P+V+ +P TG  S+  +G+H   I G+   E+  
Sbjct: 189 AKENNFSIYSAQRGAPENVGEVLEAVHPVVRTNPVTGWKSIFAVGQHVERIHGLSETENR 248 
 
Query: 228 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 267 
            FL+  +D              A DV +WDN  + H A P 
Sbjct: 249 HFLDWFIDLIN-----------ANDVAIWDNGSVYHAATP 277 
 
 
>gb|AAZ39276.1| oxygenase [uncultured organism] 
          Length = 271 
 
 Score = 44.7 bits (104), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 52/201 (25%), Positives = 73/201 (36%), Gaps = 40/201 (19%) 
 
Query: 74  DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA--WHADSTYMPVMAQGAVFSAEVVPA 131 
           D  AI+N++A    + +           +  N A  +H D  ++  +     F     P  
Sbjct: 81  DFGAINNLQAQSEAKNY-----------LFTNRAVPFHWDGAFVGRIPHWIFFHCASAPE 129 
 
Query: 132 --VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 189 
              GG T F       +A+  A RA     S R    YS  KL H          YG    
Sbjct: 130 ENTGGETLFCHTPLLLEAVSAAGRAQWENISIR----YSTEKLAH----------YGGSF 175 
 
Query: 190 TATPLRPLVKVHPETGRPSLLIGRHAH-------AIPGMDAAESERFLEGLVDWACQAPR 242 
           T+    PL+  HP  G+  L      +        I G+       FLEG+          
Sbjct: 176 TS----PLLAAHPIHGQTILRYAEPVNDLNPVHLEIQGLPEESHTAFLEGMHTRLYDPAV 231 
 
Query: 243 VHAHQWAAGDVVVWDNRCLLH 263 
            +AH W  GD+V+ DN  LLH 
Sbjct: 232 CYAHAWQTGDIVIADNFTLLH 252 
 
 
>ref|ZP_04896071.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           Pasteur 52237] 
 gb|EDO92909.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           Pasteur 52237] 
          Length = 304 
 
 Score = 44.7 bits (104), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 54/202 (26%), Positives = 76/202 (37%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQ---RSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL H+   R  R  
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Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWHRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>ref|ZP_03454489.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           576] 
 gb|EEC33915.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           576] 
          Length = 304 
 
 Score = 44.7 bits (104), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 53/195 (27%), Positives = 74/195 (37%), Gaps = 41/195 (21%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRP 285 
           +  R +    + G P 
Sbjct: 267 RSGRHLRRVHIHGDP 281 
 
 
>gb|EFQ32023.1| TfdA family Taurine catabolism dioxygenase TauD [Glomerella 
           graminicola M1.001] 
          Length = 367 
 
 Score = 44.7 bits (104), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 41/169 (24%), Positives = 69/169 (40%), Gaps = 15/169 (8%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGG-RTCFADMRAAYDALDEATRALVHQRSARHSLV 166 
           WH+D  + PV A  +      +P  GG  T +A     YD L    +  +   +A      
Sbjct: 160 WHSDIAFEPVPADYSSLRLVQLPKTGGGDTLWASGYEIYDRLSTPYQKFLESLTA----T 215 
 
Query: 167 YSQSKLGHV-QQAGSAYIGY------GMDTTATPLRPLVKVHPETGRPSLL-IGRHAHAI 218 
           + Q     V ++AG             + +    + P+V+ +P TG  S+  +G H   I 
Sbjct: 216 FEQPGFAAVAEEAGFTLYDKPRGNPKNVGSILKAVHPVVRTNPVTGWKSVYPVGGHVKHI 275 
 
Query: 219 PGMDAAESERFLEGLVDWACQAPRVHAH-QWA-AGDVVVWDNRCLLHRA 265 
             + A ES+  L+  +D   +   +    +W    D+ +WDNR   H A 
Sbjct: 276 NDVTAEESKHLLDWFLDLLQKNHEIQVRFRWQNPNDIAIWDNRSTFHTA 324 
 
 
>emb|CBJ18960.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
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 Score = 44.7 bits (104), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 35/112 (31%), Positives = 47/112 (41%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           AAYD L E  +  +    A H  + S+  LG    + S            P+  PL + H 
Sbjct: 1   AAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLARTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG  A  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 55  AGSGRKFLFIGAQAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|ZP_02405336.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           DM98] 
          Length = 304 
 
 Score = 44.7 bits (104), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 54/202 (26%), Positives = 75/202 (37%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>ref|ZP_02449958.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
91] 
          Length = 290 
 
 Score = 44.7 bits (104), Expect = 0.017,   Method: Compositional matrix adjust. 
 Identities = 54/202 (26%), Positives = 76/202 (37%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQ---RSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL H+   R  R  
Sbjct: 96  HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWHRAHGRYRRT 155 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 156 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 193 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 194 NPSSYAFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 252 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 253 RSGRHLRRVHIHGDPPLRNPHL 274 
 
 
>ref|YP_106451.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei ATCC 23344] 
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 ref|ZP_00441307.1| PvcB [Burkholderia mallei GB8 horse 4] 
 ref|YP_990537.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei SAVP1] 
 ref|YP_001025026.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei NCTC 10229] 
 ref|YP_001079371.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei NCTC 10247] 
 ref|ZP_02264991.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei PRL-20] 
 ref|ZP_04883179.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei ATCC 10399] 
 ref|ZP_04909818.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei FMH] 
 ref|ZP_04911688.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei JHU] 
 ref|ZP_04972418.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei 
           2002721280] 
 gb|AAU45504.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei ATCC 23344] 
 gb|ABM47797.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei SAVP1] 
 gb|ABO03616.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei NCTC 10247] 
 gb|EDK52775.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei FMH] 
 gb|EDK61985.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei JHU] 
 gb|EDK83293.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei 
           2002721280] 
 gb|EDP87533.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei ATCC 10399] 
 gb|EEP87158.1| PvcB [Burkholderia mallei GB8 horse 4] 
 gb|EES46890.1| pyoverdine biosynthesis protein PvcB [Burkholderia mallei PRL-20] 
 gb|ABM98824.2| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           mallei NCTC 10229] 
          Length = 299 
 
 Score = 44.7 bits (104), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 56/196 (28%), Positives = 77/196 (39%), Gaps = 43/196 (21%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQ---RSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL H+   R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWHRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESER-FLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWD 269 
              ++A  G+  A+SER  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +  
Sbjct: 208 NPSSYAFGGI--ADSERDALFGSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFT 265 
 
Query: 270 FKLPRVMWHSRLAGRP 285 
            +  R +    + G P 
Sbjct: 266 SRSGRHLRRVHIHGDP 281 
 
 
>ref|ZP_02495768.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           pseudomallei NCTC 13177] 
          Length = 304 
 
 Score = 44.3 bits (103), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 53/195 (27%), Positives = 74/195 (37%), Gaps = 41/195 (21%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWQRAHGRYRRT 169 
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Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRP 285 
           +  R +    + G P 
Sbjct: 267 RSGRHLRRVHIHGDP 281 
 
 
>ref|XP_001903241.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP61013.1| unnamed protein product [Podospora anserina S mat+] 
          Length = 355 
 
 Score = 44.3 bits (103), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 63/237 (26%), Positives = 93/237 (39%), Gaps = 45/237 (18%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV-----AISNVKADGTVRQHSPAEW 95 
           Q  ++ F  Q LS D Q    +R G  E  G  +       A++N K    V ++   +  
Sbjct: 112 QRGVVFFRNQDLSIDDQKLLGQRLG--ELTGKPETSKLHKHALANSKRGIAVDEN--GKL 167 
 
Query: 96  DDMMKVI-------------------VGNMAWHADSTYMPVMAQGAVFSAEVVPA-VGGR 135 
           DD + VI                   + +  WHAD T+  + +  A+      P  VGG  
Sbjct: 168 DDEVSVISSEQNRKYYADRYGYTAKRLASEGWHADITFEHIPSDYAILKIVQPPEDVGGD 227 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARH---SLVYSQSKLGH--VQQAGSAYIGYGMDTT 190 
           T +A     YD L  A + L    +A H   + V  +   G   + Q   A    G+D   
Sbjct: 228 TLWASGYEVYDRLSPALQKLAESLTATHHQPNFVRVKEAFGAELIDQFRGAPENNGLDFK 287 
 
Query: 191 ATPLRPLVKVHPETGRPSLL-IGRHAHA--IPGMDAAESE------RFLEGLVDWAC 238 
           A    P+V+ +P TG  SL   G   HA  I G+   ESE      RF + +   +C 
Sbjct: 288 AE--HPVVRTNPVTGWKSLFGAGHQVHAGWINGVTERESEILKAYCRFFQNMKVSSC 342 
 
 
>gb|AAX51281.1| TdfA [uncultured bacterium] 
          Length = 100 
 
 Score = 44.3 bits (103), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 37/105 (35%), Positives = 48/105 (45%), Gaps = 8/105 (7%) 
 
Query: 136 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 195 
           T F DMRAAYD  ++  + L   R A H  + S+  LG    + S            P+  
Sbjct: 1   TEFCDMRAAYDLPEDFKKELQGLR-AEHYALNSRFILGDTDYSES------QRNAMPPVS 53 
 
Query: 196 -PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
            PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 54  WPLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 98 
 
 
>gb|EFX05042.1| taurine catabolism dioxygenase [Grosmannia clavigera kw1407] 
          Length = 550 
 
 Score = 44.3 bits (103), Expect = 0.020,   Method: Compositional matrix adjust. 
 Identities = 61/266 (22%), Positives = 102/266 (38%), Gaps = 21/266 (7%) 
 
Query: 5   TLQITPTGATLGATVTGVHLATL--DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 62 
           +  +TPT   +G   + + L +L  DDA    L     Q  ++ F  Q L    Q    + 
Sbjct: 20  SFDVTPT---IGREFSHLQLCSLLSDDAKIRDLAVLVSQRGVVFFRNQDLKPFDQREVVQ 76 
 
Query: 63  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW-HADS-TYMPVMAQ 120 
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           + G +   G          +A G        + D+++ +    +A  + DS T+  V +  
Sbjct: 77  KLGQLS--GKPQTSKGKAAEAAGKTLPDGEPKPDEVLVITSEVLALVNKDSITFENVPSD 134 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH-SLVYSQSKLGHVQQAG 179 
            A+    + P  GG T +A    AYD L  A + L    +A H +   ++    ++ +   
Sbjct: 135 YAILKMNIAPETGGDTIWASGYEAYDRLSPAWKKLAEGLTATHRNRAAAEVDAQYIGENR 194 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
            +    G+D  AT L  +   H       L  G      P  D      FL+ +V+     
Sbjct: 195 GSPENAGLDFEATHL--MAAGH------QLHDGEFIGLTPREDEILKAYFLQIVVENHDL 246 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLHRA 265 
             R    +W   D+ +WDNR   H A 
Sbjct: 247 QVRF---KWNTNDIAIWDNRSCFHTA 269 
 
 
>gb|ABD39114.1| alpha-ketoglutarate dioxygenase [uncultured bacterium] 
          Length = 107 
 
 Score = 44.3 bits (103), Expect = 0.020,   Method: Compositional matrix adjust. 
 Identities = 28/96 (29%), Positives = 47/96 (48%), Gaps = 6/96 (6%) 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLIGRHAHAIP 219 
           A H+L +S+++     + G   +       A P+  P+V++HPETGR  + +G HA  I  
Sbjct: 10  AVHNLDFSRTR-----RHGIDLMTEEQKREAPPVEHPVVRIHPETGRCCIYLGDHAEWIV 64 
 
Query: 220 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 255 
           GM   E    +E L   A      + H+W   +++V 
Sbjct: 65  GMPYEEGRALIEELNALAVHPDLSYEHRWRPNELIV 100 
 
 
>ref|XP_002484628.1| conserved hypothetical protein [Talaromyces stipitatus ATCC 
10500] 
 gb|EED14675.1| conserved hypothetical protein [Talaromyces stipitatus ATCC 10500] 
          Length = 376 
 
 Score = 44.3 bits (103), Expect = 0.021,   Method: Compositional matrix adjust. 
 Identities = 41/166 (24%), Positives = 63/166 (37%), Gaps = 9/166 (5%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVP--AVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
            WH D ++  V     +     VP    GG T FA    AYD L    +  +   SA    
Sbjct: 170 GWHTDGSFENVPPDYTLLHMVKVPVEGSGGDTMFASAYEAYDLLSPPMKKFLEGISATF- 228 
 
Query: 165 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLR---PLVKVHPETGRPSLL-IGRHAHAIPG 220 
           + +       +        G   +     LR   P ++ +P TG  SL   G H     G 
Sbjct: 229 MPWDHKPENIIDHMWKGTRG-APENQGPELRASHPCIRTNPVTGWKSLFAFGHHLEEFEG 287 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
           +   E+    E +     +  ++ A  +W   D+V+WDNR + H A 
Sbjct: 288 LGDVENRMMKEFVQRLITENHQLQARVRWEQDDLVIWDNRAVYHSA 333 
 
 
>gb|AAX51277.1| TdfA [uncultured bacterium] 
          Length = 97 
 
 Score = 44.3 bits (103), Expect = 0.022,   Method: Compositional matrix adjust. 
 Identities = 35/101 (34%), Positives = 45/101 (44%), Gaps = 7/101 (6%) 
 
Query: 140 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLV 198 
           DMRAAYD L E  +  +    A H  + S+  LG    + S            P+  PLV 
Sbjct: 1   DMRAAYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLV 54 
 
Query: 199 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
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           + H  +GR  L IG HA  I G   AE    L  L++ A Q 
Sbjct: 55  RTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQ 95 
 
 
>gb|ACB21022.1| TfdA [uncultured bacterium] 
          Length = 63 
 
 Score = 44.3 bits (103), Expect = 0.022,   Method: Compositional matrix adjust. 
 Identities = 24/56 (42%), Positives = 31/56 (55%) 
 
Query: 108 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           WH+D       A+ ++ SA VVP  GG T F DMRAAYDAL    ++ +    A H 
Sbjct: 3   WHSDXXXXXXAARYSMLSAVVVPPSGGDTEFCDMRAAYDALPRDLQSELEGLRAEH 58 
 
 
>ref|ZP_06035601.1| PvcB protein [Vibrio cholerae RC27] 
 gb|EEY42329.1| PvcB protein [Vibrio cholerae RC27] 
          Length = 282 
 
 Score = 44.3 bits (103), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 61/308 (19%), Positives = 109/308 (35%), Gaps = 50/308 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 1   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 57 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +   +  G          D +       M W  D  Y P + 
Sbjct: 58  DYCERWGEVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQV 105 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 106 PEYQIFQCVKAPLPGHGGRTTFSHTMLAL------------QHAPQPDLELWQQVTGHYQ 153 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 154 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 206 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L          +AH+W  GD+V+ DN  LLH  E ++   PR +   ++    
Sbjct: 207 QAIEFHKSLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREAFNSHTPRHIRRVQVLSN 266 
 
Query: 285 PETEGAAL 292 
           P     +L 
Sbjct: 267 PPYNNPSL 274 
 
 
>emb|CBJ18923.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 43.9 bits (102), Expect = 0.024,   Method: Compositional matrix adjust. 
 Identities = 34/116 (29%), Positives = 51/116 (43%), Gaps = 15/116 (12%) 
 
Query: 143 AAYDALDEATR----ALVHQRSARHS-LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 197 
           AAYD L E  +     L  ++S R+S  +   ++    Q+     + +          PL 
Sbjct: 1   AAYDDLPEDFKKEWQGLCSEQSGRNSRFILGDTEYFESQRNAMPPVSW----------PL 50 
 
Query: 198 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           V+ H  +GR  L IG HA  + G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 51  VRTHAGSGRKFLFIGVHAGHMEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
>ref|XP_003041645.1| hypothetical protein NECHADRAFT_49706 [Nectria haematococca mpVI 
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           77-13-4] 
 gb|EEU35932.1| hypothetical protein NECHADRAFT_49706 [Nectria haematococca mpVI 
           77-13-4] 
          Length = 361 
 
 Score = 43.9 bits (102), Expect = 0.024,   Method: Compositional matrix adjust. 
 Identities = 40/174 (22%), Positives = 69/174 (39%), Gaps = 16/174 (9%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
           G  +WH+D  +    A         +P+ GG T +A     YD   +  +  +   +A   
Sbjct: 154 GAASWHSDIQFEEFPADYTSLRLTQLPSTGGDTLWASGYEIYDRFSDPWQKFLEGLTATF 213 
 
Query: 164 S----LVYSQSKLGHVQ-----QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL-IGR 213 
                +  + ++    Q     +   A +G G+    T + P+V+ +P TG  S+  IG  
Sbjct: 214 KGEGFIKAADARPDKFQIYEEPRGNPANVGRGL----TAVHPVVRTNPVTGWKSVFAIGN 269 
 
Query: 214 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QW-AAGDVVVWDNRCLLHRA 265 
               I  +   ES+  LE L     +   +    +W    D+ +WDNR   H A 
Sbjct: 270 FPQRINELSVRESKELLELLYKRIEENHDLQVRFKWRNKNDIAIWDNRSAFHSA 323 
 
 
>ref|ZP_01680907.1| PvcB protein [Vibrio cholerae V52] 
 ref|YP_001217475.1| PvcB protein [Vibrio cholerae O395] 
 gb|EAX62290.1| PvcB protein [Vibrio cholerae V52] 
 gb|ABQ20398.1| PvcB protein [Vibrio cholerae O395] 
 gb|ACP10052.1| PvcB protein [Vibrio cholerae O395] 
          Length = 287 
 
 Score = 43.9 bits (102), Expect = 0.025,   Method: Compositional matrix adjust. 
 Identities = 61/308 (19%), Positives = 109/308 (35%), Gaps = 50/308 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 6   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 62 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +   +  G          D +       M W  D  Y P + 
Sbjct: 63  DYCERWGEVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQV 110 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 111 PEYQIFQCVKAPLPGHGGRTTFSHTMLAL------------QHAPQPDLELWQQVTGHYQ 158 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 159 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 211 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L          +AH+W  GD+V+ DN  LLH  E ++   PR +   ++    
Sbjct: 212 QAIEFHKSLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREAFNSHTPRHIRRVQVLSN 271 
 
Query: 285 PETEGAAL 292 
           P     +L 
Sbjct: 272 PPYNNPSL 279 
 
 
>dbj|BAD15044.1| hypothetical protein [Sphingomonas sp. B6-5] 
          Length = 106 
 
 Score = 43.9 bits (102), Expect = 0.025,   Method: Compositional matrix adjust. 
 Identities = 32/114 (28%), Positives = 49/114 (42%), Gaps = 13/114 (11%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP----LVK 199 
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           A++ LD+     +    A HS  +S+SK+           G         L P    +V  
Sbjct: 2   AFERLDKDVAKRLENTFAWHSYAHSRSKVA---------TGLATTEEVDALPPVCWRMVW 52 
 
Query: 200 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +P  GR +L +  HA+ + GMDA   +  +E L + A      + HQW  GDV 
Sbjct: 53  RNPVNGRGALYLASHAYGVEGMDADAGKALIEQLTEAATALGVTYLHQWKQGDV 106 
 
 
>emb|CBJ20460.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 43.9 bits (102), Expect = 0.028,   Method: Compositional matrix adjust. 
 Identities = 37/132 (28%), Positives = 56/132 (42%), Gaps = 5/132 (3%) 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG-M 187 
           VP  GG T F  M +A++ L    +A +   +  HS       L   Q    +      M 
Sbjct: 15  VPEHGGDTGFLSMYSAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSNTSVKVM 74 
 
Query: 188 DTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
           D  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A +     
Sbjct: 75  DVEAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLFEHATRFDFT 134 
 
Query: 244 HAHQWAAGDVVV 255 
           +  +W    V+V 
Sbjct: 135 YRVRWKKDQVLV 146 
 
 
>ref|XP_002395867.1| hypothetical protein MPER_04001 [Moniliophthora perniciosa FA553] 
 gb|EEB96797.1| hypothetical protein MPER_04001 [Moniliophthora perniciosa FA553] 
          Length = 171 
 
 Score = 43.9 bits (102), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 34/128 (26%), Positives = 57/128 (44%), Gaps = 8/128 (6%) 
 
Query: 144 AYDALDEATRALVHQRSARHSL----VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 199 
           AYD L  A +  +   +A H+     VY+Q+    +Q    +    G + TA  + P+++ 
Sbjct: 7   AYDRLSPAFQRFLEGLTAVHNADFFNVYAQTHGLKIQDPRGSPENTGSNLTA--VHPVIR 64 
 
Query: 200 VHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWD 257 
            +P TG  SL + +     I  +   ES+  L+ L     +   +    +W   DV +WD 
Sbjct: 65  TNPVTGFKSLFVNKTFTKRILELTPDESDDVLDYLAKHISENHDLQVRFKWQKNDVAIWD 124 
 
Query: 258 NRCLLHRA 265 
           NR   H A 
Sbjct: 125 NRVTFHTA 132 
 
 
>ref|ZP_01767510.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           305] 
 gb|EBA47906.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           305] 
          Length = 304 
 
 Score = 43.9 bits (102), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 51/186 (27%), Positives = 75/186 (40%), Gaps = 23/186 (12%) 
 
Query: 109 HADSTYMPVMAQGAVFSAE--VVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCAQAIGDAHGGRTTFSSTTEALRVATPETRALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR--PLVK-VHPETGRPSLLIGRHAHAIPG 220 
             +YS +    + +               P R  P+++   P        I   ++A  G 
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Sbjct: 170 VELYSNTVEASIVERH-------------PRREFPILRFCEPPIADDPTFINPSSYAFGG 216 
 
Query: 221 MDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 279 
           +  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +  +  R +    
Sbjct: 217 IADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTSRSGRHLRRV 275 
 
Query: 280 RLAGRP 285 
            + G P 
Sbjct: 276 HIHGDP 281 
 
 
>ref|XP_001214255.1| hypothetical protein ATEG_05077 [Aspergillus terreus NIH2624] 
 gb|EAU34146.1| hypothetical protein ATEG_05077 [Aspergillus terreus NIH2624] 
          Length = 371 
 
 Score = 43.5 bits (101), Expect = 0.032,   Method: Compositional matrix adjust. 
 Identities = 41/185 (22%), Positives = 73/185 (39%), Gaps = 26/185 (14%) 
 
Query: 105 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 164 
           ++ WH D ++  V +  A+     +P  GG T +A     YD L       +   +A H  
Sbjct: 154 SVGWHTDISFERVPSDYAMLKIHTLPETGGDTLWASGYEIYDRLSPQMAEFLEGLTATHD 213 
 
Query: 165 LVY---SQSKLGHVQQAG--SAYIGYGMDTTATPLRPLVKVHPE---------------- 203 
             +      +LG+  + G   + + +G D  A  + P+++ + E                 
Sbjct: 214 ASFFHDEARRLGNPLRKGVRGSPLNHGEDLKA--VHPVIRTNREFSGLLSRAVSIDKISA 271 
 
Query: 204 -TGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDNRC 260 
            TG  S+ + +     I G+   ES+  L+ L +   Q        +W   D+ +WDNR  
Sbjct: 272 VTGWKSVYVNKGFTKRINGVTKDESDMLLQYLFNLVTQNHDAQVRFKWNKNDMAIWDNRS 331 
 
Query: 261 LLHRA 265 
             H A 
Sbjct: 332 TWHCA 336 
 
 
>emb|CBJ20476.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 141 
 
 Score = 43.5 bits (101), Expect = 0.034,   Method: Compositional matrix adjust. 
 Identities = 35/121 (28%), Positives = 57/121 (47%), Gaps = 12/121 (9%) 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH-----QRSARHSLVYSQSKLGHV 175 
           G++  ++ +P  GG T FA+   AY+ L +  + L+        SA+  +  S+++   + 
Sbjct: 7   GSMLLSQEIPPYGGDTLFANQYLAYETLSDTMKKLLDGLVGISTSAKADV--SRTREDRM 64 
 
Query: 176 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV 234 
           +  G +      D  A    P+V+ HPETGR SL +   H   I GM   ES   L  L  
Sbjct: 65  KSDGKSEA--PKDYVAE--HPIVRTHPETGRKSLYVNVAHTSGIKGMSDHESAALLSFLF 120 
 
Query: 235 D 235 
           + 
Sbjct: 121 E 121 
 
 
>ref|YP_001249599.1| pyoverdine biosynthesis protein PvcB [Legionella pneumophila str. 
           Corby] 
 ref|YP_003617441.1| pyoverdine biosynthesis protein PvcB [Legionella pneumophila 
           2300/99 Alcoy] 
 gb|ABQ54253.1| pyoverdine biosynthesis protein PvcB [Legionella pneumophila str. 
           Corby] 
 gb|ADG23489.1| pyoverdine biosynthesis protein PvcB [Legionella pneumophila 
           2300/99 Alcoy] 
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          Length = 278 
 
 Score = 43.5 bits (101), Expect = 0.036,   Method: Compositional matrix adjust. 
 Identities = 46/197 (23%), Positives = 70/197 (35%), Gaps = 25/197 (12%) 
 
Query: 106 MAWHADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL------VH 157 
           M  H D  Y P + +  +F      +P  GGRT F++   A        + L       + 
Sbjct: 93  MPLHWDGMYRPQVPEYQIFHCVKAPLPGQGGRTTFSNTILALQFASSEIKELWNKVCGTY 152 
 
Query: 158 QRSAR--HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 215 
           QR     +S   S   + H Q+  S  I Y                P +      +     
Sbjct: 153 QRKMEFYNSKTVSPIIMKHPQKDFSV-IRYN--------------EPPSADKGHFVNPPD 197 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 275 
               G+D  E + F   L      A   +AH+W  GD+V+ DN  LLH  E +  + PR  
Sbjct: 198 IEFTGIDQEELDFFHRSLNKALYSADNFYAHEWQNGDIVIADNFSLLHGREGFVSRSPRH 257 
 
Query: 276 MWHSRLAGRPETEGAAL 292 
           +    +   P  +   L 
Sbjct: 258 IQRVHVLSNPPFDNPGL 274 
 
 
>ref|YP_001061325.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           668] 
 gb|ABN85844.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           668] 
          Length = 304 
 
 Score = 43.1 bits (100), Expect = 0.040,   Method: Compositional matrix adjust. 
 Identities = 53/202 (26%), Positives = 75/202 (37%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQ---RSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL H+   R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWHRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++   G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYTFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>emb|CBJ20449.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20472.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 43.1 bits (100), Expect = 0.041,   Method: Compositional matrix adjust. 
 Identities = 40/138 (28%), Positives = 57/138 (41%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L   T+A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTTQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
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Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CAY25794.1| alpha-KG-dehydrogenase [uncultured bacterium] 
 emb|CAY25798.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 118 
 
 Score = 43.1 bits (100), Expect = 0.042,   Method: Compositional matrix adjust. 
 Identities = 30/107 (28%), Positives = 53/107 (49%), Gaps = 7/107 (6%) 
 
Query: 30  AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------RIGGGDIVAISNVKA 83 
           A  AA+  A  ++A+L+F  Q ++++QQI F++  G +E      R G    + +      
Sbjct: 11  ATMAAIGEAADRYAVLVFHDQRITDEQQIAFSRGLGPLETTIKAYRPGHKPRLDLHISDV 70 
 
Query: 84  DGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAEVV 129 
                Q      DD  ++  +GN  WH DS++  + A+ ++ SA VV 
Sbjct: 71  SNLDEQSRVLAADDRRRMNGLGNRLWHTDSSFKAIPARYSLLSARVV 117 
 
 
>ref|ZP_04967066.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           406e] 
 gb|EDO86844.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           406e] 
          Length = 304 
 
 Score = 43.1 bits (100), Expect = 0.043,   Method: Compositional matrix adjust. 
 Identities = 53/202 (26%), Positives = 74/202 (36%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPETRALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++   G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYTFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>emb|CBJ20434.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 43.1 bits (100), Expect = 0.047,   Method: Compositional matrix adjust. 
 Identities = 41/141 (29%), Positives = 60/141 (42%), Gaps = 11/141 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
            G      MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  FGNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
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Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + A +       +W    V+V 
Sbjct: 126 EHATRFDFTCRVRWKKDQVLV 146 
 
 
>ref|ZP_01981895.1| PvcB protein [Vibrio cholerae 623-39] 
 gb|EDL73401.1| PvcB protein [Vibrio cholerae 623-39] 
          Length = 287 
 
 Score = 43.1 bits (100), Expect = 0.048,   Method: Compositional matrix adjust. 
 Identities = 60/301 (19%), Positives = 107/301 (35%), Gaps = 50/301 (16%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT-FAKRFG 65 
           + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   + +R+G 
Sbjct: 13  LQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFADYCERWG 69 
 
Query: 66  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 125 
            +     G ++ +   +  G          D +       M W  D  Y P + +  +F  
Sbjct: 70  EVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQVPEYQIFQ 117 
 
Query: 126 A--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 183 
                +P  GGRT F+    A             Q + +  L   Q   GH Q+    Y  
Sbjct: 118 CVKAPLPGHGGRTTFSHTMLAL------------QNAPQPDLELWQQVTGHYQRKMEFY- 164 
 
Query: 184 GYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAAESERFLE 231 
                  +  + P+V  HP           P       L+     ++ G+   ++  F + 
Sbjct: 165 ------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPEQAIEFHK 218 
 
Query: 232 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 291 
            L          +AH+W  GD+V+ DN  LLH  E +    PR +   ++   P     + 
Sbjct: 219 SLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREAFTSHTPRHIRRVQVLSNPPYNNPS 278 
 
Query: 292 L 292 
           L 
Sbjct: 279 L 279 
 
 
>ref|ZP_06050330.1| PvcB protein [Vibrio cholerae CT 5369-93] 
 gb|EEY50537.1| PvcB protein [Vibrio cholerae CT 5369-93] 
          Length = 282 
 
 Score = 43.1 bits (100), Expect = 0.049,   Method: Compositional matrix adjust. 
 Identities = 61/308 (19%), Positives = 109/308 (35%), Gaps = 50/308 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 1   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 57 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +   +  G          D +       M W  D  Y P + 
Sbjct: 58  DYCERWGEVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQV 105 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 106 PEYQIFQCVKAPLPGHGGRTTFSHTMLAL------------QHAPQPDLELWQQVTGHYQ 153 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 154 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 206 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L         ++AH+W  GD+V+ DN  LLH  E +    PR +   ++    
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Sbjct: 207 QAIEFHKSLRRALYDPRNLYAHEWQTGDIVITDNFSLLHGREGFTSHTPRHIRRVQVLSN 266 
 
Query: 285 PETEGAAL 292 
           P     +L 
Sbjct: 267 PPYNNPSL 274 
 
 
>emb|CBJ18838.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 43.1 bits (100), Expect = 0.050,   Method: Compositional matrix adjust. 
 Identities = 30/111 (27%), Positives = 52/111 (46%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AA+DAL +  +         H L++S++++G       A+    +       + LV+ H  
Sbjct: 1   AAWDALPQKLKDECFDLVTDHLLIFSRAQMGF-----EAFSAEELARCEPVPQRLVRRHA 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +GR SL +  H   I G    E+   +  L ++A Q   V+AH W+ GD+ 
Sbjct: 56  GSGRLSLYLSAHIGEIHGWARPEALALIRELTEFATQPQFVYAHHWSVGDL 106 
 
 
>emb|CBJ20482.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 43.1 bits (100), Expect = 0.050,   Method: Compositional matrix adjust. 
 Identities = 40/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPGHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            Q       +W    V+V 
Sbjct: 129 TQFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20170.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 42.7 bits (99), Expect = 0.052,   Method: Compositional matrix adjust. 
 Identities = 40/138 (28%), Positives = 57/138 (41%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS     S L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFSSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>ref|ZP_07276033.1| hypothetical protein SSMG_00073 [Streptomyces sp. AA4] 
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 gb|EFL04402.1| hypothetical protein SSMG_00073 [Streptomyces sp. AA4] 
          Length = 285 
 
 Score = 42.7 bits (99), Expect = 0.052,   Method: Compositional matrix adjust. 
 Identities = 44/147 (29%), Positives = 62/147 (42%), Gaps = 16/147 (10%) 
 
Query: 121 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           G V    + P V G          +D L  A++  VH  +     +    ++    +AG  
Sbjct: 117 GVVKVGNIAPRVSGVRLDRLEPGEFDGLFTASK--VHGSAGPRFAIGDVQRVDDTARAGK 174 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA-HAIPGMDAAESERFLEGLVDWACQ 239 
           A+           L PLV  HP TGR  L +       + G+  AE+   +E L       
Sbjct: 175 AF-----------LHPLVHTHPLTGRKGLYVSACPLTGVAGLADAEAAELIEQLFRQVV- 222 
 
Query: 240 APR-VHAHQWAAGDVVVWDNRCLLHRA 265 
           APR V   +WAAG VV+ DNRC+ H A 
Sbjct: 223 APRFVSRVRWAAGLVVMIDNRCVQHYA 249 
 
 
>emb|CBJ20074.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 130 
 
 Score = 42.7 bits (99), Expect = 0.054,   Method: Compositional matrix adjust. 
 Identities = 36/136 (26%), Positives = 56/136 (41%), Gaps = 15/136 (11%) 
 
Query: 122 AVFSAEVVPAVGGRTCFAD-MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           ++  A V+PA GG T F++  R   D  D    AL   R+       + S+          
Sbjct: 8   SMLLARVIPAYGGDTMFSNAYRVFADLSDGLKDALRGMRALHQGTELAMSR--------- 58 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERFLEGLVDWACQ 239 
              G  +D   T + P+V  HPETGR  L + G +   + G    ES+  L  +       
Sbjct: 59  ---GLSLDDITT-VHPVVARHPETGRELLNVNGAYVKHLDGWTVEESDLLLRYIYGLFGH 114 
 
Query: 240 APRVHAHQWAAGDVVV 255 
               + H W  GD+++ 
Sbjct: 115 PEYTYRHHWQVGDLLI 130 
 
 
>emb|CBJ18991.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 42.7 bits (99), Expect = 0.055,   Method: Compositional matrix adjust. 
 Identities = 35/112 (31%), Positives = 47/112 (41%), Gaps = 7/112 (6%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVH 201 
           A YD L E  +  +    A H  + S+  LG    + S            P+  PLV+ H 
Sbjct: 1   AVYDDLPEDFKKELQGLRAEHYALNSRFILGDTDYSES------QRNAMPPVSWPLVRTH 54 
 
Query: 202 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
             +GR  L IG HA  I G   AE    L  L++ A Q   V+ H    GD+ 
Sbjct: 55  AGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSRKVGDL 106 
 
 
>ref|ZP_05419250.1| PvcB protein [Vibrio cholera CIRS 101] 
 ref|ZP_06029145.1| PvcB protein [Vibrio cholerae INDRE 91/1] 
 gb|EET92527.1| PvcB protein [Vibrio cholera CIRS 101] 
 gb|EEY48847.1| PvcB protein [Vibrio cholerae INDRE 91/1] 
          Length = 282 
 
 Score = 42.7 bits (99), Expect = 0.055,   Method: Compositional matrix adjust. 
 Identities = 61/308 (19%), Positives = 108/308 (35%), Gaps = 50/308 (16%) 
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Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 1   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 57 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +   +  G          D +       M W  D  Y P + 
Sbjct: 58  DYCERWGEVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQV 105 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 106 PEYQIFQCVKAPLPGHGGRTTFSHTMLAL------------QHAPQPDLELWQQVTGHYQ 153 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 154 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 206 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L          +AH+W  GD+V+ DN  LLH  E +    PR +   ++    
Sbjct: 207 QAIEFHKSLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREAFTSHTPRHIRRVQVLSN 266 
 
Query: 285 PETEGAAL 292 
           P     +L 
Sbjct: 267 PPYNNPSL 274 
 
 
>ref|ZP_04418422.1| PvcB protein [Vibrio cholerae 12129(1)] 
 gb|EEN98292.1| PvcB protein [Vibrio cholerae 12129(1)] 
          Length = 287 
 
 Score = 42.7 bits (99), Expect = 0.056,   Method: Compositional matrix adjust. 
 Identities = 61/308 (19%), Positives = 108/308 (35%), Gaps = 50/308 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 6   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 62 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +   +  G          D +       M W  D  Y P + 
Sbjct: 63  DYCERWGEVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQV 110 
 
Query: 119 AQGAVFSAEVVPAVG--GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F     P +G  GRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 111 PEYQIFQCVKAPLLGHGGRTTFSHTMLAL------------QHAPQPDLELWQQVTGHYQ 158 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 159 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 211 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L          +AH+W  GD+V+ DN  LLH  E +    PR +   ++    
Sbjct: 212 QAIEFHKSLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREGFTSHTPRHIRRVQVLSN 271 
 
Query: 285 PETEGAAL 292 
           P     +L 
Sbjct: 272 PPYNNPSL 279 
 
 
>emb|CAY67029.1| Alpha-ketoglutarate-dependent sulfonate dioxygenase [Pichia 
           pastoris] 
          Length = 405 
 
 Score = 42.7 bits (99), Expect = 0.056,   Method: Compositional matrix adjust. 
 Identities = 64/270 (23%), Positives = 99/270 (36%), Gaps = 54/270 (20%) 
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Query: 7   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 66 
           ++TP     G+ V G+ L+ L +     L     Q  +++F  Q+L  D+ ++  K+FG  
Sbjct: 113 KLTPK---FGSVVEGIQLSELSNDQKDDLALFVAQRGVVVFRDQNLK-DKSLSEVKKFGQ 168 
 
Query: 67  ------IERIGG---GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 117 
                 I +  G   G      + K  G  R           +  V  M WH+D TY  + 
Sbjct: 169 HFGPLHIHQTSGAPEGHPEFHISYKRSGRTRS---------FEKKVSAMTWHSDVTYE-L 218 
 
Query: 118 MAQGAVF-SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
              G  F      P VG              L   +R +     AR          G +Q 
Sbjct: 219 QPPGTTFLEFWKAPRVG----------EIQLLQIPSRHMREDSLAR----------GSIQ 258 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 236 
           +            T+  + PLV+ HP  G+ S+        I G+   ES+  L+ + +  
Sbjct: 259 RK---------KFTSENVHPLVRYHPVLGKKSIFAKAFGTRIIGLKQEESDLILQFIENH 309 
 
Query: 237 ACQAPRVHAH-QWAAGDVVVWDNRCLLHRA 265 
              A  +     +  G VV WDNR  LH A 
Sbjct: 310 IATALDLQLRASYEPGTVVAWDNRRALHSA 339 
 
 
>ref|XP_001224155.1| hypothetical protein CHGG_04941 [Chaetomium globosum CBS 148.51] 
 gb|EAQ88322.1| hypothetical protein CHGG_04941 [Chaetomium globosum CBS 148.51] 
          Length = 287 
 
 Score = 42.7 bits (99), Expect = 0.060,   Method: Compositional matrix adjust. 
 Identities = 53/223 (23%), Positives = 85/223 (38%), Gaps = 32/223 (14%) 
 
Query: 2   AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSN---DQQI 58 
           A T   +TPT   +G  V G+ L+TL  AG   L     +  ++ F  Q  ++   D+ + 
Sbjct: 73  AVTVTNLTPT---IGTEVRGIQLSTLTKAGKDELARFVAERKVVAFRDQDFADLPIDEAL 129 
 
Query: 59  TFAKRFGA--IERIGGG-----DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 111 
            +   FG   I    G      +I  +     D +         +        ++AWH+D 
Sbjct: 130 EYGSYFGRHHIHPTSGAPEGYPEIHLVHRGAGDTSA--------EAFFAKRTSSVAWHSD 181 
 
Query: 112 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 171 
            +Y               PA GG T FAD   AY  L    +  +H   A HS        
Sbjct: 182 VSYEQQPPGTTFLYVLDRPATGGDTLFADAAEAYRRLSPLFQQRLHGLRATHSA------ 235 
 
Query: 172 LGHVQQAGSAYIGYGMDTTATPLR--PLVKVHPETGRPSLLIG 212 
              V+QA ++    G+      +   P+V+ HP TG  ++ +  
Sbjct: 236 ---VEQAAASLARGGVQRREPVINEHPIVRTHPVTGEKAIYVN 275 
 
 
>ref|NP_231578.1| PvcB protein [Vibrio cholerae O1 biovar El Tor str. N16961] 
 ref|ZP_01950742.1| PvcB protein [Vibrio cholerae 1587] 
 ref|ZP_01971420.1| PvcB protein [Vibrio cholerae NCTC 8457] 
 ref|ZP_01975160.1| PvcB protein [Vibrio cholerae B33] 
 ref|YP_002810625.1| PvcB protein [Vibrio cholerae M66-2] 
 ref|ZP_04397466.1| PvcB protein [Vibrio cholerae BX 330286] 
 ref|ZP_04401281.1| PvcB protein [Vibrio cholerae B33] 
 ref|ZP_04408383.1| PvcB protein [Vibrio cholerae RC9] 
 ref|YP_002878154.1| PvcB protein [Vibrio cholerae MJ-1236] 
 ref|ZP_05238381.1| pyoverdine biosynthesis protein PvcB [Vibrio cholerae MO10] 
 ref|ZP_07007827.1| pyoverdine biosynthesis protein PvcB [Vibrio cholerae MAK 757] 
 gb|AAF95092.1| PvcB protein [Vibrio cholerae O1 biovar El Tor str. N16961] 
 gb|EAY32805.1| PvcB protein [Vibrio cholerae 1587] 
 gb|EAZ73310.1| PvcB protein [Vibrio cholerae NCTC 8457] 
 gb|EAZ77190.1| PvcB protein [Vibrio cholerae B33] 
 gb|ACP06174.1| PvcB protein [Vibrio cholerae M66-2] 
 gb|EEO08604.1| PvcB protein [Vibrio cholerae RC9] 
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 gb|EEO16708.1| PvcB protein [Vibrio cholerae B33] 
 gb|EEO20387.1| PvcB protein [Vibrio cholerae BX 330286] 
 gb|ACQ60584.1| PvcB protein [Vibrio cholerae MJ-1236] 
 gb|EET23150.1| pyoverdine biosynthesis protein PvcB [Vibrio cholerae MO10] 
 gb|EFH78403.1| pyoverdine biosynthesis protein PvcB [Vibrio cholerae MAK 757] 
          Length = 287 
 
 Score = 42.7 bits (99), Expect = 0.062,   Method: Compositional matrix adjust. 
 Identities = 61/308 (19%), Positives = 108/308 (35%), Gaps = 50/308 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 6   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 62 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +   +  G          D +       M W  D  Y P + 
Sbjct: 63  DYCERWGEVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQV 110 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 111 PEYQIFQCVKAPLPGHGGRTTFSHTMLAL------------QHAPQPDLELWQQVTGHYQ 158 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 159 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 211 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L          +AH+W  GD+V+ DN  LLH  E +    PR +   ++    
Sbjct: 212 QAIEFHKSLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREAFTSHTPRHIRRVQVLSN 271 
 
Query: 285 PETEGAAL 292 
           P     +L 
Sbjct: 272 PPYNNPSL 279 
 
 
>ref|ZP_04961829.1| PvcB protein [Vibrio cholerae AM-19226] 
 gb|EDN14976.1| PvcB protein [Vibrio cholerae AM-19226] 
          Length = 287 
 
 Score = 42.7 bits (99), Expect = 0.064,   Method: Compositional matrix adjust. 
 Identities = 62/308 (20%), Positives = 110/308 (35%), Gaps = 50/308 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 6   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 62 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +        V++  P   D +       M W  D  Y P + 
Sbjct: 63  DYCERWGEVSVWPFGRVLDL--------VQKEDPG--DHIFDSSYMPMHW--DGMYRPQV 110 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 111 PEYQIFQCVKAPLPGHGGRTTFSHTMLAL------------QNAPQPDLELWQQVTGHYQ 158 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 159 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 211 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L          +AH+W  GD+V+ DN  LLH  E +    PR +   ++    
Sbjct: 212 QAIEFHKSLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREGFTSHTPRHIRRVQVLSN 271 
 
Query: 285 PETEGAAL 292 
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           P     +L 
Sbjct: 272 PPYNNPSL 279 
 
 
>ref|ZP_01677582.1| PvcB protein [Vibrio cholerae 2740-80] 
 ref|ZP_01979042.1| PvcB protein [Vibrio cholerae MZO-2] 
 ref|ZP_02957750.1| PvcB protein [Vibrio cholerae MZO-3] 
 ref|ZP_04404788.1| PvcB protein [Vibrio cholerae TMA 21] 
 ref|ZP_04411279.1| PvcB protein [Vibrio cholerae TM 11079-80] 
 ref|ZP_04413368.1| PvcB protein [Vibrio cholerae bv. albensis VL426] 
 ref|ZP_04920074.1| PvcB protein [Vibrio cholerae V51] 
 ref|ZP_06941385.1| pyoverdine biosynthesis protein PvcB [Vibrio cholerae RC385] 
 gb|EAX58008.1| PvcB protein [Vibrio cholerae 2740-80] 
 gb|EAZ49344.1| PvcB protein [Vibrio cholerae V51] 
 gb|EDM54044.1| PvcB protein [Vibrio cholerae MZO-2] 
 gb|EDT88250.1| PvcB protein [Vibrio cholerae MZO-3] 
 gb|EEO02561.1| PvcB protein [Vibrio cholerae bv. albensis VL426] 
 gb|EEO05792.1| PvcB protein [Vibrio cholerae TM 11079-80] 
 gb|EEO12992.1| PvcB protein [Vibrio cholerae TMA 21] 
 gb|EFH75884.1| pyoverdine biosynthesis protein PvcB [Vibrio cholerae RC385] 
          Length = 287 
 
 Score = 42.4 bits (98), Expect = 0.070,   Method: Compositional matrix adjust. 
 Identities = 61/308 (19%), Positives = 108/308 (35%), Gaps = 50/308 (16%) 
 
Query: 1   MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG-QHLSNDQQIT 59 
           M      + P G  +      +H+  LD      L   +L+  L++  G +   + +Q   
Sbjct: 6   MPYKITALQPFGVIVEPKHAPIHVNELD---IDELRELFLREQLVLLRGFETFEHSEQFA 62 
 
Query: 60  -FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 118 
            + +R+G +     G ++ +   +  G          D +       M W  D  Y P + 
Sbjct: 63  DYCERWGEVSVWPFGRVLDLVQKEDPG----------DHIFDSSYMPMHW--DGMYRPQV 110 
 
Query: 119 AQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 176 
            +  +F      +P  GGRT F+    A             Q + +  L   Q   GH Q 
Sbjct: 111 PEYQIFQCVKAPLPGHGGRTTFSHTMLAL------------QHAPQPDLELWQQVTGHYQ 158 
 
Query: 177 QAGSAYIGYGMDTTATPLRPLVKVHP-------ETGRPSL-----LIGRHAHAIPGMDAA 224 
           +    Y        +  + P+V  HP           P       L+     ++ G+    
Sbjct: 159 RKMEFY-------HSKTVSPIVMQHPYRDYQVIRYNEPHFEENGDLLNPPDVSLSGITPE 211 
 
Query: 225 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           ++  F + L          +AH+W  GD+V+ DN  LLH  E +    PR +   ++    
Sbjct: 212 QAIEFHKSLRRALYDPRNFYAHEWQTGDIVITDNFSLLHGREGFTSHTPRHIRRVQVLSN 271 
 
Query: 285 PETEGAAL 292 
           P     +L 
Sbjct: 272 PPYNNPSL 279 
 
 
>ref|ZP_02458135.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           pseudomallei 9] 
 ref|ZP_03794324.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           Pakistan 9] 
 ref|ZP_04889417.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1655] 
 gb|EDU10401.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1655] 
 gb|EEH25223.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           Pakistan 9] 
          Length = 304 
 
 Score = 42.4 bits (98), Expect = 0.073,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
         Study ID:  110327 
                        Page 896



 Identities = 53/202 (26%), Positives = 74/202 (36%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A        RAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPEARALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>emb|CBJ18859.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 104 
 
 Score = 42.4 bits (98), Expect = 0.074,   Method: Compositional matrix adjust. 
 Identities = 31/96 (32%), Positives = 46/96 (47%), Gaps = 7/96 (7%) 
 
Query: 144 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 203 
           AYDA+DE  +A +    A H   +S+  LG +            ++    + P+V+  P  
Sbjct: 2   AYDAMDEDMKAFLDPLEAEHFAFHSRELLGAMPTQEER------NSIPPAVWPIVR-KPA 54 
 
Query: 204 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 239 
           TGR S  IG HAH + GM  A+    L  L++ A Q 
Sbjct: 55  TGRRSSFIGAHAHKVIGMPLAQGRMLLLDLLEHATQ 90 
 
 
>ref|YP_001074272.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1106a] 
 ref|ZP_02413867.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
14] 
 ref|ZP_02473690.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           B7210] 
 ref|ZP_04812137.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1106b] 
 ref|ZP_04901820.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           S13] 
 gb|ABN93174.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1106a] 
 gb|EDS84832.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           S13] 
 gb|EES22762.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1106b] 
          Length = 304 
 
 Score = 42.4 bits (98), Expect = 0.076,   Method: Compositional matrix adjust. 
 Identities = 53/202 (26%), Positives = 74/202 (36%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A        RAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPEARALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
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Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++A  G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYAFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>emb|CBJ20175.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 42.4 bits (98), Expect = 0.077,   Method: Compositional matrix adjust. 
 Identities = 41/141 (29%), Positives = 60/141 (42%), Gaps = 11/141 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           I       MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  ISNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + A +       +W    V+V 
Sbjct: 126 EHATRFDFTCRVRWKKDQVLV 146 
 
 
>ref|YP_003018783.1| Taurine catabolism dioxygenase TauD/TfdA [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
 gb|ACT14247.1| Taurine catabolism dioxygenase TauD/TfdA [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
          Length = 284 
 
 Score = 42.4 bits (98), Expect = 0.077,   Method: Compositional matrix adjust. 
 Identities = 81/302 (26%), Positives = 117/302 (38%), Gaps = 65/302 (21%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQIT-FAKRF 64 
           ++P G  L     G  +ATL       L A   +H LL+  G     S+ + +T +A  + 
Sbjct: 13  LSPFGVLLTPVEEGQGIATLP---IDTLRALAREHHLLVLRGFSSGFSDPETLTEYAGHW 69 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHADSTYMPVMAQGA 122 
           G I     G   A+ +VK     + H           I  N  +  H D  Y P + +   
Sbjct: 70  GEIMMWPFG---AVLDVKEHADTKDH-----------IFDNSYVPLHWDGMYKPTIPEFQ 115 
 
Query: 123 VFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQ-RSARHSLVYSQSKLGHVQQAG 179 
           +F     P    GGRT F D       L EA   L  + R+   S+ Y    + H      
Sbjct: 116 LFHCVSAPGQDQGGRTTFVDTTRL---LAEADTQLADKWRTV--SITYRIKAVVH----- 165 
 
Query: 180 SAYIGYGMDTTATPLRPLVKVHPE-TGR-------PS---LLIGRHA----HAIPGMDAA 224 
                YG + T+    PLV  HP  TG        P+     + +HA    +  P    A 
Sbjct: 166 -----YGGEVTS----PLVIPHPNGTGEIMRYNEPPTEGERFLNQHALEYHNVTPETQNA 216 
 
Query: 225 ESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 283 
            S+   + L D     PR + AH+W  GDVV+ DN  LLH  E +  +  R +    + G 
Sbjct: 217 FSQTLRQHLYD-----PRYYYAHKWLQGDVVIADNFSLLHGREAFTAQSARHLQRVHIQG 271 
 
Query: 284 RP 285 
            P 
Sbjct: 272 TP 273 
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>gb|ABR27314.1| TfdA [uncultured bacterium] 
          Length = 92 
 
 Score = 42.4 bits (98), Expect = 0.079,   Method: Compositional matrix adjust. 
 Identities = 33/97 (34%), Positives = 43/97 (44%), Gaps = 7/97 (7%) 
 
Query: 138 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR-P 196 
           F DMRAAYDAL    ++ +    A H  + S+  LG    + +            P+  P 
Sbjct: 2   FCDMRAAYDALPRDLQSELEGLRAEHYALNSRFLLGDTDYSEA------QRNAMPPVSWP 55 
 
Query: 197 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 233 
           LV+ H  +GR  L IG HA  I G   AE    L  L 
Sbjct: 56  LVRTHAGSGRKFLFIGAHASHIEGRPVAEGRMLLAEL 92 
 
 
>emb|CBJ18850.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 42.0 bits (97), Expect = 0.091,   Method: Compositional matrix adjust. 
 Identities = 30/111 (27%), Positives = 52/111 (46%), Gaps = 5/111 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 202 
           AA+DAL +  +          SL++S++++G       A+    +       + LV+ H  
Sbjct: 1   AAWDALPQKLKDECFDLVTDPSLIFSRAQMGF-----EAFSAEELARCEPVPQRLVRRHA 55 
 
Query: 203 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
            +GR SL +  H   I G    E+   +  L ++A Q   V+AH W+ GD+ 
Sbjct: 56  GSGRQSLYLSAHIGEIHGWARPEALALIRELTEFATQPQFVYAHHWSVGDL 106 
 
 
>ref|YP_106166.1| taurine dioxygenase-related protein [Burkholderia mallei ATCC 
           23344] 
 ref|ZP_00439368.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia mallei 
           GB8 horse 4] 
 ref|YP_001025812.1| taurine dioxygenase-related protein [Burkholderia mallei NCTC 
           10229] 
 ref|YP_001077895.1| taurine dioxygenase-related protein [Burkholderia mallei NCTC 
           10247] 
 ref|ZP_02268184.1| taurine dioxygenase-related protein [Burkholderia mallei PRL-20] 
 ref|ZP_04883144.1| taurine dioxygenase-related protein [Burkholderia mallei ATCC 
           10399] 
 ref|ZP_04907400.1| taurine dioxygenase-related protein [Burkholderia mallei FMH] 
 ref|ZP_04911353.1| taurine dioxygenase-related protein [Burkholderia mallei JHU] 
 ref|ZP_04975391.1| taurine dioxygenase-related protein [Burkholderia mallei 
           2002721280] 
 gb|AAU45787.1| taurine dioxygenase-related protein [Burkholderia mallei ATCC 
           23344] 
 gb|ABO02644.1| taurine dioxygenase-related protein [Burkholderia mallei NCTC 
           10247] 
 gb|EDK55722.1| taurine dioxygenase-related protein [Burkholderia mallei FMH] 
 gb|EDK61650.1| taurine dioxygenase-related protein [Burkholderia mallei JHU] 
 gb|EDK86266.1| taurine dioxygenase-related protein [Burkholderia mallei 
           2002721280] 
 gb|EDP87498.1| taurine dioxygenase-related protein [Burkholderia mallei ATCC 
           10399] 
 gb|EEP84764.1| alpha-ketoglutarate-dependent taurine dioxygenase 
           (2-aminoethanesulfonate dioxygenase) (Sulfate 
           starvation-induced protein3) (SSI3) [Burkholderia mallei 
           GB8 horse 4] 
 gb|EES44143.1| taurine dioxygenase-related protein [Burkholderia mallei PRL-20] 
 gb|ABN00124.2| taurine dioxygenase-related protein [Burkholderia mallei NCTC 
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           10229] 
          Length = 103 
 
 Score = 42.0 bits (97), Expect = 0.092,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 44/102 (43%), Gaps = 22/102 (21%) 
 
Query: 196 PLVKVHPETGRPSLLIGR----HAHAIPGMDAAESERFL-------EGLVDWACQAPRVH 244 
           P+V+ HPETGR +L +          +P  + A   RFL       E  + W         
Sbjct: 11  PVVRTHPETGRKTLFVNEGFTTEIDELPEEEGAALLRFLFAHQSRPEFTLRW-------- 62 
 
Query: 245 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG-RP 285 
             +W  GDV  WDNR  +H A     K  RVM  + + G RP 
Sbjct: 63  --RWQPGDVAFWDNRSTIHYAVNDYGKAHRVMHRATIVGDRP 102 
 
 
>emb|CBJ20438.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 42.0 bits (97), Expect = 0.096,   Method: Compositional matrix adjust. 
 Identities = 41/141 (29%), Positives = 60/141 (42%), Gaps = 11/141 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +   LG + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVLGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                   MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  FSNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + A +       +W    V+V 
Sbjct: 126 EHATRFDFTCRVRWKKDQVLV 146 
 
 
>ref|YP_004022174.1| hypothetical protein RBRH_04238 [Burkholderia rhizoxinica HKI 
454] 
 emb|CBW76655.1| unnamed protein product [Burkholderia rhizoxinica HKI 454] 
          Length = 415 
 
 Score = 42.0 bits (97), Expect = 0.100,   Method: Compositional matrix adjust. 
 Identities = 29/115 (25%), Positives = 51/115 (44%), Gaps = 13/115 (11%) 
 
Query: 109 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR--------- 159 
           H++S Y+P + +   F  E  P +GG T   D+   Y+ L E  +  + Q+          
Sbjct: 128 HSESYYVPDVPRFISFFCEKPPLLGGETGLFDICKIYNDLPERLKEKLEQQRYLAGIFSI 187 
 
Query: 160 ---SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 211 
              + R++L Y  +K    ++   + + Y  D  A   +P V  HP T   S++I 
Sbjct: 188 WQIAKRYNLPYEVAK-DFCEKIDMSMVDYHGDQYAFMYKPSVAEHPTTKEKSIII 241 
 
 
>gb|EFZ38396.1| alpha-ketoglutarate-dependent taurine dioxygenase domain protein 
          [Escherichia coli EPECa14] 
          Length = 85 
 
 Score = 42.0 bits (97), Expect = 0.10,   Method: Compositional matrix adjust. 
 Identities = 23/63 (36%), Positives = 34/63 (53%), Gaps = 1/63 (1%) 
 
Query: 6  LQITPTGATLGATVTGVHLA-TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 64 
          L ITP G  +GA ++G  L   L D  F  L+ A L+H ++    Q ++  QQ   A+RF 
Sbjct: 5  LSITPLGPYIGAQISGADLTRPLSDNQFEQLYHAVLRHQVVFLRDQTIAPQQQRALAQRF 64 
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Query: 65 GAI 67 
          G + 
Sbjct: 65 GEL 67 
 
 
>emb|CAK44165.1| unnamed protein product [Aspergillus niger] 
          Length = 369 
 
 Score = 42.0 bits (97), Expect = 0.10,   Method: Compositional matrix adjust. 
 Identities = 26/84 (30%), Positives = 41/84 (48%), Gaps = 7/84 (8%) 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGM---DAAESERFLEGLVDWACQ 239 
           +D +   + P+V  +P TG+P+L I     R  H   G    D       +  L   A   
Sbjct: 256 IDESKIQILPMVWKNPVTGKPALQIHPSAVRKIHRKDGTVIDDLGRVREIVYKLQRPAIS 315 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLH 263 
            P V+AH W  GD+V+++NR ++H 
Sbjct: 316 PPHVYAHDWQEGDLVLFNNRGVIH 339 
 
 
>emb|CBJ20437.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 42.0 bits (97), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRATDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20463.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 42.0 bits (97), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQCIEGMSDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>ref|ZP_01909755.1| pyoverdine biosynthesis protein [Plesiocystis pacifica SIR-1] 
 gb|EDM77310.1| pyoverdine biosynthesis protein [Plesiocystis pacifica SIR-1] 
          Length = 666 
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 Score = 42.0 bits (97), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 42/168 (25%), Positives = 64/168 (38%), Gaps = 26/168 (15%) 
 
Query: 104 GNMAWHADSTYMPVMAQGAVFSA-EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 162 
           G +  H D  ++       VF   E  P  GG T F +       + E   A   +     
Sbjct: 61  GPVPVHWDGAFLHTPPHYIVFQCDEAGPGCGGETTFVNTVELMKGISEEELAAWDE---- 116 
 
Query: 163 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-------GRPSLLIGRHA 215 
           +++ Y   K+ H          YG D  A+    ++  HP T         P  L+     
Sbjct: 117 YTVTYLTKKVVH----------YGGDFMAS----IIGEHPVTKERTLRYAEPVELLNPVK 162 
 
Query: 216 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 263 
             I GM   E   F+E + +       ++AH+W  GD+V+ DN  LLH 
Sbjct: 163 VFIHGMPVDEHSGFIETMKERLYDPSVLYAHRWVEGDIVLADNHALLH 210 
 
 
>ref|YP_438432.1| pyoverdine biosynthesis protein PvcB [Burkholderia thailandensis 
           E264] 
 ref|ZP_02383525.1| pyoverdine biosynthesis protein PvcB [Burkholderia thailandensis 
           Bt4] 
 ref|ZP_05589737.1| pyoverdine biosynthesis protein PvcB [Burkholderia thailandensis 
           E264] 
 gb|ABC36029.1| pyoverdine biosynthesis protein PvcB [Burkholderia thailandensis 
           E264] 
          Length = 303 
 
 Score = 41.6 bits (96), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 51/195 (26%), Positives = 69/195 (35%), Gaps = 41/195 (21%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGEADGGRTTFSSTAEALRIATPQTRALWQRAHGRYQRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPSIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
               +   G+   E +  L G +  A   PR H AH+W  GDV   DN  LLH  E +   
Sbjct: 208 NPSRYTFGGIADGEQDALL-GSLKRALYDPRAHYAHRWQTGDVAFTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRP 285 
           +  R +    + G P 
Sbjct: 267 RTGRHLRRVHIHGEP 281 
 
 
>ref|XP_001936735.1| taurine catabolism dioxygenase TauD [Pyrenophora tritici-
repentis 
           Pt-1C-BFP] 
 gb|EDU49322.1| taurine catabolism dioxygenase TauD [Pyrenophora tritici-repentis 
           Pt-1C-BFP] 
          Length = 272 
 
 Score = 41.6 bits (96), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 20/57 (35%), Positives = 28/57 (49%) 
 
Query: 107 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 163 
            WH+D T+ PV +  A+     +PA GG T +A     YD L  A R  +   +A H 
Sbjct: 161 GWHSDITFEPVPSDYAMLKIHTLPATGGDTLWASGYEIYDRLSPAMRNFLQSLTATH 217 
 
 
>ref|YP_051469.1| pyoverdine biosynthesis protein [Pectobacterium atrosepticum 
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           SCRI1043] 
 emb|CAG76278.1| pyoverdine biosynthesis protein [Pectobacterium atrosepticum 
           SCRI1043] 
          Length = 310 
 
 Score = 41.6 bits (96), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 76/301 (25%), Positives = 110/301 (36%), Gaps = 63/301 (20%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQIT-FAKRF 64 
           ++P GA L     G  +ATL       L     ++ LL+  G     S+ + +T +A  + 
Sbjct: 39  LSPFGALLTPVEAGQGIATLP---IDTLRELAREYHLLVLRGFSSGFSDPETLTEYAGHW 95 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN--MAWHADSTYMPVMAQGA 122 
           G I     G   A+ +VK     + H           I  N  +  H D  Y P + +   
Sbjct: 96  GEIMMWPFG---AVLDVKEHADTKDH-----------IFDNSYVPLHWDGMYKPTIPEFQ 141 
 
Query: 123 VFSAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 180 
           +F     P    GGRT F D        D    A + +   R S+ Y    + H       
Sbjct: 142 LFHCVSAPGQDQGGRTTFVDTTRLLAGAD----APLVEEWRRVSITYRIKAVVH------ 191 
 
Query: 181 AYIGYGMDTTATPLRPLVKVHPE-----------TGRPSLLIGRHA----HAIPGMDAAE 225 
               YG + T+    PLV  HP              +    + +HA    H  P       
Sbjct: 192 ----YGGEVTS----PLVIPHPNGVGEIMRYNEPPTKGERFLNQHALEYHHIAPEAQNTF 243 
 
Query: 226 SERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 284 
           S+   + L D     PR + AHQW  GDVV+ DN  LLH  E +     R +    + G  
Sbjct: 244 SQTLRQHLYD-----PRYYYAHQWLQGDVVIADNFSLLHGREAFTAHSARHLQRVHIQGT 298 
 
Query: 285 P 285 
           P 
Sbjct: 299 P 299 
 
 
>ref|XP_003188569.1| hypothetical protein ANI_1_3376014 [Aspergillus niger CBS 513.88] 
          Length = 141 
 
 Score = 41.6 bits (96), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 26/84 (30%), Positives = 41/84 (48%), Gaps = 7/84 (8%) 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGM---DAAESERFLEGLVDWACQ 239 
           +D +   + P+V  +P TG+P+L I     R  H   G    D       +  L   A   
Sbjct: 28  IDESKIQILPMVWKNPVTGKPALQIHPSAVRKIHRKDGTVIDDLGRVREIVYKLQRPAIS 87 
 
Query: 240 APRVHAHQWAAGDVVVWDNRCLLH 263 
            P V+AH W  GD+V+++NR ++H 
Sbjct: 88  PPHVYAHDWQEGDLVLFNNRGVIH 111 
 
 
>emb|CBJ20176.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.6 bits (96), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVMHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
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Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFNFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20300.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 41.6 bits (96), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 39/137 (28%), Positives = 56/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS     S L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFSSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLCVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20465.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMSDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20432.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 40/141 (28%), Positives = 60/141 (42%), Gaps = 11/141 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           +       MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  LSNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + A +       +W    V+V 
Sbjct: 126 EHATRFDFTCRVRWKKDQVLV 146 
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>emb|CBJ20446.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 40/141 (28%), Positives = 59/141 (41%), Gaps = 11/141 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRMFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                   MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  FSNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + A +       +W    V+V 
Sbjct: 126 EHATRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20166.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20425.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMHTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20456.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMCAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
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>ref|YP_336837.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           pseudomallei 1710b] 
 ref|ZP_02500515.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           pseudomallei 112] 
 ref|ZP_04954350.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1710a] 
 gb|ABA52768.1| pyoverdine chromophore biosynthetic protein PvcB [Burkholderia 
           pseudomallei 1710b] 
 gb|EET03872.1| pyoverdine biosynthesis protein PvcB [Burkholderia pseudomallei 
           1710a] 
          Length = 304 
 
 Score = 41.2 bits (95), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 52/202 (25%), Positives = 73/202 (36%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A        RAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPEARALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++   G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYTFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>emb|CBJ20468.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDLTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20110.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20161.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20164.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20165.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20167.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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 emb|CBJ20168.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20169.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20171.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20172.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20173.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20174.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20178.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20423.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20424.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20426.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20429.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20431.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20433.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20435.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20439.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20442.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20445.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20448.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20450.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20451.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20452.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20453.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20457.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20458.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20461.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20462.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20464.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20467.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20469.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20473.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20474.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20475.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
 emb|CBJ20480.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20481.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20483.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20484.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20112.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 43/144 (29%), Positives = 58/144 (40%), Gaps = 17/144 (11%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEDGGDTGFLSMYTAWETLSPTMQATIEGLNIVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL---- 233 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L     
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 234 --VDWACQAPRVHAHQWAAGDVVV 255 
              D+ C   RVH   W    V+V 
Sbjct: 129 TRFDFTC---RVH---WKKDQVLV 146 
 
 
>emb|CBJ20454.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 37/132 (28%), Positives = 54/132 (40%), Gaps = 5/132 (3%) 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG-M 187 
           VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +      M 
Sbjct: 15  VPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSNTSVKVM 74 
 
Query: 188 DTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
           D  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A +     
Sbjct: 75  DVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHATRFDFT 134 
 
Query: 244 HAHQWAAGDVVV 255 
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              +W    V+V 
Sbjct: 135 CRVRWKKDQVLV 146 
 
 
>emb|CBJ20455.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.8 bits (94), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 37/132 (28%), Positives = 54/132 (40%), Gaps = 5/132 (3%) 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG-M 187 
           VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +      M 
Sbjct: 15  VPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSNTSVKVM 74 
 
Query: 188 DTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRV 243 
           D  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A +     
Sbjct: 75  DVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHATRFDFT 134 
 
Query: 244 HAHQWAAGDVVV 255 
              +W    V+V 
Sbjct: 135 CRVRWKKDQVLV 146 
 
 
>emb|CBJ20282.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.8 bits (94), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 39/137 (28%), Positives = 56/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L  A +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPAMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20447.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.8 bits (94), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 40/141 (28%), Positives = 59/141 (41%), Gaps = 11/141 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                   MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  FSNTCVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQPIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVVV 255 
           + A +       +W    V+V 
Sbjct: 126 EHATRFDFTCRVRWKKDQVLV 146 
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>emb|CBJ20177.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.8 bits (94), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDREAVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20204.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.8 bits (94), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 39/137 (28%), Positives = 56/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +A HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNAVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20485.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.8 bits (94), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 57/138 (41%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTAT---PLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A+    + PLV  HP +GR  L   + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDASDRETVHPLVVTHPGSGRKGLYANQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            ++      +W    V+V 
Sbjct: 129 TRSDFTCRVRWKKDQVLV 146 
 
 
>ref|YP_110182.1| siderophore biosynthesis-related protein [Burkholderia pseudomallei 
           K96243] 
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 emb|CAH37606.1| putative siderophore biosynthesis-related protein [Burkholderia 
           pseudomallei K96243] 
          Length = 304 
 
 Score = 40.8 bits (94), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 52/202 (25%), Positives = 73/202 (36%), Gaps = 41/202 (20%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A        RAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGDAHGGRTTFSSTTEALRVATPEARALWQRAHGRYRRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL------------LI 211 
             +YS +                         P+V+ HP    P L             I 
Sbjct: 170 VELYSNTVEA----------------------PIVERHPRREFPILRFCEPPIADDPTFI 207 
 
Query: 212 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDF 270 
              ++   G+  +E +  L G +  A   PR H AH+W  GDVV+ DN  LLH  E +   
Sbjct: 208 NPSSYTFGGIADSERDALL-GSLTRALYDPRAHYAHRWRTGDVVLTDNFTLLHGRERFTS 266 
 
Query: 271 KLPRVMWHSRLAGRPETEGAAL 292 
           +  R +    + G P      L 
Sbjct: 267 RSGRHLRRVHIHGDPPLRNPHL 288 
 
 
>ref|YP_003258525.1| taurine catabolism dioxygenase TauD/TfdA [Pectobacterium 
wasabiae 
           WPP163] 
 gb|ACX86918.1| Taurine catabolism dioxygenase TauD/TfdA [Pectobacterium wasabiae 
           WPP163] 
          Length = 279 
 
 Score = 40.8 bits (94), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 77/299 (25%), Positives = 113/299 (37%), Gaps = 59/299 (19%) 
 
Query: 8   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPG--QHLSNDQQIT-FAKRF 64 
           ++P GA L     G  + TL       L     +H LL+  G     S+ + +T +A  + 
Sbjct: 8   LSPFGALLTPVEAGQSIVTLP---IDTLRELAREHHLLVLRGFSSGFSDPETLTEYAGHW 64 
 
Query: 65  GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 124 
           G I     G   AI +VK     + H    +D+        +  H D  Y P + +  +F 
Sbjct: 65  GEIMMWPFG---AILDVKEHAGTKDHI---FDN------SYVPLHWDGMYKPTIPEFQLF 112 
 
Query: 125 SAEVVPAV--GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
                P    GGRT F D       L EA   LV +   R S+ Y    + H         
Sbjct: 113 HCVSAPGQDQGGRTTFVDTTRL---LAEADAQLVDEWR-RVSITYRIKAVVH-------- 160 
 
Query: 183 IGYGMDTTATPLRPLVKVHPE-------TGRP----SLLIGRHA----HAIPGMDAAESE 227 
             YG + T+    PL+  HP           P       + +HA    +  P   +A S+ 
Sbjct: 161 --YGGEVTS----PLIIPHPNGVGEIMRYNEPPTEGERFLNQHALEYHNVTPEAQSAFSQ 214 
 
Query: 228 RFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 285 
              + L D     PR + AH+W   DVV+ DN  LLH  E +     R +    + G P 
Sbjct: 215 TLRQHLYD-----PRYYYAHKWLQSDVVIADNFSLLHGREAFTAHSARHLQRVHIQGTP 268 
 
 
>emb|CBJ20223.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.8 bits (94), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
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           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEYGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>ref|ZP_02369596.1| pyoverdine biosynthesis protein PvcB [Burkholderia thailandensis 
           TXDOH] 
          Length = 303 
 
 Score = 40.8 bits (94), Expect = 0.23,   Method: Compositional matrix adjust. 
 Identities = 50/183 (27%), Positives = 67/183 (36%), Gaps = 17/183 (9%) 
 
Query: 109 HADSTYMPVMAQGAVFSA--EVVPAVGGRTCFADMRAAYDALDEATRAL---VHQRSARH 163 
           H D  Y+  + +  VF     +  A GGRT F+    A       TRAL    H R  R  
Sbjct: 110 HWDGMYLETVPEFQVFQCVQAIGEADGGRTTFSSTAEALRIATPQTRALWQRAHGRYQRT 169 
 
Query: 164 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 223 
             +YS +          A I         P+  L    P        I    +   G+   
Sbjct: 170 VELYSNTV--------EALIVERHPRREFPI--LRFCEPPIADDPTFINPSRYTFGGIAD 219 
 
Query: 224 AESERFLEGLVDWACQAPRVH-AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 282 
            E +  L G +  A   PR H AH+W  GDV   DN  LLH  E +  +  R +    +  
Sbjct: 220 GEQDALL-GSLKRALYDPRAHYAHRWQTGDVAFTDNFTLLHGRERFTSRTGRHLRRVHIH 278 
 
Query: 283 GRP 285 
           G P 
Sbjct: 279 GEP 281 
 
 
>emb|CBJ20471.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.8 bits (94), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPIMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20162.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.8 bits (94), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
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Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQLLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20459.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.4 bits (93), Expect = 0.26,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSAARVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20443.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.4 bits (93), Expect = 0.26,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYMNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20436.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.4 bits (93), Expect = 0.27,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
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Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKRDQVLV 146 
 
 
>emb|CAY25744.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 119 
 
 Score = 40.4 bits (93), Expect = 0.27,   Method: Compositional matrix adjust. 
 Identities = 26/90 (28%), Positives = 43/90 (47%), Gaps = 18/90 (20%) 
 
Query: 35  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA------------ISNVK 82 
           + A   ++A+L+F GQ ++++QQ+ FA  FG  E   GG +              +SN+  
Sbjct: 16  IEAGMDKYAVLLFRGQDVTDEQQLAFALNFGEREHARGGTVTKKEDYRLTSGLNDVSNLG 75 
 
Query: 83  ADGTVRQHSPAEWDDMMKVI-VGNMAWHAD 111 
            DG     +P   D    +  +GN  WH+D 
Sbjct: 76  KDG-----NPLPRDHRTHLFNLGNCLWHSD 100 
 
 
>gb|AAX51280.1| TdfA [uncultured bacterium] 
          Length = 105 
 
 Score = 40.4 bits (93), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 22/53 (41%), Positives = 27/53 (50%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 248 
           PLV+ H  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W 
Sbjct: 53  PLVRTHAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSW 105 
 
 
>emb|CBJ20479.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.4 bits (93), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 55/138 (39%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES   L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESRPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20252.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.4 bits (93), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
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Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVSGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGGRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20427.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.4 bits (93), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIGGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20231.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.0 bits (92), Expect = 0.34,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCCVRWKKDQVL 145 
 
 
>emb|CAY25788.1| alpha-KG-dehydrogenase [uncultured bacterium] 
          Length = 115 
 
 Score = 40.0 bits (92), Expect = 0.34,   Method: Compositional matrix adjust. 
 Identities = 28/105 (26%), Positives = 51/105 (48%), Gaps = 7/105 (6%) 
 
Query: 30  AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE------RIGGGDIVAISNVKA 83 
           A  AA+  A  ++A+L+F  Q ++++QQI F++  G +E      R G    + +      
Sbjct: 11  ATMAAIGEAADRYAVLVFHDQRITDEQQIAFSRGLGPLETTIKAYRPGHKPRLDLHISDV 70 
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Query: 84  DGTVRQHSPAEWDDMMKVI-VGNMAWHADSTYMPVMAQGAVFSAE 127 
                Q      DD  ++  +GN  WH DS++  + A+ ++ SA  
Sbjct: 71  SNLDEQSRVLAADDRRRMNGLGNRLWHTDSSFKAIPARYSLLSAR 115 
 
 
>gb|ACF09926.1| alpha-ketoglutarate-dependent taurine dioxygenase [uncultured 
           marine group III euryarchaeote KM3-28-E8] 
          Length = 407 
 
 Score = 40.0 bits (92), Expect = 0.38,   Method: Compositional matrix adjust. 
 Identities = 27/82 (32%), Positives = 35/82 (42%), Gaps = 8/82 (9%) 
 
Query: 194 LRPLVKVHPETGRPSLLIG--------RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 245 
           L PLV+  P +G  SL           R    + GM   ES  FL+ L     Q    +  
Sbjct: 270 LAPLVRTDPRSGTKSLHSPVWASRPGVRPPIEVEGMTPEESREFLDRLEKHVLQPQFRYD 329 
 
Query: 246 HQWAAGDVVVWDNRCLLHRAEP 267 
           H  A GDV +W+N   LH + P 
Sbjct: 330 HLHAQGDVTIWNNYMTLHTSPP 351 
 
 
>ref|XP_772077.1| hypothetical protein CNBM2340 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|EAL17430.1| hypothetical protein CNBM2340 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
          Length = 363 
 
 Score = 40.0 bits (92), Expect = 0.39,   Method: Compositional matrix adjust. 
 Identities = 51/243 (20%), Positives = 89/243 (36%), Gaps = 29/243 (11%) 
 
Query: 41  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH-----SPAEW 95 
           Q  ++ F  Q ++ D Q T  KR G +           S    D T+  H     S ++  
Sbjct: 78  QRGVVFFRAQDINVDDQKTLGKRLGEL-----------SGKPGDSTLHIHPTTELSSSKG 126 
 
Query: 96  DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV--VPAVGGRTCFADMRAAYDALDEATR 153 
           D +  + + +    +  +  PV    +    +V   P  GG T +A    AY  L      
Sbjct: 127 DHISVITISSDTLISRLSLSPVTTPSSKPPGQVHTAPPSGGDTIWASAYEAYSRLSPHFT 186 
 
Query: 154 ALVHQRSARHSLVY---SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 210 
             +  + A H   +   +  + G   + G          + + + P+++V+P TG   L  
Sbjct: 187 KFLEGKEAFHEAAFFSKAAEQYGIELRTGERGSPLNEGPSLSAIHPVIRVNPVTGWKGLY 246 
 
Query: 211 IGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAG------DVVVWDNRCLL 262 
           + +     I G+   ES+  L+ L         +    +W         DV +WDNR    
Sbjct: 247 VNQGFTRRILGVTKDESDFILDYLFKVTQNNHDLQVRFKWGINYPTGIADVALWDNRSTS 306 
 
Query: 263 HRA 265 
           H A 
Sbjct: 307 HSA 309 
 
 
>emb|CBJ20265.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.0 bits (92), Expect = 0.40,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 56/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L  + +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPSMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
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                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>ref|ZP_05225172.1| putative taurine dioxygenase [Mycobacterium intracellulare ATCC 
           13950] 
          Length = 153 
 
 Score = 40.0 bits (92), Expect = 0.41,   Method: Compositional matrix adjust. 
 Identities = 25/79 (31%), Positives = 36/79 (45%), Gaps = 2/79 (2%) 
 
Query: 194 LRPLVKVHPETGRPSLLIGRH-AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
           + P+V+VHPET    + + +     I  +   ES   L  L +   +       +W  G  
Sbjct: 39  IHPVVRVHPETNERVVYVNQFFTKEIVDLSPRESRHVLGLLFEQISRPEYSVRFKWEPGS 98 
 
Query: 253 VVVWDNRCLLHRAEPWDFK 271 
           V  WDNR  LH A P DF+ 
Sbjct: 99  VAFWDNRATLHLA-PRDFE 116 
 
 
>emb|CBJ20466.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 40.0 bits (92), Expect = 0.41,   Method: Compositional matrix adjust. 
 Identities = 39/142 (27%), Positives = 59/142 (41%), Gaps = 11/142 (7%) 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
            V  A  VP  GG T F  M   ++ L    +A +   +  HS   +    G + QA +  
Sbjct: 8   VVMRAIDVPEHGGDTGFLSMYTVWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNR 64 
 
Query: 182 YIGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL 233 
            +       MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L 
Sbjct: 65  RLSNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFL 124 
 
Query: 234 VDWACQAPRVHAHQWAAGDVVV 255 
            + A +       +W    V+V 
Sbjct: 125 YEHATRFDFTCRVRWKKDQVLV 146 
 
 
>ref|ZP_05073584.1| taurine catabolism dioxygenase TauD/TfdA [Rhodobacterales 
bacterium 
           HTCC2083] 
 gb|EDZ41244.1| taurine catabolism dioxygenase TauD/TfdA [Rhodobacteraceae 
           bacterium HTCC2083] 
          Length = 155 
 
 Score = 40.0 bits (92), Expect = 0.42,   Method: Compositional matrix adjust. 
 Identities = 28/86 (32%), Positives = 44/86 (51%), Gaps = 11/86 (12%) 
 
Query: 129 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL-VYSQSKLGHVQQAGSAYIGYGM 187 
           +P  GG   FA M AAY+ L    +A +   +A HS   +++SK+G +    SA+      
Sbjct: 16  LPPFGGDALFASMTAAYEGLSTGLKATLLNLNAIHSDGSFAESKVG-IDAETSAF----- 69 
 
Query: 188 DTTATPLR-PLVKVHPETGRPSLLIG 212 
                P++ P+V  HP+TG P L +  
Sbjct: 70  ---RAPIKHPVVIAHPDTGAPCLYVN 92 
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>emb|CBJ20277.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.0 bits (92), Expect = 0.42,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYERA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRLDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20409.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 40.0 bits (92), Expect = 0.43,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGSNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20286.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20361.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.45,   Method: Compositional matrix adjust. 
 Identities = 39/140 (27%), Positives = 59/140 (42%), Gaps = 11/140 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
           +       MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  LSNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVV 254 
           + A +       +W    V+ 
Sbjct: 126 EHATRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20478.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
          Length = 146 
 
 Score = 39.7 bits (91), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 39/138 (28%), Positives = 55/138 (39%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A+  L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWXTLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20349.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 37/137 (27%), Positives = 57/137 (41%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ---AG 179 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 180 SAYIGYGMDT-TATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
           ++    G+D      + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMGVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20420.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20276.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
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 Score = 39.7 bits (91), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 39/140 (27%), Positives = 58/140 (41%), Gaps = 11/140 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                   MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
Sbjct: 66  FSNSSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVV 254 
           + A +       +W    V+ 
Sbjct: 126 EHATRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20328.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20396.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.48,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCLVRWKKDQVL 145 
 
 
>emb|CBJ20375.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.50,   Method: Compositional matrix adjust. 
 Identities = 37/137 (27%), Positives = 57/137 (41%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ---AG 179 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 180 SAYIGYGMDT-TATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
           ++    G+D      + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVVGVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20186.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20236.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
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 Score = 39.7 bits (91), Expect = 0.50,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20188.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20190.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20192.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20196.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20198.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20212.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20217.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20218.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20219.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20221.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20225.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20230.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20232.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20235.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20240.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20243.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20246.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20247.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20249.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20250.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20251.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20253.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20261.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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 emb|CBJ20262.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20263.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20264.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20267.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20269.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20270.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20271.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20280.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20283.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20284.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20285.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20287.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20291.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20293.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20294.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20298.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20303.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20310.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20311.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20314.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20316.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20321.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20329.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20334.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20335.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20338.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20341.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20351.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20357.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20362.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20364.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20378.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
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           [uncultured bacterium] 
 emb|CBJ20385.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20390.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20391.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20401.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20407.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20411.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20510.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20511.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.54,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>ref|YP_003743530.1| Taurine dioxygenase, C-terminal fragment [Erwinia billingiae 
Eb661] 
 emb|CAX61683.1| Taurine dioxygenase, C-terminal fragment [Erwinia billingiae Eb661] 
          Length = 101 
 
 Score = 39.7 bits (91), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 20/74 (27%), Positives = 33/74 (44%), Gaps = 1/74 (1%) 
 
Query: 194 LRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 252 
           L P+++ HP +G+P+L +       I  +   ES+  L  L     +       +W   D 
Sbjct: 2   LHPVIRTHPFSGKPALFVNEGFTTRIVDVSQKESDALLNFLFAHVTKPEFQVRWRWQEND 61 
 
Query: 253 VVVWDNRCLLHRAE 266 
           + +WDNR   H A  
Sbjct: 62  IAIWDNRVTQHYAN 75 
 
 
>emb|CBJ20255.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWERLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
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Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 IRFDFTXRVRWKKDQVL 145 
 
 
>ref|ZP_01038110.1| hypothetical protein ROS217_03160 [Roseovarius sp. 217] 
 gb|EAQ23334.1| hypothetical protein ROS217_03160 [Roseovarius sp. 217] 
          Length = 487 
 
 Score = 39.7 bits (91), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 29/105 (27%), Positives = 50/105 (47%), Gaps = 6/105 (5%) 
 
Query: 101 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 160 
           +I+G  A      Y    A  A  S++V PA+G RT FA+ +A  +AL +   A+VH+++ 
Sbjct: 14  LILGACAAAVPGIYTEPKAGFANISSQVTPAIGKRTAFAETQAENEALKKQVHAMVHRKT 73 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTT-----ATPLRPLVKV 200 
                   Q  L + +   ++Y   G+        +TP  P+V + 
Sbjct: 74  ISADTAV-QVALLNNKGLQASYANVGLSAAEAWQQSTPENPIVSI 117 
 
 
>emb|CBJ20206.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
 emb|CBJ20419.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.7 bits (91), Expect = 0.56,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQAYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20444.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 39.7 bits (91), Expect = 0.57,   Method: Compositional matrix adjust. 
 Identities = 38/138 (27%), Positives = 56/138 (40%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I G+  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGITDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
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            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20163.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 39.3 bits (90), Expect = 0.62,   Method: Compositional matrix adjust. 
 Identities = 38/139 (27%), Positives = 59/139 (42%), Gaps = 7/139 (5%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL--VYSQSKLGHVQQAGS 180 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   V+        ++  + 
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSPYQAQNRRFSN 68 
 
Query: 181 AYIGYGMDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDW 236 
             +   MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L +  
Sbjct: 69  TSVKV-MDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEH 127 
 
Query: 237 ACQAPRVHAHQWAAGDVVV 255 
           A +       +W    V+V 
Sbjct: 128 ATRFDFTCRVRWKKDQVLV 146 
 
 
>ref|ZP_01881466.1| hypothetical conserved membrane protein [Roseovarius sp. TM1035] 
 gb|EDM30048.1| hypothetical conserved membrane protein [Roseovarius sp. TM1035] 
          Length = 487 
 
 Score = 39.3 bits (90), Expect = 0.63,   Method: Compositional matrix adjust. 
 Identities = 29/105 (27%), Positives = 50/105 (47%), Gaps = 6/105 (5%) 
 
Query: 101 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 160 
           +I+G  A      Y    A  A  S++V PA+G RT FA+ +A  +AL +   A+VH+++ 
Sbjct: 14  LILGACATAVPGIYTEPKAGFANISSQVTPAIGKRTAFAETQAENEALKKQVHAMVHRKT 73 
 
Query: 161 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTT-----ATPLRPLVKV 200 
                   Q  L + +   ++Y   G+        +TP  P+V + 
Sbjct: 74  ISADTAV-QVALLNNKGLQASYANVGLSAAEAWQQSTPENPIVAI 117 
 
 
>emb|CBJ20273.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.64,   Method: Compositional matrix adjust. 
 Identities = 37/128 (28%), Positives = 52/128 (40%), Gaps = 11/128 (8%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL---- 233 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L     
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYKHA 128 
 
Query: 234 --VDWACQ 239 
              D+ C+ 
Sbjct: 129 TRFDFTCR 136 
 
 
>emb|CBJ20337.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
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 Score = 39.3 bits (90), Expect = 0.66,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQHIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CAI47587.1| alpha-ketoglutarate dependent xanthine dioxygenase [Emericella 
           nidulans] 
          Length = 370 
 
 Score = 39.3 bits (90), Expect = 0.66,   Method: Compositional matrix adjust. 
 Identities = 27/86 (31%), Positives = 44/86 (51%), Gaps = 11/86 (12%) 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFLEGLVDWACQAP- 241 
           +D +A  + P+V  +P TG+P+L I     R  H   G    + ++  E  + +  Q P  
Sbjct: 257 IDESAIQILPMVWKNPATGKPALQIHPSAVRKIHCGDGTVIDDLKKVRE--IAYKLQRPA 314 
 
Query: 242 ----RVHAHQWAAGDVVVWDNRCLLH 263 
                V+AH W  GD+V++ NR +LH 
Sbjct: 315 ISPQYVYAHDWEEGDLVLFHNRGVLH 340 
 
 
>emb|CBJ20281.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.67,   Method: Compositional matrix adjust. 
 Identities = 37/130 (28%), Positives = 52/130 (40%), Gaps = 11/130 (8%) 
 
Query: 122 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 181 
            V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    + 
Sbjct: 8   VVMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFS 67 
 
Query: 182 YIGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL--- 233 
                 MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L    
Sbjct: 68  NTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEH 127 
 
Query: 234 ---VDWACQA 240 
               D+ C+  
Sbjct: 128 VTRFDFTCRV 137 
 
 
>emb|CBJ20279.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.68,   Method: Compositional matrix adjust. 
 Identities = 37/128 (28%), Positives = 52/128 (40%), Gaps = 11/128 (8%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
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Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL---- 233 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L     
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHG 128 
 
Query: 234 --VDWACQ 239 
              D+ C+ 
Sbjct: 129 TRFDFTCR 136 
 
 
>emb|CBJ20296.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQAAIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20470.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 39.3 bits (90), Expect = 0.71,   Method: Compositional matrix adjust. 
 Identities = 38/138 (27%), Positives = 55/138 (39%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  H        L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHRATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20336.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.71,   Method: Compositional matrix adjust. 
 Identities = 39/140 (27%), Positives = 58/140 (41%), Gaps = 11/140 (7%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS   +    G + QA +   
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHS---ATRVFGSLYQAQNRR 65 
 
Query: 183 IGYG----MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLV 234 
                   MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L  
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Sbjct: 66  FSNTSVRVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLY 125 
 
Query: 235 DWACQAPRVHAHQWAAGDVV 254 
           + A +       +W    V+ 
Sbjct: 126 EHATRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20292.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.71,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQLLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>gb|EFZ46473.1| alpha-ketoglutarate-dependent taurine dioxygenase domain protein 
           [Escherichia coli E128010] 
          Length = 158 
 
 Score = 39.3 bits (90), Expect = 0.72,   Method: Compositional matrix adjust. 
 Identities = 33/127 (25%), Positives = 52/127 (40%), Gaps = 6/127 (4%) 
 
Query: 143 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--LRPLVKV 200 
           AAY+AL    R L+    A H    S  +  + ++    +  +       P  L P+V+  
Sbjct: 8   AAYEALSVPFRQLLSGLRAEHDFRKSFPEYKY-RKTEEEHQRWREAVAKNPPLLHPVVRT 66 
 
Query: 201 HPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH-QWAAGDVVVWDN 258 
           HP +G+ +L +       I  +   ESE  L G +      P      +W   D+ +WDN 
Sbjct: 67  HPVSGKQALFVNEGFTTRIVDVSEKESEALL-GFLFAHITKPEFQVRWRWQPNDIAIWDN 125 
 
Query: 259 RCLLHRA 265 
           R   H A 
Sbjct: 126 RVTQHYA 132 
 
 
>emb|CBJ20397.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.72,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLGMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
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            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>tpe|CBF89386.1| TPA: Alpha-ketoglutarate dependent xanthine dioxygenase 
           [Source:UniProtKB/TrEMBL;Acc:Q4QZZ9] [Aspergillus 
           nidulans FGSC A4] 
          Length = 354 
 
 Score = 39.3 bits (90), Expect = 0.72,   Method: Compositional matrix adjust. 
 Identities = 27/86 (31%), Positives = 44/86 (51%), Gaps = 11/86 (12%) 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFLEGLVDWACQAP- 241 
           +D +A  + P+V  +P TG+P+L I     R  H   G    + ++  E  + +  Q P  
Sbjct: 241 IDESAIQILPMVWKNPATGKPALQIHPSAVRKIHCGDGTVIDDLKKVRE--IAYKLQRPA 298 
 
Query: 242 ----RVHAHQWAAGDVVVWDNRCLLH 263 
                V+AH W  GD+V++ NR +LH 
Sbjct: 299 ISPQYVYAHDWEEGDLVLFHNRGVLH 324 
 
 
>emb|CBJ20344.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 39.3 bits (90), Expect = 0.74,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 55/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGGTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20239.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 38.9 bits (89), Expect = 0.75,   Method: Compositional matrix adjust. 
 Identities = 39/137 (28%), Positives = 56/137 (40%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-QAGSA 181 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q +  S  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 182 YIGYGMDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSAKVMDVDAGDRETVHPLVVTHPGSGRXGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>emb|CBJ20241.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
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          Length = 145 
 
 Score = 38.9 bits (89), Expect = 0.77,   Method: Compositional matrix adjust. 
 Identities = 38/137 (27%), Positives = 54/137 (39%), Gaps = 5/137 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +      HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLDVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVV 254 
            +       +W    V+ 
Sbjct: 129 TRFDFTCRVRWKKDQVL 145 
 
 
>ref|XP_658092.1| hypothetical protein AN0488.2 [Aspergillus nidulans FGSC A4] 
 gb|EAA66587.1| hypothetical protein AN0488.2 [Aspergillus nidulans FGSC A4] 
          Length = 689 
 
 Score = 38.9 bits (89), Expect = 0.77,   Method: Compositional matrix adjust. 
 Identities = 27/86 (31%), Positives = 44/86 (51%), Gaps = 11/86 (12%) 
 
Query: 187 MDTTATPLRPLVKVHPETGRPSLLIG----RHAHAIPGMDAAESERFLEGLVDWACQAP- 241 
           +D +A  + P+V  +P TG+P+L I     R  H   G    + ++  E  + +  Q P  
Sbjct: 241 IDESAIQILPMVWKNPATGKPALQIHPSAVRKIHCGDGTVIDDLKKVRE--IAYKLQRPA 298 
 
Query: 242 ----RVHAHQWAAGDVVVWDNRCLLH 263 
                V+AH W  GD+V++ NR +LH 
Sbjct: 299 ISPQYVYAHDWEEGDLVLFHNRGVLH 324 
 
 
>emb|CBJ20509.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 38.9 bits (89), Expect = 0.81,   Method: Compositional matrix adjust. 
 Identities = 37/122 (30%), Positives = 52/122 (42%), Gaps = 5/122 (4%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ-QAGSA 181 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q +  S  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 182 YIGYGMDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSAKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQ 239 
            + 
Sbjct: 129 TR 130 
 
 
>emb|CBJ20111.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 146 
 
 Score = 38.9 bits (89), Expect = 0.86,   Method: Compositional matrix adjust. 
 Identities = 37/138 (26%), Positives = 57/138 (41%), Gaps = 5/138 (3%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ---AG 179 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
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Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 180 SAYIGYGMDT-TATPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGLVDWA 237 
           ++     +D      + PLV  HP +GR  L + + +   I GM  AES+  L+ L + A 
Sbjct: 69  TSVKVMAVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYEHA 128 
 
Query: 238 CQAPRVHAHQWAAGDVVV 255 
            +       +W    V+V 
Sbjct: 129 TRFDFTCRVRWKKDQVLV 146 
 
 
>emb|CBJ20205.1| 2-(2,4-dichlorophenoxy)propionate,2-oxoglutarate dioxygenase 
           [uncultured bacterium] 
          Length = 145 
 
 Score = 38.9 bits (89), Expect = 0.87,   Method: Compositional matrix adjust. 
 Identities = 37/128 (28%), Positives = 52/128 (40%), Gaps = 11/128 (8%) 
 
Query: 123 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 182 
           V  A  VP  GG T F  M  A++ L    +A +   +  HS       L   Q    +  
Sbjct: 9   VMRAIDVPEHGGDTGFLSMYTAWEMLSPTMQATIEGLNVVHSATRVFGSLYQAQNRRFSN 68 
 
Query: 183 IGYG-MDTTA---TPLRPLVKVHPETGRPSLLIGR-HAHAIPGMDAAESERFLEGL---- 233 
                MD  A     + PLV  HP +GR  L + + +   I GM  AES+  L+ L     
Sbjct: 69  TSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFLYGHA 128 
 
Query: 234 --VDWACQ 239 
              D+ C+ 
Sbjct: 129 TRFDFTCR 136 
 
 
>emb|CBJ18807.1| alpha-ketoglutarate dioxygenase-like protein [uncultured bacterium] 
          Length = 106 
 
 Score = 38.9 bits (89), Expect = 0.89,   Method: Compositional matrix adjust. 
 Identities = 22/58 (37%), Positives = 28/58 (48%) 
 
Query: 196 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 253 
           PL   +  +GR  L IG HA  I G   AE    L  L++ A Q   V+ H W  GD+ 
Sbjct: 49  PLCLPNAGSGRKFLFIGAHAGHIEGRPVAEGRMLLAELLEHATQRKFVYRHSWKVGDL 106 
 
 
  Database: /usr/local/blast/db/blastlibs/nr 
    Posted date:  Apr 13, 2011 11:46 AM 
  Number of letters in database: 4,621,495,809 
  Number of sequences in database:  13,473,798 
   
Lambda     K      H 
   0.321    0.133    0.419  
 
Gapped 
Lambda     K      H 
   0.267   0.0410    0.140  
 
 
Matrix: BLOSUM62 
Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences: 13473798 
Number of Hits to DB: 2,778,827,635 
Number of extensions: 116470082 
Number of successful extensions: 250030 
Number of sequences better than  1.0: 2252 
Number of HSP's gapped: 246605 
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Number of HSP's successfully gapped: 2286 
Length of query: 293 
Length of database: 4,621,495,809 
Length adjustment: 137 
Effective length of query: 156 
Effective length of database: 2,775,585,483 
Effective search space: 432991335348 
Effective search space used: 432991335348 
Neighboring words threshold: 11 
Window for multiple hits: 40 
X1: 16 ( 7.4 bits) 
X2: 38 (14.6 bits) 
X3: 64 (24.7 bits) 
S1: 41 (21.9 bits) 
S2: 89 (38.9 bits) 
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