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Sequence Similarity Assessment of PAT Protein to Known Toxins by Bioinformatics Analysis 
(Update, February, 2011) 

 

SUMMARY 

Phosphinothricin N-acetyltransferase (PAT) protein, encoded by the pat gene originally derived 

from soil bacterium Streptomyces viridochromogenes, acetylates phosphinothricin and thus 

confers tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium 

based herbicides. For that reason, the gene has been widely used in the production of events 

carrying an herbicide tolerance trait or as a selectable marker during plant transformation. The 

pat gene has been integrated into many transgenic events produced by Dow AgroSciences, 

including corn (Zea mays L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton 

(Gossypium hirsutum L.) events 281-24-236 and 3006-210-23, and soybean (Glycine max L.) 

events DAS-68416-4 and DAS-44406-6. In this study, the amino acid sequence of the PAT 

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 phosphinothricin N-

acetyltransferase and N-acetyltransferase or similar proteins.  The results indicated that the PAT 

protein expressed in maize, cotton, and soybean transgenic events 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 PAT Protein to Known Toxins by Bioinformatics Analysis 

(Update, February, 2011) 

 

ABSTRACT 

Phosphinothricin N-acetyltransferase (PAT) protein, encoded by the pat gene originally derived 

from soil bacterium Streptomyces viridochromogenes, acetylates phosphinothricin and thus 

confers tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium 

based herbicides. For that reason, the gene has been widely used in the production of events 

carrying an herbicide tolerance trait or as a selectable marker during plant transformation. The 

pat gene has been integrated into many transgenic events produced by Dow AgroSciences, 

including corn (Zea mays L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton 

(Gossypium hirsutum L.) events 281-24-236 and 3006-210-23, and soybean (Glycine max L.) 

events DAS-68416-4 and DAS-44406-6. In this study, the amino acid sequence of the PAT 

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 phosphinothricin N-

acetyltransferase and N-acetyltransferase or similar proteins.  The results indicated that the PAT 

protein expressed in maize, cotton, and soybean transgenic events contains no significant 

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

Phosphinothricin N-acetyltransferase (PAT) enzyme, encoded by the pat gene originally derived 

from soil bacterium Streptomyces viridochromogenes, acetylates phosphinothricin and thus 

confers tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium 

based herbicides. For that reason, the gene has been widely used in the production of events 

carrying an herbicide tolerance trait or as a selectable marker during plants transformation. The 

pat gene has been integrated into many transgenic events produced by Dow AgroSciences, 

including corn (Zea mays L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton 

(Gossypium hirsutum L.) events 281-24-236 and 3006-210-23, and soybean (Glycine max L.) 

events DAS-68416-4 and DAS-44406-6. 

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 
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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). 

The objective of this study was to compare the amino acid sequences of the PAT protein 

expressed in transgenic events with known protein toxins in the public protein sequence 

database. 

METHODS 

Query Sequence Preparation 

The PAT protein sequence was prepared in FASTA format accepted by BLASTp search program 

(Appendix 1). 

Toxicity Assessment 

To assess potential toxicity of the PAT protein expressed in maize, cotton, and soybean 

transgenic events, a search for similarity of protein sequences was conducted using the BLASTp 

program (3).  The amino acid sequence of the PAT 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 
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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).  

RESULTS AND DISCUSSION 

The search of the PAT protein sequence against GenBank non-redundant protein dataset returned 

a total of 1063 hits, including 941 with E()<0.01 (Table 1, Appendix 2).  Among the 941 hits, 

712 are related to the same class of phosphinothricin N-acetyltransferase enzyme, GCN5 related 

N-acetyltransferase and GNAT family N-acetyltransferase from various bacteria.  Five lignments 

are with ArsR family transcriptional regulator from Rhodococcus species.  Those transcriptional 

regulators contain regions highly similar to GCN5 related N-acrtyltransferase.  In addition, there 

are 102 alignments associated with sortase-like acyltransferase from various bacteria and another 

110 alignments with hypothetical proteins that are generated by genomic sequencing of various 

bacteria and similar to either phosphinothricin N-acetyltransferase or GCN5 related N-

acetyltransferas or GNAT family N-acetyltransferase.  The other 12 alighments are associated 

with the protein family of actyltransferase.  None of the significant sequence alignments are 

related to any known protein toxins (Appendix 2).  The results is consistency with a previous 

study using BLASTp search with PAT protein sequence against the NCBI protein nr database 

generated very similar results with the majority of the statistically significant hits associated with 

proteins like phosphinothricin acetyltransferase, other acetyltransferases, and hypothetical 

proteins without assigned function.  Furthermore, most of the non-significant alignments are 

related with phosphinothricin N-acetyltransferase or GCN5 related N-acetyltransferase, and none 

of them were associated with known protein toxins.
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CONCLUSION 

Bioinformatics analysis of the PAT protein expressed in transgenic events using BLASTp search 

against an up-to-date GenBank non redundant protein database did not generate any significant 

sequence similarity with any known proteins that are harmful to humans or animals.
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Table 1. Summary of Alignments (E()<0.01) Returned by BLASTp Search of PAT Protein 
Sequence 

Description 
Number of 
Ruturded 

Alignments 
E-Value 

N-acetyltransferase family proteins including 
phosphinothricin N-acetyltransferase,  GCN5-related N-
acetyltransferase, GNAT family N-acetyltransferase 

712 0.009 – 4.00×10-105 

Hypothetical protein 110 0.005 – 4.00×10-26 

(Putative) sortase and related acyltransferase 102 0.005 – 4.00×10-32 
ArsR family transcriptional regulators 5 2.00×10-5 – 5.00×10-9 
Other actyltransferase superfamily protein 12 0.004 – 2.00×10-88 
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APPENDIX 

1. Amino Acid Sequence of PAT 
 

  1 MSPERRPVEI RPATAADMAA VCDIVNHYIE TSTVNFRTEP QTPQEWIDDL 
 51 ERLQDRYPWL VAEVEGVVAG IAYAGPWKAR NAYDWTVEST VYVSHRHQRL 
101 GLGSTLYTHL LKSMEAQGFK SVVAVIGLPN DPSVRLHEAL GYTARGTLRA 
151 AGYKHGGWHD VGFWQRDFEL PAPPRPVRPV TQI 
 

2. BLASTp Search Output of PAT Protein Sequence  
 

BLASTp search of PAT protein generated an output file with more than 300 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 PAT 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= PAT 
         (183 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 
 
ref|ZP_07302142.1| phosphinothricin-N-acetyltransferase [Strepto...   378   e-103 
gb|AAF15587.1|AF187951_1 promotes resistance to glutamine synthe...   301   4e-80 
sp|P16426.1|PAT_STRHY RecName: Full=Phosphinothricin N-acetyltra...   300   4e-80 
gb|ABU39932.1| bialaphos/phosphinothricin resistance protein [Cl...   299   8e-80 
gb|ADN51987.1| phosphinothricin acetyltransferase [Binary vector...   299   9e-80 
gb|ABB52512.1| editing-dependent chimeric phosphinothricin acety...   299   1e-79 
gb|ABB52513.1| phosphinothricin acetyltransferase [synthetic con...   299   1e-79 
gb|ADF81054.1| phosphinothricin acetyltransferase [Tobacco plast...   299   1e-79 
gb|AAR86773.1| phosphinothricin acetyl transferase [synthetic co...   299   1e-79 
gb|AAO85360.1| phosphinothricin acetyl transferase [Binary vecto...   298   2e-79 
gb|AAK21981.1| phosphinothricin acetyltransferase [synthetic con...   298   2e-79 
prf||1311256A gene bar,herbicide resistance                           296   7e-79 
gb|ABK32772.1| BastaR [Silencing vector pFE12860S] >gi|117209779...   287   4e-76 
gb|ABA55625.1| phosphinothricin acetyltransferase [synthetic con...   228   3e-58 
ref|YP_001156945.1| GCN5-related N-acetyltransferase [Salinispor...   190   9e-47 
ref|YP_234588.1| GCN5-related N-acetyltransferase [Pseudomonas s...   149   2e-34 
ref|YP_003776508.1| phosphinothricin N-acetyltransferase [Herbas...   144   4e-33 
ref|YP_327183.1| N-acetyltransferase [Natronomonas pharaonis DSM...   143   1e-32 
ref|ZP_08023172.1| phosphinothricin acetyltransferase, putative ...   142   3e-32 
ref|NP_925472.1| phosphinothricin N-acetyltransferase [Gloeobact...   137   5e-31 
ref|YP_003130042.1| GCN5-related N-acetyltransferase [Halorhabdu...   136   1e-30 
ref|ZP_06174053.1| hypothetical protein VME_04370 [Vibrio harvey...   135   2e-30 
ref|YP_001546382.1| GCN5-related N-acetyltransferase [Herpetosip...   133   1e-29 
ref|ZP_07277001.1| phosphinothricin N-acetyltransferase [Strepto...   131   4e-29 
ref|ZP_01235017.1| Phosphinothricin N-acetyltransferase, putativ...   130   7e-29 
ref|YP_675890.1| GCN5-related N-acetyltransferase [Mesorhizobium...   129   2e-28 
ref|YP_003479949.1| Phosphinothricin acetyltransferase [Natrialb...   128   4e-28 
ref|ZP_07864612.1| acetyltransferase, GNAT family [Streptococcus...   128   4e-28 
ref|ZP_00994644.1| GCN5-related N-acetyltransferase [Janibacter ...   128   4e-28 
ref|YP_003536939.1| Phosphinothricin N-acetyltransferase [Halofe...   127   4e-28 
ref|ZP_08119923.1| phosphinothricin acetyltransferase [Pseudonoc...   127   4e-28 
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ref|ZP_01869333.1| Phosphinothricin N-acetyltransferase, putativ...   127   5e-28 
ref|YP_001198067.1| sortase and related acyltransferase [Strepto...   127   5e-28 
ref|ZP_08069452.1| phosphinothricin acetyltransferase [Streptoco...   127   5e-28 
ref|YP_001261029.1| GCN5-like N-acetyltransferase [Sphingomonas ...   127   5e-28 
ref|YP_820655.1| phosphinothricin acetyltransferase, putative [S...   127   6e-28 
ref|YP_141658.1| phosphinothricin acetyltransferase [Streptococc...   126   2e-27 
ref|ZP_07832184.1| putative phosphinothricin N-acetyltransferase...   125   3e-27 
ref|YP_003401819.1| GCN5-related N-acetyltransferase [Haloterrig...   124   4e-27 
gb|ADQ63288.1| Sortase acyltransferase-like protein [Streptococc...   124   4e-27 
ref|ZP_08021317.1| phosphinothricin acetyltransferase [Streptoco...   124   5e-27 
ref|ZP_04062352.1| phosphinothricin N-acetyltransferase [Strepto...   124   5e-27 
ref|ZP_08098012.1| phosphinothricin N-acetyltransferase, putativ...   124   5e-27 
ref|YP_003409278.1| phosphinothricin acetyltransferase [Geoderma...   124   5e-27 
gb|ADZ90538.1| Phosphinothricin acetyltransferase [Marinomonas m...   124   6e-27 
ref|YP_139746.1| phosphinothricin acetyltransferase, putative [S...   124   6e-27 
ref|ZP_03399908.1| phosphinothricin N-acetyltransferase [Pseudom...   123   1e-26 
ref|ZP_06060563.1| acyltransferase [Streptococcus sp. 2_1_36FAA]...   123   1e-26 
ref|ZP_05877484.1| phosphinothricin N-acetyltransferase putative...   123   1e-26 
ref|ZP_07837484.1| Phosphinothricin acetyltransferase [Eubacteri...   123   1e-26 
ref|ZP_07726783.1| putative phosphinothricin N-acetyltransferase...   122   2e-26 
ref|YP_003074738.1| phosphinothricin N-acetyltransferase [Teredi...   122   2e-26 
ref|ZP_03624439.1| GCN5-related N-acetyltransferase [Streptococc...   122   2e-26 
ref|YP_001354135.1| phosphinothricin N-acetyltransferase [Janthi...   122   2e-26 
ref|ZP_05645407.1| conserved hypothetical protein [Enterococcus ...   122   2e-26 
ref|ZP_05655037.1| conserved hypothetical protein [Enterococcus ...   122   3e-26 
ref|YP_927219.1| phosphinothricin N-acetyltransferase [Shewanell...   121   4e-26 
ref|YP_001758117.1| GCN5-related N-acetyltransferase [Methylobac...   121   4e-26 
ref|YP_001893235.1| GCN5-related N-acetyltransferase [Ralstonia ...   120   6e-26 
ref|YP_001601101.1| putative phosphinothricin N-acetyltransferas...   120   7e-26 
gb|ADI12131.1| Phosphinothricin acetyltransferase [Streptomyces ...   120   7e-26 
gb|EGC23067.1| phosphinothricin acetyltransferase [Streptococcus...   120   1e-25 
ref|ZP_04747260.1| GCN5-related N-acetyltransferase [Mycobacteri...   120   1e-25 
ref|YP_002275595.1| GCN5-like N-acetyltransferase [Gluconacetoba...   120   1e-25 
ref|ZP_08145758.1| phosphinothricin acetyltransferase [Enterococ...   119   1e-25 
gb|EGD36393.1| phosphinothricin acetyltransferase [Streptococcus...   119   1e-25 
gb|EGC26393.1| phosphinothricin acetyltransferase [Streptococcus...   119   1e-25 
gb|EGC24800.1| phosphinothricin acetyltransferase [Streptococcus...   119   1e-25 
ref|YP_001450496.1| acyltransferase [Streptococcus gordonii str....   119   2e-25 
gb|EGD29501.1| phosphinothricin acetyltransferase [Streptococcus...   119   2e-25 
ref|YP_004016335.1| phosphinothricin acetyltransferase [Frankia ...   119   2e-25 
ref|ZP_08087207.1| phosphinothricin acetyltransferase [Streptoco...   119   2e-25 
gb|EGD38415.1| phosphinothricin acetyltransferase [Streptococcus...   119   2e-25 
ref|YP_004140179.1| phosphinothricin acetyltransferase [Mesorhiz...   119   2e-25 
ref|YP_001035153.1| phosphinothricin acetyltransferase, putative...   119   2e-25 
ref|ZP_06895655.1| phosphinothricin acetyltransferase [Roseomona...   119   3e-25 
ref|YP_463756.1| GCN5-related N-acetyltransferase [Anaeromyxobac...   118   3e-25 
ref|ZP_08047697.1| phosphinothricin N-acetyltransferase [Strepto...   118   3e-25 
ref|ZP_05648693.1| phosphinothricin N-acetyltransferase [Enteroc...   118   3e-25 
ref|ZP_01131943.1| phosphinothricin N-acetyltransferase [Pseudoa...   118   4e-25 
gb|EGD31687.1| phosphinothricin acetyltransferase [Streptococcus...   118   4e-25 
ref|YP_155176.1| phosphinothricin N-acetyltransferase, putative ...   117   5e-25 
ref|ZP_06900531.1| phosphinothricin acetyltransferase [Streptoco...   117   6e-25 
ref|ZP_05813493.1| GCN5-related N-acetyltransferase [Mesorhizobi...   117   6e-25 
ref|YP_550242.1| GCN5-related N-acetyltransferase [Polaromonas s...   117   8e-25 
ref|ZP_01898379.1| Phosphinothricin N-acetyltransferase, putativ...   117   8e-25 
ref|YP_003914549.1| phosphinothricin acetyltransferase [Ferrimon...   116   1e-24 
ref|ZP_05981641.1| phosphinothricin N-acetyltransferase [Subdoli...   116   1e-24 
ref|YP_004104996.1| phosphinothricin acetyltransferase [Ruminoco...   116   1e-24 
emb|CAM78141.1| phosphinothricin acetyltransferase [Magnetospiri...   116   1e-24 
ref|ZP_07453833.1| phosphinothricin acetyltransferase [Eubacteri...   116   1e-24 
ref|YP_002132943.1| GCN5-related N-acetyltransferase [Anaeromyxo...   116   1e-24 
ref|ZP_07296464.1| GNAT family toxin-antitoxin system, toxin com...   116   1e-24 
ref|YP_269286.1| phosphinothricin N-acetyltransferase [Colwellia...   115   2e-24 
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ref|YP_003679970.1| phosphinothricin acetyltransferase [Nocardio...   115   2e-24 
ref|YP_003484882.1| putative acetyltransferase [Streptococcus mu...   115   2e-24 
ref|YP_003749344.1| phosphinothricin n-acetyltransferase (ppt n-...   115   2e-24 
ref|YP_002551041.1| acetyltransferase [Agrobacterium vitis S4] >...   115   3e-24 
ref|ZP_08044113.1| GCN5-related N-acetyltransferase [Haladaptatu...   115   4e-24 
ref|ZP_07343113.1| phosphinothricin N-acetyltransferase [Burkhol...   114   4e-24 
ref|ZP_03755566.1| hypothetical protein ROSEINA2194_04006 [Roseb...   114   4e-24 
ref|ZP_08196974.1| phosphinothricin N-acetyltransferase [Nocardi...   114   5e-24 
ref|YP_003766886.1| acetyltransferase [Amycolatopsis mediterrane...   114   7e-24 
ref|ZP_03797973.1| hypothetical protein COPCOM_00226 [Coprococcu...   114   7e-24 
ref|ZP_02434166.1| hypothetical protein BACSTE_00385 [Bacteroide...   113   8e-24 
ref|YP_003392558.1| GCN5-related N-acetyltransferase [Conexibact...   113   9e-24 
ref|YP_001913381.1| phosphinothricin N-acetyltransferase [Xantho...   113   9e-24 
ref|YP_003388108.1| GCN5-related N-acetyltransferase [Spirosoma ...   113   9e-24 
ref|ZP_05034621.1| acetyltransferase, GNAT family [Brevundimonas...   113   1e-23 
ref|YP_003268792.1| phosphinothricin acetyltransferase [Haliangi...   113   1e-23 
ref|ZP_02041092.1| hypothetical protein RUMGNA_01858 [Ruminococc...   113   1e-23 
ref|ZP_08157709.1| putative phosphinothricin N-acetyltransferase...   113   1e-23 
ref|YP_003178172.1| GCN5-related N-acetyltransferase [Halomicrob...   113   1e-23 
ref|ZP_07669863.1| phosphinothricin N-acetyltransferase [Erysipe...   113   1e-23 
ref|YP_002490995.1| GCN5-related N-acetyltransferase [Anaeromyxo...   112   2e-23 
ref|YP_001523874.1| GCN5-related N-acetyltransferase [Azorhizobi...   112   2e-23 
ref|YP_001363663.1| GCN5-related N-acetyltransferase [Kineococcu...   112   2e-23 
ref|ZP_08014935.1| hypothetical protein HMPREF9464_00154 [Sutter...   112   2e-23 
ref|YP_003383991.1| phosphinothricin acetyltransferase [Kribbell...   112   2e-23 
ref|YP_002720780.1| Sortase related acyltransferase [Brachyspira...   112   2e-23 
ref|YP_567667.1| GCN5-related N-acetyltransferase [Rhodopseudomo...   112   2e-23 
emb|CBK80336.1| Sortase and related acyltransferases [Coprococcu...   112   2e-23 
ref|NP_347494.1| phosphinothricin acetyltransferase [Clostridium...   112   3e-23 
ref|ZP_07458488.1| phosphinothricin acetyltransferase [Streptoco...   112   3e-23 
ref|ZP_04115199.1| Phosphinothricin N-acetyltransferase [Bacillu...   111   3e-23 
ref|YP_001033220.1| phosphinothricin N-acetyltransferase [Lactoc...   111   5e-23 
ref|ZP_04186528.1| Phosphinothricin N-acetyltransferase [Bacillu...   111   5e-23 
ref|YP_779246.1| GCN5-related N-acetyltransferase [Rhodopseudomo...   110   6e-23 
ref|YP_001557413.1| GCN5-related N-acetyltransferase [Clostridiu...   110   6e-23 
ref|ZP_02027156.1| hypothetical protein EUBVEN_02425 [Eubacteriu...   110   6e-23 
ref|ZP_03110621.1| acetyltransferase, GNAT family [Bacillus cere...   110   6e-23 
ref|NP_721464.1| putative acetyltransferase [Streptococcus mutan...   110   7e-23 
ref|NP_105235.1| phosphinotricin acetyltransferase [Mesorhizobiu...   110   7e-23 
ref|YP_002559467.1| acetyltransferase family protein [Macrococcu...   110   7e-23 
ref|ZP_04084797.1| Phosphinothricin N-acetyltransferase [Bacillu...   110   7e-23 
ref|ZP_04671490.1| phosphinothricin N-acetyltransferase [Clostri...   110   8e-23 
ref|ZP_02188752.1| GCN5-related N-acetyltransferase [alpha prote...   110   8e-23 
ref|ZP_03234565.1| acetyltransferase, GNAT family [Bacillus cere...   110   9e-23 
ref|YP_713648.1| putative N-acetyltransferase [Frankia alni ACN1...   110   9e-23 
ref|YP_003340665.1| phosphinothricin acetyltransferase [Streptos...   110   1e-22 
ref|NP_744077.1| phosphinothricin N-acetyltransferase, putative ...   110   1e-22 
ref|ZP_04174994.1| Phosphinothricin N-acetyltransferase [Bacillu...   110   1e-22 
ref|YP_003738151.1| phosphinothricin N-acetyltransferase [Halalk...   109   1e-22 
ref|ZP_05136289.1| phosphinothricin N-acetyltransferase [Stenotr...   109   1e-22 
ref|ZP_06897931.1| phosphinothricin acetyltransferase [Roseomona...   109   1e-22 
ref|ZP_04120739.1| Phosphinothricin N-acetyltransferase [Bacillu...   109   1e-22 
ref|YP_811544.1| sortase related acyltransferase [Lactococcus la...   109   1e-22 
ref|ZP_04169245.1| Phosphinothricin N-acetyltransferase [Bacillu...   109   1e-22 
ref|NP_959023.1| hypothetical protein MAP0089 [Mycobacterium avi...   109   1e-22 
ref|YP_002367523.1| acetyltransferase, GNAT family [Bacillus cer...   109   2e-22 
ref|ZP_05130852.1| phosphinothricin acetyltransferase [Clostridi...   109   2e-22 
ref|ZP_05346405.1| phosphinothricin N-acetyltransferase [Bryante...   109   2e-22 
ref|YP_004267013.1| Phosphinothricin acetyltransferase [Syntroph...   109   2e-22 
ref|ZP_04126827.1| Phosphinothricin N-acetyltransferase [Bacillu...   108   2e-22 
emb|CAM74335.1| GCN5-related N-acetyltransferase [Magnetospirill...   108   2e-22 
ref|NP_832560.1| phosphinothricin N-acetyltransferase [Bacillus ...   108   2e-22 
emb|CBK99483.1| Sortase and related acyltransferases [Faecalibac...   108   2e-22 
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ref|YP_003354349.1| GNAT family acetyltransferase [Lactococcus l...   108   2e-22 
ref|YP_004106813.1| phosphinothricin acetyltransferase [Rhodopse...   108   3e-22 
ref|ZP_03232858.1| acetyltransferase, GNAT family [Bacillus cere...   108   3e-22 
ref|ZP_02075451.1| hypothetical protein CLOL250_02227 [Clostridi...   108   3e-22 
ref|ZP_04146050.1| Phosphinothricin N-acetyltransferase [Bacillu...   108   3e-22 
ref|YP_002028028.1| GCN5-related N-acetyltransferase [Stenotroph...   108   3e-22 
ref|ZP_03011953.1| hypothetical protein BACCOP_03879 [Bacteroide...   108   3e-22 
ref|YP_001971847.1| putative acetyltransferase [Stenotrophomonas...   108   3e-22 
ref|ZP_08127907.1| phosphinothricin N-acetyltransferase [Clostri...   108   4e-22 
gb|EFV98070.1| phosphinothricin acetyltransferase [Streptococcus...   108   4e-22 
ref|YP_001591522.1| hypothetical protein SPAB_05416 [Salmonella ...   108   4e-22 
ref|ZP_04102502.1| Phosphinothricin N-acetyltransferase [Bacillu...   108   4e-22 
ref|YP_003399412.1| GCN5-related N-acetyltransferase [Acidaminoc...   108   4e-22 
ref|ZP_02213075.1| acetyltransferase, GNAT family [Bacillus anth...   108   4e-22 
ref|ZP_04301002.1| Phosphinothricin N-acetyltransferase [Bacillu...   108   5e-22 
ref|ZP_04262522.1| Phosphinothricin N-acetyltransferase [Bacillu...   108   5e-22 
ref|ZP_04223012.1| Phosphinothricin N-acetyltransferase [Bacillu...   107   5e-22 
emb|CBL02997.1| Sortase and related acyltransferases [Faecalibac...   107   5e-22 
ref|ZP_04273770.1| Phosphinothricin N-acetyltransferase [Bacillu...   107   5e-22 
ref|ZP_04323719.1| Phosphinothricin N-acetyltransferase [Bacillu...   107   5e-22 
ref|ZP_04197844.1| Phosphinothricin N-acetyltransferase [Bacillu...   107   5e-22 
ref|YP_001645441.1| GCN5-related N-acetyltransferase [Bacillus w...   107   5e-22 
ref|YP_003550782.1| GCN5-like N-acetyltransferase [Candidatus Pu...   107   5e-22 
ref|YP_895314.1| phosphinothricin N-acetyltransferase acetyltran...   107   5e-22 
ref|YP_001202590.1| phosphinothricin acetyltransferase (PPT N-ac...   107   5e-22 
ref|YP_421541.1| phosphinothricin N-acetyltransferase [Magnetosp...   107   6e-22 
ref|YP_818802.1| sortase related acyltransferase [Leuconostoc me...   107   6e-22 
ref|ZP_04072392.1| Phosphinothricin N-acetyltransferase [Bacillu...   107   6e-22 
ref|ZP_02948867.1| phosphinothricin N-acetyltransferase [Clostri...   107   6e-22 
ref|ZP_01962684.1| hypothetical protein RUMOBE_00397 [Ruminococc...   107   6e-22 
ref|ZP_00743946.1| Phosphinothricin N-acetyltransferase [Bacillu...   107   7e-22 
ref|YP_001477588.1| GCN5-related N-acetyltransferase [Serratia p...   107   7e-22 
ref|NP_267934.1| acyltransferase [Lactococcus lactis subsp. lact...   107   7e-22 
ref|YP_003211166.1| phosphinothricin N-acetyltransferase [Cronob...   107   7e-22 
ref|ZP_03913843.1| possible Phosphinothricin acetyltransferase [...   107   7e-22 
ref|NP_945552.1| GCN5-related N-acetyltransferase [Rhodopseudomo...   107   7e-22 
ref|ZP_07674254.1| toxin-antitoxin system, toxin component, GNAT...   107   8e-22 
ref|YP_002235706.1| putative phosphinothricin N-acetyltransferas...   107   8e-22 
ref|YP_003602596.1| putative phosphinothricin N-acetyltransferas...   107   8e-22 
ref|ZP_04454120.1| hypothetical protein GCWU000342_00100 [Shuttl...   107   9e-22 
ref|ZP_05851266.1| phosphinothricin N-acetyltransferase [Granuli...   107   9e-22 
ref|ZP_04079000.1| Phosphinothricin N-acetyltransferase [Bacillu...   107   9e-22 
ref|NP_521958.1| phosphinothricin acetyltransferase protein [Ral...   107   9e-22 
ref|YP_003792542.1| putative phosphinothricin N-acetyltransferas...   107   9e-22 
ref|ZP_02234915.1| hypothetical protein DORFOR_01789 [Dorea form...   107   9e-22 
ref|YP_760389.1| acetyltransferase [Hyphomonas neptunium ATCC 15...   106   1e-21 
ref|YP_003101109.1| GCN5-related N-acetyltransferase [Actinosynn...   106   1e-21 
ref|YP_001633138.1| acetyltransferase [Bordetella petrii DSM 128...   106   1e-21 
ref|ZP_04579325.1| conserved hypothetical protein [Oxalobacter f...   106   1e-21 
ref|ZP_01168931.1| probable phosphinothricin acetyltransferase (...   106   1e-21 
ref|NP_688817.1| phosphinothricin N-acetyltransferase [Streptoco...   106   1e-21 
ref|YP_003163209.1| GCN5-related N-acetyltransferase [Leptotrich...   106   1e-21 
ref|ZP_08010212.1| phosphinothricin N-acetyltransferase [Coproba...   106   1e-21 
ref|YP_004259793.1| Phosphinothricin acetyltransferase [Bacteroi...   106   1e-21 
ref|ZP_03210120.1| hypothetical protein BACPLE_03811 [Bacteroide...   106   1e-21 
ref|ZP_02868381.1| hypothetical protein CLOSPI_02223 [Clostridiu...   106   1e-21 
ref|ZP_04947527.1| hypothetical protein BDAG_03502 [Burkholderia...   106   2e-21 
ref|ZP_03297278.1| hypothetical protein COLSTE_01172 [Collinsell...   106   2e-21 
ref|YP_483910.1| GCN5-related N-acetyltransferase [Rhodopseudomo...   106   2e-21 
ref|ZP_04289658.1| Phosphinothricin N-acetyltransferase [Bacillu...   105   2e-21 
ref|ZP_04192159.1| Phosphinothricin N-acetyltransferase [Bacillu...   105   2e-21 
ref|YP_775946.1| GCN5-related N-acetyltransferase [Burkholderia ...   105   2e-21 
ref|ZP_04228286.1| Phosphinothricin N-acetyltransferase [Bacillu...   105   2e-21 
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ref|ZP_03682824.1| hypothetical protein CATMIT_01460 [Catenibact...   105   2e-21 
ref|ZP_04889981.1| phosphinothricin N-acetyltransferase [Burkhol...   105   2e-21 
ref|ZP_04317895.1| Phosphinothricin N-acetyltransferase [Bacillu...   105   2e-21 
ref|YP_003634998.1| GCN5-related N-acetyltransferase [Brachyspir...   105   2e-21 
ref|NP_979141.1| acetyltransferase [Bacillus cereus ATCC 10987] ...   105   2e-21 
ref|YP_330444.1| phosphinothricin N-acetyltransferase, putative ...   105   2e-21 
ref|ZP_03777241.1| hypothetical protein CLOHYLEM_04290 [Clostrid...   105   2e-21 
ref|ZP_03715013.1| hypothetical protein EUBHAL_00046 [Eubacteriu...   105   2e-21 
ref|ZP_01438277.1| putative phosphinothricin N-acetyltransferase...   105   3e-21 
ref|YP_001583998.1| GCN5-related N-acetyltransferase [Burkholder...   105   3e-21 
ref|ZP_02084880.1| hypothetical protein CLOBOL_02410 [Clostridiu...   105   3e-21 
ref|ZP_04295105.1| Phosphinothricin N-acetyltransferase [Bacillu...   105   3e-21 
ref|YP_001772764.1| GCN5-related N-acetyltransferase [Methylobac...   105   3e-21 
ref|YP_535527.1| phosphinothricin N-acetyltransferase [Lactobaci...   105   3e-21 
ref|YP_036893.1| phosphinothricin N-acetyltransferase [Bacillus ...   105   3e-21 
emb|CBL41830.1| Sortase and related acyltransferases [butyrate-p...   105   3e-21 
ref|YP_001703771.1| phosphinothricin N-acetyltransferase [Mycoba...   105   3e-21 
ref|ZP_00785183.1| phosphinothricin N-acetyltransferase [Strepto...   105   3e-21 
ref|ZP_04234094.1| Phosphinothricin N-acetyltransferase [Bacillu...   105   3e-21 
ref|YP_001412546.1| GCN5-like N-acetyltransferase [Parvibaculum ...   105   3e-21 
gb|ADI12551.1| GCN5-related N-acetyltransferase [Streptomyces bi...   105   4e-21 
ref|ZP_06645478.1| phosphinothricin N-acetyltransferase [Erysipe...   105   4e-21 
ref|YP_001437209.1| hypothetical protein ESA_01105 [Cronobacter ...   104   4e-21 
ref|ZP_01992495.1| phosphinothricin N-acetyltransferase [Vibrio ...   104   4e-21 
ref|ZP_02886944.1| GCN5-related N-acetyltransferase [Burkholderi...   104   4e-21 
gb|ADJ78841.1| Phosphinothricin N-acetyltransferase [Lactobacill...   104   4e-21 
gb|EFV81785.1| acetyltransferase [Achromobacter xylosoxidans C54]     104   4e-21 
ref|YP_004148646.1| Phosphinothricin N-acetyltransferase [Staphy...   104   5e-21 
ref|YP_002360568.1| GCN5-related N-acetyltransferase [Methylocel...   104   5e-21 
ref|ZP_02406525.1| phosphinothricin N-acetyltransferase [Burkhol...   104   5e-21 
ref|ZP_00054060.1| COG1247: Sortase and related acyltransferases...   104   5e-21 
ref|YP_084124.1| phosphinothricin N-acetyltransferase [Bacillus ...   104   5e-21 
ref|YP_004232049.1| phosphinothricin acetyltransferase [Burkhold...   104   5e-21 
ref|YP_001878529.1| GCN5-related N-acetyltransferase [Akkermansi...   104   6e-21 
ref|ZP_04446277.1| hypothetical protein COLINT_03009 [Collinsell...   104   6e-21 
ref|ZP_04096923.1| Phosphinothricin N-acetyltransferase [Bacillu...   104   6e-21 
ref|ZP_02384866.1| phosphinothricin N-acetyltransferase [Burkhol...   104   6e-21 
ref|YP_371912.1| GCN5-related N-acetyltransferase [Burkholderia ...   104   7e-21 
ref|ZP_06074266.1| conserved hypothetical protein [Bacteroides s...   103   7e-21 
ref|ZP_03569168.1| phosphinothricin N-acetyltransferase (PPT N-a...   103   8e-21 
ref|ZP_02370975.1| phosphinothricin N-acetyltransferase [Burkhol...   103   8e-21 
ref|YP_003781205.1| putative acetyltransferase [Clostridium ljun...   103   8e-21 
ref|ZP_07634831.1| Sortase related acyltransferase [Ruminococcac...   103   8e-21 
ref|YP_548523.1| GCN5-related N-acetyltransferase [Polaromonas s...   103   8e-21 
ref|ZP_02415035.1| phosphinothricin N-acetyltransferase [Burkhol...   103   9e-21 
ref|ZP_07966268.1| acetyltransferase [Segniliparus rugosus ATCC ...   103   9e-21 
ref|YP_002131561.1| phosphinothricin N-acetyltransferase [Phenyl...   103   9e-21 
gb|ACO70893.1| putative acetyltransferase [uncultured Verrucomic...   103   9e-21 
ref|YP_001301874.1| phosphinothricin N-acetyltransferase [Paraba...   103   9e-21 
ref|ZP_05287381.1| phosphinothricin N-acetyltransferase, putativ...   103   1e-20 
ref|YP_003308709.1| phosphinothricin acetyltransferase [Sebaldel...   103   1e-20 
ref|YP_001308116.1| GCN5-related N-acetyltransferase [Clostridiu...   103   1e-20 
ref|ZP_04521588.1| phosphinothricin N-acetyltransferase (PPT N-a...   103   1e-20 
ref|YP_001062349.1| phosphinothricin N-acetyltransferase [Burkho...   103   1e-20 
ref|ZP_02501639.1| phosphinothricin N-acetyltransferase [Burkhol...   103   1e-20 
ref|ZP_02493429.1| phosphinothricin N-acetyltransferase [Burkhol...   103   1e-20 
ref|ZP_02451118.1| phosphinothricin N-acetyltransferase [Burkhol...   103   1e-20 
ref|ZP_04967733.1| phosphinothricin N-acetyltransferase [Burkhol...   103   1e-20 
ref|YP_337680.1| phosphinothricin N-acetyltransferase [Burkholde...   103   1e-20 
ref|ZP_07894787.1| phosphinothricin acetyltransferase [Enterococ...   103   1e-20 
ref|ZP_01765750.1| phosphinothricin N-acetyltransferase [Burkhol...   103   1e-20 
ref|YP_439663.1| phosphinothricin N-acetyltransferase [Burkholde...   103   1e-20 
ref|YP_001180792.1| GCN5-related N-acetyltransferase [Caldicellu...   103   1e-20 
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ref|ZP_02737400.1| putative acetyltransferase [Gemmata obscurigl...   103   1e-20 
ref|YP_003981951.1| GNAT family acetyltransferase 28 [Achromobac...   102   1e-20 
ref|ZP_06987509.1| phosphinothricin N-acetyltransferase [Bactero...   102   2e-20 
ref|YP_001236578.1| phosphinothricin acetyltransferase (PPT N-ac...   102   2e-20 
ref|ZP_02426951.1| hypothetical protein CLORAM_00328 [Clostridiu...   102   2e-20 
ref|YP_001414928.1| GCN5-related N-acetyltransferase [Xanthobact...   102   2e-20 
ref|ZP_06189127.1| putative N-acetyltransferase [Serratia odorif...   102   2e-20 
ref|ZP_02459278.1| phosphinothricin N-acetyltransferase [Burkhol...   102   2e-20 
ref|ZP_02211453.1| hypothetical protein CLOBAR_01066 [Clostridiu...   102   2e-20 
ref|NP_767103.1| acetyltransferase [Bradyrhizobium japonicum USD...   102   2e-20 
ref|ZP_03450133.1| phosphinothricin N-acetyltransferase [Burkhol...   102   2e-20 
ref|YP_001908169.1| Putative N-acetyltransferase [Erwinia tasman...   102   2e-20 
ref|ZP_02907912.1| GCN5-related N-acetyltransferase [Burkholderi...   102   2e-20 
ref|YP_001811189.1| GCN5-related N-acetyltransferase [Burkholder...   102   2e-20 
ref|YP_110939.1| phosphinothricin N-acetyltransferase [Burkholde...   102   2e-20 
ref|YP_989894.1| phosphinothricin N-acetyltransferase [Burkholde...   102   3e-20 
ref|YP_003285848.1| toxin resistance protein [Vibrio sp. Ex25] >...   102   3e-20 
ref|ZP_03758704.1| hypothetical protein CLOSTASPAR_02725 [Clostr...   102   3e-20 
ref|ZP_07357026.1| phosphinothricin N-acetyltransferase [Desulfo...   102   3e-20 
ref|ZP_04565925.1| phosphinothricin N-acetyltransferase [Mollicu...   102   3e-20 
ref|ZP_03643045.1| hypothetical protein BACCOPRO_01407 [Bacteroi...   102   3e-20 
ref|ZP_03475670.1| hypothetical protein PRABACTJOHN_01332 [Parab...   102   3e-20 
ref|ZP_08063150.1| phosphinothricin acetyltransferase [Streptoco...   102   3e-20 
ref|YP_003452959.1| acetyltransferase [Azospirillum sp. B510] >g...   102   3e-20 
ref|ZP_07312487.1| phosphinothricin N-acetyltransferase [Strepto...   102   3e-20 
ref|YP_003151289.1| sortase-like acyltransferase [Cryptobacteriu...   101   3e-20 
ref|ZP_03793115.1| phosphinothricin N-acetyltransferase [Burkhol...   101   4e-20 
ref|ZP_07954371.1| acetyltransferase [Gemella moribillum M424] >...   101   4e-20 
ref|ZP_02164455.1| putative phosphinothricin N-acetyltransferase...   101   4e-20 
ref|YP_003332566.1| phosphinothricin acetyltransferase [Dickeya ...   101   4e-20 
ref|YP_575598.1| GCN5-related N-acetyltransferase [Nitrobacter h...   101   4e-20 
ref|ZP_07945011.1| acetyltransferase [Bilophila wadsworthia 3_1_...   101   4e-20 
ref|ZP_06053422.1| GCN5-related N-acetyltransferase [Grimontia h...   101   4e-20 
ref|YP_879394.1| phosphinothricin N-acetyltransferase [Mycobacte...   101   4e-20 
ref|YP_003784563.1| UDP-3-O-[3-hydroxymyristoyl] glucosamine N-a...   101   4e-20 
ref|YP_105922.1| phosphinothricin N-acetyltransferase [Burkholde...   101   4e-20 
ref|YP_001195120.1| GCN5-related N-acetyltransferase [Flavobacte...   101   5e-20 
ref|YP_003607239.1| Phosphinothricin acetyltransferase [Burkhold...   101   5e-20 
ref|ZP_02466216.1| phosphinothricin N-acetyltransferase [Burkhol...   101   5e-20 
ref|ZP_02926674.1| putative acetyltransferase [Verrucomicrobium ...   101   5e-20 
ref|ZP_06641431.1| phosphinothricin acetyltransferase [Serratia ...   101   5e-20 
ref|NP_387329.1| putative acetyltransferase (antibiotic resistan...   101   5e-20 
ref|ZP_07376830.1| Phosphinothricin acetyltransferase [Pantoea s...   101   5e-20 
ref|ZP_07028623.1| Phosphinothricin acetyltransferase [Afipia sp...   101   5e-20 
ref|YP_001078206.1| phosphinothricin N-acetyltransferase [Burkho...   101   5e-20 
ref|ZP_02358538.1| phosphinothricin N-acetyltransferase [Burkhol...   100   6e-20 
ref|ZP_02365602.1| phosphinothricin N-acetyltransferase [Burkhol...   100   6e-20 
ref|ZP_02080264.1| hypothetical protein CLOLEP_01716 [Clostridiu...   100   6e-20 
ref|YP_981695.1| GCN5-related N-acetyltransferase [Polaromonas n...   100   6e-20 
ref|ZP_05546015.1| conserved hypothetical protein [Parabacteroid...   100   6e-20 
ref|YP_001338532.1| putative acetyltransferase [Klebsiella pneum...   100   7e-20 
ref|ZP_07304405.1| phosphinothricin N-acetyltransferase [Strepto...   100   7e-20 
ref|ZP_03679607.1| hypothetical protein BACCELL_03968 [Bacteroid...   100   7e-20 
ref|ZP_02032877.1| hypothetical protein PARMER_02897 [Parabacter...   100   7e-20 
ref|YP_004153830.1| phosphinothricin acetyltransferase [Variovor...   100   8e-20 
ref|ZP_08076595.1| putative phosphinothricin N-acetyltransferase...   100   8e-20 
ref|ZP_05093745.1| acetyltransferase, GNAT family [marine gamma ...   100   8e-20 
ref|YP_001117611.1| GCN5-related N-acetyltransferase [Burkholder...   100   9e-20 
ref|ZP_06944043.1| toxin resistance protein [Vibrio cholerae RC3...   100   9e-20 
ref|ZP_02891871.1| GCN5-related N-acetyltransferase [Burkholderi...   100   9e-20 
emb|CBL25177.1| Sortase and related acyltransferases [Ruminococc...   100   9e-20 
ref|YP_003881883.1| Phosphinothricin N-acetyltransferase [Dickey...   100   1e-19 
ref|YP_003450289.1| acetyltransferase [Azospirillum sp. B510] >g...   100   1e-19 
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ref|YP_004223325.1| sortase [Microbacterium testaceum StLB037] >...   100   1e-19 
ref|YP_001215771.1| toxin resistance protein [Vibrio cholerae O3...   100   1e-19 
ref|ZP_07475281.1| phosphinothricin N-acetyltransferase [Brucell...   100   1e-19 
ref|ZP_03313133.1| hypothetical protein DESPIG_03073 [Desulfovib...   100   1e-19 
ref|ZP_07478906.1| phosphinothricin N-acetyltransferase [Brucell...   100   1e-19 
ref|YP_003620615.1| hypothetical protein LKI_00515 [Leuconostoc ...   100   1e-19 
ref|NP_353896.2| acetyltransferase [Agrobacterium tumefaciens st...   100   1e-19 
ref|YP_002988528.1| Phosphinothricin acetyltransferase [Dickeya ...   100   1e-19 
ref|YP_001258130.1| phosphinothricin N-acetyltransferase [Brucel...   100   1e-19 
ref|YP_001888617.1| GCN5-related N-acetyltransferase [Burkholder...   100   1e-19 
ref|YP_585578.1| GCN5-related N-acetyltransferase [Cupriavidus m...   100   1e-19 
ref|NP_540775.1| phosphinothricin N-acetyltransferase [Brucella ...   100   1e-19 
ref|YP_003005423.1| Phosphinothricin acetyltransferase [Dickeya ...   100   1e-19 
ref|YP_553531.1| putative phosphinothricin N-acetyltransferase [...   100   1e-19 
ref|YP_935194.1| putative N-acetyltransferase [Azoarcus sp. BH72...   100   1e-19 
ref|ZP_04761786.1| GCN5-related N-acetyltransferase [Acidovorax ...   100   1e-19 
ref|YP_364233.1| putative phosphinothricin N-acetyltransferase [...    99   2e-19 
ref|YP_004278115.1| GCN5-related N-acetyltransferase [Agrobacter...    99   2e-19 
ref|ZP_04858262.1| conserved hypothetical protein [Ruminococcus ...    99   2e-19 
ref|YP_297475.1| GCN5-related N-acetyltransferase [Ralstonia eut...    99   2e-19 
ref|ZP_07217130.1| phosphinothricin N-acetyltransferase [Bactero...    99   2e-19 
ref|ZP_08079711.1| phosphinothricin acetyltransferase [Lactobaci...    99   2e-19 
ref|YP_003594410.1| phosphinothricin acetyltransferase [Caulobac...    99   2e-19 
ref|NP_879101.1| putative acetyltransferase [Bordetella pertussi...    99   2e-19 
ref|NP_882772.1| putative acetyltransferase [Bordetella parapert...    99   2e-19 
ref|YP_530095.1| GCN5-related N-acetyltransferase [Rhodopseudomo...    99   2e-19 
emb|CBL24674.1| Sortase and related acyltransferases [Ruminococc...    99   2e-19 
ref|YP_001368661.1| GCN5-like N-acetyltransferase [Ochrobactrum ...    99   2e-19 
ref|ZP_08188723.1| sortase-like acyltransferase [Xanthomonas per...    99   2e-19 
ref|ZP_06843515.1| Phosphinothricin acetyltransferase [Burkholde...    99   2e-19 
ref|YP_003819401.1| Phosphinothricin acetyltransferase [Brevundi...    99   3e-19 
emb|CBL06841.1| Sortase and related acyltransferases [Megamonas ...    99   3e-19 
ref|YP_001682970.1| GCN5-like N-acetyltransferase [Caulobacter s...    99   3e-19 
ref|ZP_03265218.1| GCN5-related N-acetyltransferase [Burkholderi...    99   3e-19 
ref|YP_002234420.1| putative acetyltransferase [Burkholderia cen...    99   3e-19 
ref|YP_002885911.1| GCN5-related N-acetyltransferase [Exiguobact...    99   3e-19 
ref|ZP_06896375.1| phosphinothricin acetyltransferase [Roseomona...    99   3e-19 
ref|YP_002502279.1| GCN5-related N-acetyltransferase [Methylobac...    99   3e-19 
ref|ZP_07957845.1| acetyltransferase [Lachnospiraceae bacterium ...    99   3e-19 
ref|ZP_01675773.1| toxin resistance protein [Vibrio cholerae 274...    99   4e-19 
ref|YP_001779246.1| GCN5-related N-acetyltransferase [Burkholder...    99   4e-19 
ref|YP_998663.1| GCN5-related N-acetyltransferase [Verminephroba...    99   4e-19 
ref|YP_623564.1| GCN5-related N-acetyltransferase [Burkholderia ...    98   4e-19 
ref|ZP_05180120.1| phosphinothricin N-acetyltransferase [Brucell...    98   4e-19 
ref|YP_002287583.1| phosphinothricin N-acetyltransferase [Oligot...    98   4e-19 
ref|NP_900042.1| resistance protein [Chromobacterium violaceum A...    98   4e-19 
ref|YP_004012611.1| phosphinothricin acetyltransferase [Rhodomic...    98   4e-19 
ref|YP_002123860.1| Phosphinothricin N-acetyltransferase [Strept...    98   5e-19 
ref|ZP_02438997.1| hypothetical protein CLOSS21_01461 [Clostridi...    98   5e-19 
ref|ZP_05456648.1| phosphinothricin N-acetyltransferase [Brucell...    98   5e-19 
ref|NP_793104.1| phosphinothricin N-acetyltransferase [Pseudomon...    98   6e-19 
ref|YP_001832727.1| GCN5-related N-acetyltransferase [Beijerinck...    98   6e-19 
ref|NP_642621.1| phosphinothricin N-acetyltransferase [Xanthomon...    98   6e-19 
ref|ZP_02376770.1| GCN5-related N-acetyltransferase [Burkholderi...    98   6e-19 
ref|YP_417853.1| phosphinothricin N-acetyltransferase [Staphyloc...    97   6e-19 
ref|NP_863380.1| hypothetical protein R64_p025 [Salmonella enter...    97   6e-19 
ref|YP_002562667.1| GNAT family acetyltransferase [Streptococcus...    97   7e-19 
ref|ZP_07093254.1| acetyltransferase, GNAT family [Lactobacillus...    97   7e-19 
ref|NP_627417.1| phosphinothricin acetyltransferase [Streptomyce...    97   7e-19 
ref|ZP_07904920.1| phosphinothricin acetyltransferase [Eubacteri...    97   8e-19 
ref|NP_637556.1| phosphinothricin N-acetyltransferase [Xanthomon...    97   8e-19 
ref|YP_003941113.1| Phosphinothricin acetyltransferase [Enteroba...    97   8e-19 
ref|NP_824872.1| phosphinothricin N-acetyltransferase [Streptomy...    97   8e-19 
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ref|ZP_01114119.1| putative phosphinothricin N-acetyltransferase...    97   8e-19 
ref|YP_002283223.1| GCN5-related N-acetyltransferase [Rhizobium ...    97   9e-19 
ref|YP_001328738.1| GCN5-related N-acetyltransferase [Sinorhizob...    97   9e-19 
emb|CBL33399.1| Sortase and related acyltransferases [Eubacteriu...    97   9e-19 
ref|YP_001757052.1| GCN5-related N-acetyltransferase [Methylobac...    97   9e-19 
ref|YP_001339364.1| GCN5-like N-acetyltransferase [Marinomonas s...    97   1e-18 
ref|YP_002961972.1| phophinothricin N-acetyltransferase [Methylo...    97   1e-18 
ref|YP_002007021.1| phosphinothricin n-acetyltransferase [Cupria...    97   1e-18 
ref|ZP_04996481.1| conserved hypothetical protein [Streptomyces ...    97   1e-18 
gb|ADL24342.1| acetyltransferase, GNAT family [Staphylococcus au...    97   1e-18 
gb|ADY85178.1| Phosphinothricin acetyltransferase [Lactobacillus...    97   1e-18 
ref|ZP_01259639.1| toxin resistance protein [Vibrio alginolyticu...    97   1e-18 
ref|ZP_03301026.1| hypothetical protein BACDOR_02398 [Bacteroide...    97   1e-18 
ref|YP_001339360.1| GCN5-like N-acetyltransferase [Marinomonas s...    97   1e-18 
ref|YP_300460.1| putative acetyltransferase [Staphylococcus sapr...    97   1e-18 
ref|YP_002731861.1| phosphinothricin N-acetyltransferase [Brucel...    97   1e-18 
ref|ZP_02243592.1| phosphinothricin N-acetyltransferase [Xanthom...    97   1e-18 
ref|ZP_04540039.1| conserved hypothetical protein [Bacteroides s...    97   1e-18 
ref|ZP_06412786.1| Phosphinothricin acetyltransferase [Frankia s...    96   1e-18 
ref|YP_728012.1| phosphinothricin N-acetyltransferase [Ralstonia...    96   1e-18 
ref|NP_769816.1| acetyltransferase [Bradyrhizobium japonicum USD...    96   1e-18 
ref|ZP_04941465.1| GCN5-related N-acetyltransferase [Burkholderi...    96   1e-18 
ref|YP_004088834.1| phosphinothricin acetyltransferase [Asticcac...    96   2e-18 
ref|ZP_02919852.1| hypothetical protein STRINF_00704 [Streptococ...    96   2e-18 
ref|YP_002770383.1| phosphinothricin acetyltransferase [Brevibac...    96   2e-18 
ref|YP_001638468.1| GCN5-related N-acetyltransferase [Methylobac...    96   2e-18 
ref|ZP_07726498.1| acetyltransferase, GNAT family [Streptococcus...    96   2e-18 
ref|YP_003638725.1| Phosphinothricin acetyltransferase [Cellulom...    96   2e-18 
ref|YP_200814.1| phosphinothricin N-acetyltransferase [Xanthomon...    96   2e-18 
ref|YP_003968115.1| Phosphinothricin acetyltransferase [Ilyobact...    96   2e-18 
ref|ZP_06089820.1| conserved hypothetical protein [Bacteroides s...    96   2e-18 
ref|NP_232781.1| toxin resistance protein [Vibrio cholerae O1 bi...    96   2e-18 
gb|EFA85466.1| hypothetical protein PPL_01423 [Polysphondylium p...    96   2e-18 
ref|YP_619073.1| acyltransferase [Lactobacillus delbrueckii subs...    96   2e-18 
ref|YP_004006032.1| gnat acetyltransferase [Rhodococcus equi 103...    96   2e-18 
gb|EGD28189.1| phosphinothricin acetyltransferase [Lactobacillus...    96   2e-18 
ref|ZP_05736877.1| phosphinothricin N-acetyltransferase [Granuli...    96   2e-18 
ref|ZP_04449569.1| hypothetical protein GCWU000282_00798 [Catone...    96   3e-18 
ref|YP_001903385.1| Putative phosphinothricin N-acetyltransferas...    96   3e-18 
ref|ZP_06684576.1| phosphinothricin N-acetyltransferase [Achromo...    96   3e-18 
ref|YP_003144489.1| sortase-like acyltransferase [Slackia heliot...    96   3e-18 
emb|CAQ50959.1| hypothetical acetyltransferase YncA [Staphylococ...    96   3e-18 
ref|YP_784856.1| acetyltransferase [Bordetella avium 197N] >gi|1...    96   3e-18 
emb|CBA28717.1| Phosphinothricin N-acetyltransferase [Curvibacte...    96   3e-18 
ref|YP_003830359.1| GNAT family acetyltransferase [Butyrivibrio ...    96   3e-18 
emb|CBK74492.1| Sortase and related acyltransferases [Butyrivibr...    96   3e-18 
ref|YP_003101768.1| GCN5-related N-acetyltransferase [Actinosynn...    96   3e-18 
ref|ZP_01996698.1| hypothetical protein DORLON_02716 [Dorea long...    95   3e-18 
ref|ZP_02862900.1| hypothetical protein ANASTE_02127 [Anaerofust...    95   3e-18 
ref|ZP_08185887.1| sortase-like acyltransferase [Xanthomonas gar...    95   3e-18 
ref|YP_003910913.1| phosphinothricin acetyltransferase [Burkhold...    95   4e-18 
ref|ZP_07818891.1| acetyltransferase, GNAT family [Eremococcus c...    95   4e-18 
ref|YP_002516357.1| phosphinothricin N-acetyltransferase [Caulob...    95   4e-18 
ref|YP_003613927.1| GCN5-related N-acetyltransferase [Enterobact...    95   4e-18 
ref|YP_004034059.1| sortase related acyltransferase [Lactobacill...    95   4e-18 
ref|ZP_04676812.1| phosphinothricin acetyltransferase [Staphyloc...    95   4e-18 
ref|YP_002943286.1| phosphinothricin acetyltransferase [Variovor...    95   4e-18 
ref|YP_062723.1| phosphinothricin acetyltransferase protein [Lei...    95   4e-18 
ref|YP_002637715.1| acetyltransferase [Salmonella enterica subsp...    95   4e-18 
ref|YP_003695517.1| phosphinothricin acetyltransferase [Starkeya...    95   5e-18 
ref|YP_002943389.1| phosphinothricin acetyltransferase [Variovor...    95   5e-18 
ref|YP_813066.1| sortase related acyltransferase [Lactobacillus ...    95   5e-18 
ref|YP_001570427.1| hypothetical protein SARI_01387 [Salmonella ...    95   5e-18 
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ref|YP_004155971.1| phosphinothricin acetyltransferase [Variovor...    94   5e-18 
ref|YP_002744002.1| acetyltransferase (GNAT) family protein [Str...    94   5e-18 
ref|YP_004255451.1| Phosphinothricin acetyltransferase [Deinococ...    94   6e-18 
ref|NP_419751.1| phosphinothricin N-acetyltransferase [Caulobact...    94   6e-18 
ref|ZP_06703408.1| phosphinothricin N-acetyltransferase [Xanthom...    94   6e-18 
ref|ZP_03398208.1| phosphinothricin N-acetyltransferase [Pseudom...    94   6e-18 
ref|YP_002746939.1| acetyltransferase (GNAT) family protein [Str...    94   7e-18 
gb|ADW05103.1| Phosphinothricin acetyltransferase [Streptomyces ...    94   7e-18 
ref|ZP_08156293.1| phosphinothricin acetyltransferase [Rhodococc...    94   8e-18 
emb|CBK97049.1| Sortase and related acyltransferases [Eubacteriu...    94   8e-18 
ref|ZP_04589637.1| phosphinothricin N-acetyltransferase [Pseudom...    94   8e-18 
ref|YP_427494.1| GCN5-related N-acetyltransferase [Rhodospirillu...    94   8e-18 
ref|ZP_04560308.1| yceA [Citrobacter sp. 30_2] >gi|226908433|gb|...    94   8e-18 
ref|ZP_04776030.1| phosphinothricin N-acetyltransferase [Gemella...    94   9e-18 
ref|YP_003766391.1| acetyltransferase [Amycolatopsis mediterrane...    94   9e-18 
ref|ZP_06492287.1| putative phosphinothricin N-acetyltransferase...    94   9e-18 
ref|YP_003518666.1| Pat [Pantoea ananatis LMG 20103] >gi|2911509...    94   9e-18 
emb|CBL38504.1| Sortase and related acyltransferases [butyrate-p...    94   1e-17 
ref|YP_002548913.1| Phosphinothricin acetyltransferase [Agrobact...    94   1e-17 
gb|EFZ06201.1| putative acyltransferase [Salmonella enterica sub...    94   1e-17 
ref|ZP_07603383.1| Phosphinothricin acetyltransferase [Streptomy...    94   1e-17 
ref|YP_468767.1| phosphinothricin acetyltransferase (antibiotic ...    94   1e-17 
ref|ZP_01772202.1| Hypothetical protein COLAER_01204 [Collinsell...    94   1e-17 
ref|YP_002827727.1| putative GCN5-related N-acetyltransferase [S...    93   1e-17 
ref|YP_275243.1| phosphinothricin N-acetyltransferase [Pseudomon...    93   1e-17 
ref|YP_001020299.1| putative phosphinothricin acetyltransferase ...    93   1e-17 
gb|ADI99011.1| probable phosphinothricin N-acetyltransferase [St...    93   1e-17 
dbj|BAI77989.1| phosphinothricin N-acetyltransferase [Pseudomona...    93   2e-17 
ref|ZP_05687808.1| acetyltransferase [Staphylococcus aureus A963...    93   2e-17 
ref|ZP_03290892.1| hypothetical protein CLONEX_03111 [Clostridiu...    93   2e-17 
ref|YP_216574.1| putative acyltransferase [Salmonella enterica s...    93   2e-17 
ref|YP_002363145.1| GCN5-related N-acetyltransferase [Methylocel...    93   2e-17 
ref|YP_041954.1| acetyltransferase (GNAT) family protein [Staphy...    93   2e-17 
ref|ZP_06458335.1| phosphinothricin N-acetyltransferase [Pseudom...    93   2e-17 
ref|ZP_07291989.1| GNAT family toxin-antitoxin system, toxin com...    93   2e-17 
ref|ZP_05613409.1| phosphinothricin N-acetyltransferase [Faecali...    93   2e-17 
ref|YP_002419800.1| GCN5-related N-acetyltransferase [Methylobac...    93   2e-17 
gb|EGC37188.1| hypothetical protein DICPUDRAFT_150275 [Dictyoste...    92   2e-17 
ref|YP_004153949.1| phosphinothricin acetyltransferase [Variovor...    92   2e-17 
ref|YP_970241.1| GCN5-related N-acetyltransferase [Acidovorax av...    92   2e-17 
ref|ZP_07735846.1| GCN5-related N-acetyltransferase [Caldicellul...    92   2e-17 
ref|ZP_06586877.1| conserved hypothetical protein [Streptomyces ...    92   2e-17 
ref|NP_647266.1| hypothetical protein MW2449 [Staphylococcus aur...    92   2e-17 
ref|YP_001923646.1| GCN5-related N-acetyltransferase [Methylobac...    92   2e-17 
ref|ZP_07005548.1| GCN5-related N-acetyltransferase [Pseudomonas...    92   2e-17 
ref|YP_003658700.1| GCN5-related N-acetyltransferase [Segnilipar...    92   2e-17 
ref|YP_236225.1| GCN5-related N-acetyltransferase [Pseudomonas s...    92   3e-17 
ref|ZP_07047827.1| acetyltransferase yncA [Lysinibacillus fusifo...    92   3e-17 
ref|ZP_06325630.1| acetyltransferase [Staphylococcus aureus subs...    92   3e-17 
ref|YP_003930830.1| acetyltransferase [Pantoea vagans C9-1] >gi|...    92   3e-17 
ref|ZP_04711138.1| GCN5-related N-acetyltransferase [Streptomyce...    92   3e-17 
ref|YP_002977838.1| GCN5-related N-acetyltransferase [Rhizobium ...    92   3e-17 
ref|YP_187333.1| acetyltransferase [Staphylococcus aureus subsp....    92   3e-17 
ref|ZP_07379546.1| Phosphinothricin acetyltransferase [Pantoea s...    92   3e-17 
ref|ZP_01857922.1| hypothetical acetyltransferase YncA [Planctom...    92   3e-17 
ref|ZP_04695956.1| GCN5-related N-acetyltransferase [Streptomyce...    92   3e-17 
ref|ZP_04839299.1| hypothetical protein SauraC_08067 [Staphyloco...    92   4e-17 
ref|YP_003597722.1| GNAT family acetyltransferase [Bacillus mega...    92   4e-17 
ref|YP_003447536.1| acetyltransferase [Azospirillum sp. B510] >g...    92   4e-17 
ref|YP_049065.1| putative acetyltransferase [Pectobacterium atro...    92   4e-17 
ref|YP_001977481.1| probable phosphinothricin acetyltransferase ...    92   4e-17 
ref|YP_004235746.1| phosphinothricin acetyltransferase [Acidovor...    92   4e-17 
ref|YP_001177449.1| GCN5-related N-acetyltransferase [Enterobact...    92   4e-17 
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ref|ZP_08176212.1| sortase-like acyltransferase [Xanthomonas ves...    92   4e-17 
ref|YP_004023921.1| GCN5-like N-acetyltransferase [Caldicellulos...    92   4e-17 
ref|YP_002280388.1| GCN5-related N-acetyltransferase [Rhizobium ...    91   5e-17 
ref|NP_460549.1| acyltransferase [Salmonella enterica subsp. ent...    91   5e-17 
ref|YP_770098.1| acetyltransferase [Rhizobium leguminosarum bv. ...    91   5e-17 
ref|YP_004118289.1| phosphinothricin acetyltransferase [Pantoea ...    91   5e-17 
emb|CBK84854.1| Sortase and related acyltransferases [Enterobact...    91   5e-17 
ref|ZP_04868204.1| possible Phosphinothricin acetyltransferase [...    91   6e-17 
ref|ZP_07374561.1| toxin-antitoxin system, toxin component, gnat...    91   6e-17 
ref|YP_002299686.1| phosphinothricin N-acetyltransferase [Rhodos...    91   6e-17 
ref|YP_003490867.1| N-acetyltransferase [Streptomyces scabiei 87...    91   6e-17 
ref|YP_001298770.1| putative sortase and related acyltransferase...    91   6e-17 
ref|NP_373053.1| N-acetyltransferase [Staphylococcus aureus subs...    91   6e-17 
ref|ZP_07922338.1| phosphinothricin acetyltransferase [Pseudoram...    91   7e-17 
ref|ZP_06258790.1| toxin-antitoxin system, toxin component, GNAT...    91   7e-17 
ref|YP_002554139.1| gcn5-like n-acetyltransferase [Acidovorax eb...    91   7e-17 
ref|YP_002944112.1| GCN5-related N-acetyltransferase [Variovorax...    91   7e-17 
emb|CAJ88465.1| putative acetyltransferase [Streptomyces ambofac...    91   7e-17 
ref|ZP_07261654.1| GCN5-related N-acetyltransferase [Pseudomonas...    91   7e-17 
ref|ZP_04679268.1| Phosphinothricin N-acetyltransferase [Ochroba...    91   8e-17 
ref|ZP_08078774.1| acetyltransferase, GNAT family [Succinatimona...    91   8e-17 
ref|ZP_08091588.1| GNAT family Toxin-antitoxin system [Clostridi...    91   9e-17 
ref|ZP_04826272.1| possible Phosphinothricin acetyltransferase [...    91   9e-17 
dbj|BAI77993.1| phosphinothricin N-acetyltransferase [Pseudomona...    91   9e-17 
ref|ZP_06709676.1| GNAT family toxin-antitoxin system, toxin com...    91   9e-17 
dbj|BAI77992.1| phosphinothricin N-acetyltransferase [Pseudomona...    91   9e-17 
ref|YP_004042835.1| gcn5-related N-acetyltransferase [Paludibact...    91   1e-16 
gb|ADY39465.1| GCN5-related N-acetyltransferase [bacterium enric...    91   1e-16 
ref|YP_471413.1| putative phosphinothricin N-acetyltransferase (...    90   1e-16 
ref|YP_117898.1| putative acetyltransferase [Nocardia farcinica ...    90   1e-16 
ref|NP_765632.1| N-acetyltransferase [Staphylococcus epidermidis...    90   1e-16 
ref|ZP_00943431.1| Phosphinothricin N-acetyltransferase [Ralston...    90   1e-16 
ref|XP_003088197.1| hypothetical protein CRE_05355 [Caenorhabdit...    90   1e-16 
ref|ZP_02421681.1| hypothetical protein EUBSIR_00512 [Eubacteriu...    90   1e-16 
ref|YP_003182713.1| GCN5-related N-acetyltransferase [Eggerthell...    90   1e-16 
ref|YP_001616270.1| putative acetyltransferase [Sorangium cellul...    90   1e-16 
ref|XP_002416063.1| phosphinothricin N-acetyltransferase, putati...    90   1e-16 
ref|YP_189646.1| phosphinothricin acetyltransferase, putative [S...    90   1e-16 
ref|ZP_07947262.1| acetyltransferase [Eggerthella sp. 1_3_56FAA]...    90   1e-16 
ref|YP_002573340.1| GCN5-like N-acetyltransferase [Caldicellulos...    90   1e-16 
ref|YP_001587924.1| hypothetical protein SPAB_01697 [Salmonella ...    90   1e-16 
ref|YP_002543819.1| phosphinothricin acetyltransferase (antibiot...    90   1e-16 
ref|YP_001832067.1| GCN5-related N-acetyltransferase [Beijerinck...    90   1e-16 
ref|YP_002252427.1| antibiotic resistance (acetyltransferase) pr...    90   1e-16 
ref|ZP_06355097.1| toxin-antitoxin system, toxin component, GNAT...    90   1e-16 
ref|ZP_07842937.1| toxin-antitoxin system, toxin component, GNAT...    90   2e-16 
ref|ZP_07743896.1| putative acetyltransferase [Vibrio caribbenth...    90   2e-16 
ref|ZP_06917734.1| phosphinothricin N-acetyltransferase [Strepto...    90   2e-16 
ref|ZP_01721887.1| hypothetical protein BB14905_06898 [Bacillus ...    90   2e-16 
ref|YP_166358.1| phosphinothricin N-acetyltransferase, putative ...    90   2e-16 
dbj|BAI77990.1| phosphinothricin N-acetyltransferase [Pseudomona...    90   2e-16 
ref|ZP_08164878.1| putative phosphinothricin N-acetyltransferase...    90   2e-16 
ref|ZP_01915320.1| phosphinothricin N-acetyltransferase [Limnoba...    89   2e-16 
ref|ZP_04060141.1| phosphinotricin acetyltransferase [Staphyloco...    89   2e-16 
ref|YP_004026569.1| GCN5-like N-acetyltransferase [Caldicellulos...    89   2e-16 
ref|NP_639084.1| phosphinothricin acetyltransferase [Xanthomonas...    89   2e-16 
ref|YP_001796181.1| putative acyltransferase with acyl-CoA N-acy...    89   2e-16 
ref|ZP_03500072.1| GCN5-related N-acetyltransferase [Rhizobium e...    89   2e-16 
ref|YP_001695941.1| acetyltransferase yncA [Lysinibacillus sphae...    89   2e-16 
ref|YP_003365800.1| putative acetyltransferase [Citrobacter rode...    89   2e-16 
gb|ABA47267.1| phosphinothricin N-acetyltransferase [Pseudomonas...    89   2e-16 
ref|ZP_07289232.1| phosphorinothyrcin n-acetyltransferase [Strep...    89   2e-16 
emb|CBL20923.1| Sortase and related acyltransferases [Ruminococc...    89   2e-16 
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ref|ZP_06758377.1| acetyltransferase, GNAT family [Veillonella s...    89   2e-16 
ref|YP_003741598.1| Phosphinothricin N-acetyltransferase [Erwini...    89   2e-16 
ref|YP_001525936.1| acetyltransferase [Azorhizobium caulinodans ...    89   2e-16 
ref|ZP_06729691.1| phosphinothricin N-acetyltransferase [Xanthom...    89   2e-16 
ref|YP_002541986.1| phosphinothricin N-acetyltransferase (antibi...    89   2e-16 
ref|YP_252457.1| hypothetical protein SH0542 [Staphylococcus hae...    89   2e-16 
gb|EFV88451.1| acetyltransferase, GNAT family [Staphylococcus ep...    89   2e-16 
ref|ZP_01694880.1| acetyltransferase, gnat family [Microscilla m...    89   2e-16 
ref|ZP_08192665.1| GCN5-related N-acetyltransferase [Clostridium...    89   3e-16 
ref|YP_001980331.1| putative phosphinothricin N-acetyltransferas...    89   3e-16 
ref|YP_003311091.1| GCN5-related N-acetyltransferase [Veillonell...    89   3e-16 
ref|ZP_08040600.1| phosphinothricin acetyltransferase [Streptoco...    89   3e-16 
emb|CBK87248.1| Sortase and related acyltransferases [Enterobact...    89   3e-16 
ref|YP_003562993.1| GNAT family acetyltransferase [Bacillus mega...    89   3e-16 
pdb|3DR8|A Chain A, Structure Of Ynca, A Putative Acetyltransfer...    89   3e-16 
ref|YP_001415549.1| GCN5-related N-acetyltransferase [Xanthobact...    89   3e-16 
ref|YP_003086840.1| GCN5-related N-acetyltransferase [Dyadobacte...    89   3e-16 
ref|YP_001901044.1| GCN5-related N-acetyltransferase [Ralstonia ...    89   3e-16 
ref|YP_001859565.1| GCN5-related N-acetyltransferase [Burkholder...    89   3e-16 
ref|ZP_02831369.1| phosphinothricin acetyltransferase [Salmonell...    89   4e-16 
ref|NP_455906.1| acetyltransferase [Salmonella enterica subsp. e...    88   4e-16 
ref|YP_002974830.1| GCN5-related N-acetyltransferase [Rhizobium ...    88   4e-16 
ref|ZP_03518748.1| probable phosphinothricin acetyltransferase (...    88   4e-16 
ref|YP_003777936.1| sortase/acetyltransferase [Herbaspirillum se...    88   4e-16 
ref|ZP_02902668.1| acetyltransferase, GNAT family [Escherichia a...    88   4e-16 
ref|YP_004002606.1| GCN5-like N-acetyltransferase [Caldicellulos...    88   4e-16 
ref|ZP_01619614.1| putative phosphinothricin N-acetyltransferase...    88   4e-16 
ref|ZP_05902359.1| phosphinothricin N-acetyltransferase [Leptotr...    88   5e-16 
ref|YP_782081.1| GCN5-related N-acetyltransferase [Rhodopseudomo...    88   5e-16 
ref|YP_001515135.1| acetyltransferase, putative [Acaryochloris m...    88   5e-16 
ref|ZP_08139853.1| GCN5-related N-acetyltransferase [Pseudomonas...    88   5e-16 
ref|YP_002504394.1| GCN5-related N-acetyltransferase [Clostridiu...    88   5e-16 
ref|ZP_06274580.1| Phosphinothricin acetyltransferase [Streptomy...    88   6e-16 
ref|ZP_01064186.1| toxin resistance protein [Vibrio sp. MED222] ...    88   6e-16 
ref|ZP_07360833.1| acetyltransferase [Actinomyces viscosus C505]       88   6e-16 
ref|YP_003610973.1| putative acetyltransferase [Enterobacter clo...    88   6e-16 
ref|ZP_03527994.1| GCN5-related N-acetyltransferase [Rhizobium e...    88   6e-16 
dbj|BAG06876.1| phosphinothricin acetyltransferase [Nocardia sp....    88   6e-16 
ref|ZP_06743498.1| acetyltransferase, GNAT family [Bacteroides v...    88   6e-16 
ref|ZP_04798151.1| possible Phosphinothricin acetyltransferase [...    87   7e-16 
ref|NP_885641.1| hypothetical protein BPP3481 [Bordetella parape...    87   7e-16 
ref|ZP_03928954.1| acyltransferase [Acidaminococcus sp. D21] >gi...    87   7e-16 
ref|ZP_05968426.2| toxin-antitoxin system, toxin component, GNAT...    87   8e-16 
ref|ZP_05036885.1| acetyltransferase, GNAT family [Synechococcus...    87   8e-16 
ref|ZP_08034621.1| toxin-antitoxin system, toxin component, GNAT...    87   9e-16 
ref|YP_003638540.1| Phosphinothricin acetyltransferase [Cellulom...    87   9e-16 
ref|YP_001235019.1| GCN5-related N-acetyltransferase [Acidiphili...    87   9e-16 
ref|ZP_02382636.1| putative antibiotic resistance (acetyltransfe...    87   1e-15 
ref|YP_987554.1| GCN5-related N-acetyltransferase [Acidovorax sp...    87   1e-15 
ref|ZP_03699912.1| GCN5-related N-acetyltransferase [Lutiella ni...    87   1e-15 
ref|ZP_07675196.1| toxin-antitoxin system, toxin component, GNAT...    87   1e-15 
ref|YP_003470746.1| Phosphinothricin N-acetyltransferase [Staphy...    87   1e-15 
ref|YP_766974.1| phosphinothricin N-acetyltransferase [Rhizobium...    87   1e-15 
ref|YP_001710475.1| putative acetyltransferase [Clavibacter mich...    87   1e-15 
ref|ZP_07912391.1| acetyltransferase [Staphylococcus lugdunensis...    87   1e-15 
ref|ZP_06690604.1| conserved hypothetical protein [Acinetobacter...    87   1e-15 
ref|ZP_03523576.1| probable phosphinothricin acetyltransferase (...    87   1e-15 
ref|YP_199234.1| phosphinothricin acetyltransferase [Xanthomonas...    87   1e-15 
ref|YP_192775.1| putative acetyltransferase (antibiotic resistan...    87   1e-15 
ref|XP_645686.1| hypothetical protein DDB_G0271268 [Dictyosteliu...    86   1e-15 
ref|YP_003744261.1| antibiotic resistance protein (acetyltransfe...    86   1e-15 
ref|YP_003109023.1| GCN5-related N-acetyltransferase [Acidimicro...    86   2e-15 
dbj|BAI77991.1| phosphinothricin N-acetyltransferase [Pseudomona...    86   2e-15 
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ref|YP_002550431.1| acetyltransferase [Agrobacterium vitis S4] >...    86   2e-15 
ref|YP_001336218.1| acetyltransferase [Klebsiella pneumoniae sub...    86   2e-15 
ref|YP_003992355.1| GCN5-like N-acetyltransferase [Caldicellulos...    86   2e-15 
ref|ZP_07182496.1| toxin-antitoxin system, toxin component, GNAT...    86   2e-15 
ref|YP_001222281.1| putative N-acetyltransferase [Clavibacter mi...    86   2e-15 
ref|YP_001395681.1| acetyltransferase [Clostridium kluyveri DSM ...    86   2e-15 
ref|YP_002237448.1| putative phosphinothricin N-acetyltransferas...    86   2e-15 
ref|YP_001296551.1| phosphinothricin N-acetyltransferase YncA [F...    86   2e-15 
ref|YP_002382603.1| acyl-CoA N-acyltransferase [Escherichia ferg...    86   2e-15 
ref|ZP_03000532.1| acetyltransferase, GNAT family [Escherichia c...    86   2e-15 
gb|EGC95077.1| acyl-CoA N-acyltransferase [Escherichia fergusoni...    86   2e-15 
ref|YP_003377320.1| N-acetyltransferase [Xanthomonas albilineans...    86   2e-15 
ref|ZP_02799324.2| acetyltransferase, GNAT family [Escherichia c...    86   2e-15 
ref|YP_002386887.1| putative acyl-CoA N-acyltransferase [Escheri...    86   2e-15 
ref|ZP_05119263.1| phosphinothricin N-acetyltransferase [Vibrio ...    86   2e-15 
ref|ZP_07477230.1| acetyltransferase [Brucella sp. BO1] >gi|3062...    86   2e-15 
ref|NP_753773.1| acetyltransferase yncA [Escherichia coli CFT073...    86   2e-15 
ref|YP_001566360.1| GCN5-like N-acetyltransferase [Delftia acido...    86   2e-15 
ref|YP_449585.1| phosphinothricin acetyltransferase [Xanthomonas...    86   2e-15 
ref|YP_002893339.1| GCN5-related N-acetyltransferase [Tolumonas ...    86   3e-15 
ref|ZP_07827503.1| toxin-antitoxin system, toxin component, GNAT...    86   3e-15 
ref|ZP_06703884.1| N-acetyltransferase [Xanthomonas fuscans subs...    86   3e-15 
gb|EGC07342.1| acetyltransferase [Escherichia fergusonii B253]         86   3e-15 
ref|ZP_07823528.1| acetyltransferase, GNAT family [Streptococcus...    86   3e-15 
ref|YP_001743779.1| acetyltransferase [Escherichia coli SMS-3-5]...    86   3e-15 
ref|NP_890464.1| hypothetical protein BB3930 [Bordetella bronchi...    86   3e-15 
ref|ZP_07623784.1| putative acyl-CoA N-acyltransferase [Escheric...    86   3e-15 
ref|YP_003820657.1| Phosphinothricin acetyltransferase [Clostrid...    86   3e-15 
ref|ZP_07463894.1| Phosphinothricin N-acetyltransferase [Strepto...    86   3e-15 
ref|YP_003429952.1| acetyltransferase (GNAT) family [Streptococc...    86   3e-15 
ref|YP_001880295.1| acetyltransferase, GNAT family [Shigella boy...    86   3e-15 
ref|YP_002919687.1| hypothetical acetyltransferase [Klebsiella p...    86   3e-15 
gb|EGB59486.1| acetyltransferase [Escherichia coli M863] >gi|323...    86   3e-15 
ref|ZP_07618583.1| putative acyltransferase with acyl-CoA N-acyl...    86   3e-15 
ref|ZP_07162231.1| toxin-antitoxin system, toxin component, GNAT...    86   3e-15 
ref|ZP_06486378.1| phosphinothricin acetyltransferase [Xanthomon...    86   3e-15 
ref|ZP_08029282.1| acetyltransferase, GNAT family [Solobacterium...    86   3e-15 
emb|CAZ87971.1| Phosphinothricin N-acetyltransferase (PPT N-acet...    85   3e-15 
ref|ZP_08187501.1| sortase-like acyltransferase [Xanthomonas per...    85   3e-15 
gb|EFW57438.1| Putative acetyltransferase [Shigella boydii ATCC ...    85   3e-15 
ref|YP_299321.1| GCN5-related N-acetyltransferase [Ralstonia eut...    85   3e-15 
ref|NP_644097.1| phosphinothricin acetyltransferase [Xanthomonas...    85   3e-15 
ref|ZP_06488940.1| phosphinothricin acetyltransferase [Xanthomon...    85   3e-15 
ref|YP_002546043.1| phosphinothricin N-acetyltransferase (antibi...    85   3e-15 
ref|YP_365646.1| N-acetyltransferase [Xanthomonas campestris pv....    85   3e-15 
ref|ZP_06352816.1| toxin-antitoxin system, toxin component, GNAT...    85   4e-15 
ref|NP_837412.1| putative resistance protein [Shigella flexneri ...    85   4e-15 
ref|ZP_07825890.1| acetyltransferase, GNAT family [Dialister mic...    85   4e-15 
ref|ZP_01734503.1| hypothetical protein FBBAL38_09159 [Flavobact...    85   4e-15 
ref|NP_287713.1| putative resistance protein [Escherichia coli O...    85   4e-15 
ref|NP_385668.1| putative acetyltransferase (antibiotic resistan...    85   4e-15 
gb|EFW74048.1| Putative acetyltransferase [Escherichia coli EC41...    85   4e-15 
gb|EFW52005.1| putative acetyltransferase [Shigella dysenteriae ...    85   4e-15 
ref|ZP_05077427.1| phosphinothricin acetyltransferase [Rhodobact...    85   4e-15 
gb|AAT96234.1| phosphinothricin N-acetyltransferase [Pseudomonas...    85   4e-15 
emb|CBJ36480.1| putative antibiotic resistance protein (Acetyltr...    85   4e-15 
ref|ZP_05626426.1| phosphinothricin N-acetyltransferase [Campylo...    85   4e-15 
ref|YP_001458245.1| acetyltransferase [Escherichia coli HS] >gi|...    85   4e-15 
ref|YP_004287364.1| phosphinothricin acetyltransferase [Streptoc...    85   4e-15 
ref|YP_408038.1| resistance protein [Shigella boydii Sb227] >gi|...    85   5e-15 
ref|ZP_04562062.1| conserved hypothetical protein [Citrobacter s...    85   5e-15 
ref|ZP_05639427.1| phosphinothricin N-acetyltransferase [Pseudom...    85   5e-15 
ref|ZP_05056656.1| acetyltransferase, GNAT family [Verrucomicrob...    85   5e-15 
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sp|P31668.1|PAT_ALCFA RecName: Full=Phosphinothricin N-acetyltra...    85   5e-15 
ref|NP_415965.1| predicted acyltransferase with acyl-CoA N-acylt...    85   5e-15 
ref|YP_003648553.1| GCN5-related N-acetyltransferase [Tsukamurel...    85   5e-15 
ref|YP_003801878.1| GCN5-related N-acetyltransferase [Spirochaet...    85   5e-15 
ref|YP_003036408.1| GCN5-related N-acetyltransferase [Escherichi...    84   6e-15 
ref|YP_001991332.1| GCN5-related N-acetyltransferase [Rhodopseud...    84   6e-15 
ref|ZP_06934756.1| predicted acyltransferase with acyl-CoA N-acy...    84   6e-15 
ref|ZP_04661553.1| Acetyltransferase (GNAT) family protein [Acin...    84   6e-15 
ref|YP_002544927.1| phosphinothricin acetyltransferase (antibiot...    84   6e-15 
ref|YP_001335576.1| acetyltransferase [Klebsiella pneumoniae sub...    84   7e-15 
ref|YP_001453059.1| hypothetical protein CKO_01490 [Citrobacter ...    84   7e-15 
ref|YP_004109757.1| GCN5-like N-acetyltransferase [Rhodopseudomo...    84   7e-15 
ref|YP_310616.1| putative resistance protein [Shigella sonnei Ss...    84   7e-15 
gb|AAT96250.1| phosphinothricin N-acetyltransferase [Pseudomonas...    84   8e-15 
gb|AAT96331.1| phosphinothricin N-acetyltransferase [Pseudomonas...    84   8e-15 
gb|AAT96291.1| phosphinothricin N-acetyltransferase [Pseudomonas...    84   8e-15 
ref|NP_947397.1| putative phophinothricin N-acetyltransferase [R...    84   8e-15 
ref|ZP_07153818.1| toxin-antitoxin system, toxin component, GNAT...    84   8e-15 
ref|YP_001630169.1| acetyltransferase [Bordetella petrii DSM 128...    84   8e-15 
ref|YP_003365162.1| putative acetyltransferase [Citrobacter rode...    84   9e-15 
ref|YP_004214190.1| GCN5-related N-acetyltransferase [Rahnella s...    84   9e-15 
ref|ZP_02244935.1| phosphinothricin acetyltransferase [Xanthomon...    84   9e-15 
ref|YP_002983106.1| GCN5-like N-acetyltransferase [Ralstonia pic...    84   9e-15 
ref|ZP_04600234.1| hypothetical protein VEIDISOL_01683 [Veillone...    84   1e-14 
gb|ADY81488.1| putative antibiotic resistance (acetyltransferase...    84   1e-14 
ref|YP_001622888.1| hypothetical protein BSUIS_B1127 [Brucella s...    84   1e-14 
ref|YP_001270028.1| GCN5-related N-acetyltransferase [Pseudomona...    84   1e-14 
emb|CBJ01023.1| putative acetyltransferase [Escherichia coli ETE...    84   1e-14 
ref|YP_001893348.1| GCN5-related N-acetyltransferase [Ralstonia ...    84   1e-14 
ref|ZP_03043698.1| acetyltransferase, GNAT family [Escherichia c...    83   1e-14 
ref|ZP_07466039.1| phosphinothricin N-acetyltransferase [Strepto...    83   1e-14 
ref|ZP_00049330.1| COG1247: Sortase and related acyltransferases...    83   1e-14 
ref|ZP_03629351.1| GCN5-related N-acetyltransferase [bacterium E...    83   1e-14 
ref|ZP_02691607.1| Phosphinothricin N-acetyltransferase [Epulopi...    83   1e-14 
ref|YP_001239152.1| putative phosphinothricin N-acetyltransferas...    83   1e-14 
ref|ZP_05827462.1| sortase [Acinetobacter baumannii ATCC 19606] ...    83   1e-14 
ref|NP_881122.1| hypothetical protein BP2495 [Bordetella pertuss...    83   1e-14 
ref|ZP_07507612.1| putative acyl-CoA N-acyltransferase [Escheric...    83   1e-14 
ref|YP_003635502.1| Phosphinothricin acetyltransferase [Cellulom...    83   1e-14 
ref|NP_746951.1| GCN5-related N-acetyltransferase [Pseudomonas p...    83   1e-14 
ref|YP_003612366.1| GCN5-related N-acetyltransferase [Enterobact...    83   2e-14 
ref|YP_003882401.1| GCN5-related N-acetyltransferase [Dickeya da...    83   2e-14 
gb|AAT96242.1| phosphinothricin N-acetyltransferase [Pseudomonas...    83   2e-14 
ref|YP_001671123.1| GCN5-related N-acetyltransferase [Pseudomona...    83   2e-14 
ref|ZP_03786255.1| acetyltransferase [Brucella ceti str. Cudo] >...    83   2e-14 
ref|YP_001259507.1| acetyltransferase [Brucella ovis ATCC 25840]...    83   2e-14 
gb|ADZ87583.1| GCN5-related N-acetyltransferase [Brucella melite...    83   2e-14 
ref|ZP_01816180.1| toxin resistance protein [Vibrionales bacteri...    83   2e-14 
ref|YP_368499.1| GCN5-related N-acetyltransferase [Burkholderia ...    83   2e-14 
gb|ADZ66726.1| GCN5-related N-acetyltransferase [Brucella melite...    83   2e-14 
ref|YP_003221537.1| putative acyltransferase [Escherichia coli O...    83   2e-14 
ref|NP_539296.1| phosphinothricin N-acetyltransferase [Brucella ...    83   2e-14 
ref|YP_001221862.1| putative acetyltransferase [Clavibacter mich...    83   2e-14 
ref|YP_001713984.1| putative antibiotic resistance (phosphinothr...    83   2e-14 
ref|YP_359127.1| putative phosphinothricin N-acetyltransferase [...    83   2e-14 
ref|ZP_05824268.1| sortase [Acinetobacter sp. RUH2624] >gi|26040...    82   2e-14 
ref|YP_003751039.1| antibiotic resistance protein (acetyltransfe...    82   2e-14 
ref|ZP_01984684.1| phosphinothricin N-acetyltransferase [Vibrio ...    82   2e-14 
gb|ADR62194.1| GCN5-related N-acetyltransferase [Pseudomonas put...    82   2e-14 
ref|ZP_08178282.1| sortase-like acyltransferase [Xanthomonas ves...    82   2e-14 
ref|YP_001792179.1| GCN5-like N-acetyltransferase [Leptothrix ch...    82   2e-14 
ref|ZP_04595027.1| GCN5-related N-acetyltransferase [Brucella ab...    82   2e-14 
ref|ZP_05967781.1| toxin-antitoxin system, toxin component, GNAT...    82   2e-14 
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ref|YP_001176830.1| GCN5-related N-acetyltransferase [Enterobact...    82   2e-14 
ref|YP_001935515.1| GCN5-related N-acetyltransferase [Brucella a...    82   3e-14 
ref|YP_001707430.1| putative antibiotic resistance (phosphinothr...    82   3e-14 
ref|ZP_02188651.1| phosphinothricin N-acetyltransferase [alpha p...    82   3e-14 
ref|ZP_06487360.1| putative phosphinothricin N-acetyltransferase...    82   3e-14 
ref|ZP_08117889.1| GCN5-related N-acetyltransferase [Thermoanaer...    82   3e-14 
ref|YP_002733348.1| GCN5-related N-acetyltransferase [Brucella m...    82   3e-14 
ref|YP_001580341.1| GCN5-related N-acetyltransferase [Burkholder...    82   3e-14 
gb|EFZ55752.1| acetyltransferase family protein [Escherichia col...    82   3e-14 
ref|ZP_07773233.1| acetyltransferase [Pseudomonas fluorescens WH...    82   3e-14 
gb|EFZ70777.1| acetyltransferase family protein [Escherichia col...    82   3e-14 
ref|NP_521254.1| putative antibiotic resistance (acetyltransfera...    82   3e-14 
ref|ZP_06348055.1| toxin-antitoxin system, toxin component, GNAT...    82   3e-14 
ref|YP_001710167.1| putative toxin resistance acetyltransferase ...    82   4e-14 
ref|ZP_06548680.1| acetyltransferase [Klebsiella sp. 1_1_55] >gi...    82   4e-14 
ref|YP_002997301.1| phosphinothricin N-acetyltransferase [Strept...    82   4e-14 
ref|ZP_03543324.1| GCN5-related N-acetyltransferase [Comamonas t...    82   4e-14 
ref|YP_002238268.1| acetyltransferase, GNAT family [Klebsiella p...    82   4e-14 
ref|YP_002140771.1| GNAT family acetyltransferase [Geobacter bem...    82   4e-14 
ref|YP_222318.1| acetyltransferase [Brucella abortus bv. 1 str. ...    82   4e-14 
gb|EFA85320.1| hypothetical protein PPL_02321 [Polysphondylium p...    82   5e-14 
gb|EFY03230.1| acetyltransferase (GNAT) family protein [Streptoc...    81   5e-14 
ref|YP_001527618.1| putative acetyltransferase protein [Azorhizo...    81   5e-14 
ref|NP_698636.1| acetyltransferase [Brucella suis 1330] >gi|1616...    81   5e-14 
ref|YP_003977234.1| GNAT family acetyltransferase 4 [Achromobact...    81   5e-14 
ref|ZP_08127446.1| hypothetical protein AoriK_13175 [Actinomyces...    81   5e-14 
ref|YP_003271604.1| GCN5-like N-acetyltransferase [Gordonia bron...    81   5e-14 
ref|YP_001206849.1| putative phosphinothricin N-acetyltransferas...    81   5e-14 
ref|ZP_06911259.1| phosphinothricin N-acetyltransferase [Strepto...    81   6e-14 
ref|NP_662156.1| acetyltransferase [Chlorobium tepidum TLS] >gi|...    81   6e-14 
ref|ZP_01229015.1| phosphinothricin N-acetyltransferase [Auranti...    81   7e-14 
ref|YP_001846218.1| sortase [Acinetobacter baumannii ACICU] >gi|...    81   8e-14 
ref|YP_001751487.1| GCN5-related N-acetyltransferase [Pseudomona...    80   8e-14 
ref|YP_003642748.1| Phosphinothricin acetyltransferase [Thiomona...    80   8e-14 
ref|YP_003732477.1| putative antibiotic resistance (phosphinothr...    80   9e-14 
gb|ACR54770.1| sortase [Acinetobacter genomosp. 13TU]                  80   9e-14 
ref|YP_522665.1| GCN5-related N-acetyltransferase [Rhodoferax fe...    80   9e-14 
ref|YP_004278147.1| GCN5-related N-acetyltransferase [Agrobacter...    80   9e-14 
ref|ZP_07471113.1| acetyltransferase [Brucella sp. NF 2653] >gi|...    80   1e-13 
ref|ZP_06808016.1| phosphinothricin acetyltransferase [Aerococcu...    80   1e-13 
ref|YP_003308692.1| phosphinothricin acetyltransferase [Sebaldel...    80   1e-13 
ref|YP_046305.1| putative phosphinothricin N-acetyltransferase [...    80   1e-13 
ref|ZP_04681054.1| acetyltransferase [Ochrobactrum intermedium L...    80   1e-13 
ref|ZP_06686178.1| acetyltransferase [Achromobacter piechaudii A...    80   1e-13 
ref|YP_003807359.1| GCN5-related N-acetyltransferase [Desulfarcu...    80   1e-13 
gb|ADX25103.1| acetyltransferase (GNAT) family protein [Streptoc...    80   1e-13 
ref|YP_001326928.1| GCN5-related N-acetyltransferase [Sinorhizob...    80   1e-13 
emb|CBK87879.1| Sortase and related acyltransferases [Eubacteriu...    80   1e-13 
gb|ABB77438.1| acetyl-or acyltransferase [Mitsuokella multacida]       80   1e-13 
ref|ZP_01158185.1| phosphinothricin N-acetyltransferase, putativ...    80   1e-13 
ref|ZP_06113675.1| toxin-antitoxin system, toxin component, GNAT...    80   1e-13 
ref|ZP_05181470.1| hypothetical protein Bru83_08976 [Brucella sp...    80   1e-13 
ref|ZP_07474073.1| acetyltransferase [Brucella sp. BO2] >gi|3062...    80   2e-13 
ref|YP_001764419.1| GCN5-related N-acetyltransferase [Burkholder...    80   2e-13 
ref|YP_744013.1| phosphinothricin N-acetyltransferase [Granuliba...    80   2e-13 
ref|NP_253553.1| hypothetical protein PA4866 [Pseudomonas aerugi...    80   2e-13 
ref|YP_002908175.1| GCN5-related N-acetyltransferase [Burkholder...    80   2e-13 
ref|ZP_04931736.1| conserved hypothetical protein [Pseudomonas a...    80   2e-13 
ref|ZP_01367883.1| hypothetical protein PaerPA_01005037 [Pseudom...    80   2e-13 
ref|YP_001350908.1| hypothetical protein PSPA7_5587 [Pseudomonas...    79   2e-13 
ref|ZP_01442088.1| phosphinothricin N-acetyltransferase, putativ...    79   2e-13 
ref|ZP_06881175.1| putative phosphinothricin N-acetyltransferase...    79   2e-13 
ref|NP_294906.1| phosphinothricin acetyltransferase [Deinococcus...    79   2e-13 
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ref|XP_002536396.1| conserved hypothetical protein [Ricinus comm...    79   2e-13 
ref|ZP_06825188.1| phosphinothricin N-acetyltransferase [Strepto...    79   2e-13 
ref|ZP_03520117.1| putative phosphinothricin N-acetyltransferase...    79   3e-13 
gb|EGD02187.1| GCN5-related N-acetyltransferase [Burkholderia sp...    79   3e-13 
ref|ZP_06056650.1| sortase [Acinetobacter calcoaceticus RUH2202]...    79   3e-13 
ref|ZP_05341911.1| acetyltransferase, gnat family [Thalassiobium...    79   3e-13 
ref|YP_003850803.1| GCN5-related N-acetyltransferase [Thermoanae...    79   3e-13 
ref|XP_001617616.1| hypothetical protein NEMVEDRAFT_v1g225937 [N...    79   3e-13 
ref|YP_001437992.1| hypothetical protein ESA_01902 [Cronobacter ...    79   3e-13 
ref|YP_004125851.1| phosphinothricin acetyltransferase [Alicycli...    79   3e-13 
ref|YP_003278266.1| GCN5-related N-acetyltransferase [Comamonas ...    79   4e-13 
ref|ZP_01547046.1| phosphinothricin N-acetyltransferase, putativ...    78   4e-13 
ref|YP_257776.1| acetyltransferase [Pseudomonas fluorescens Pf-5...    78   4e-13 
ref|ZP_03127829.1| GCN5-related N-acetyltransferase [Chthoniobac...    78   5e-13 
ref|ZP_02153326.1| phosphinothricin N-acetyltransferase, putativ...    78   5e-13 
ref|ZP_07975671.1| phosphinothricin N-acetyltransferase [Strepto...    78   5e-13 
gb|EFV82779.1| acetyltransferase [Achromobacter xylosoxidans C54]      78   5e-13 
ref|ZP_05162143.1| hypothetical protein Bsuib55_05592 [Brucella ...    78   5e-13 
ref|YP_002870251.1| putative acetyltransferase [Pseudomonas fluo...    78   5e-13 
ref|YP_004211929.1| Phosphinothricin acetyltransferase [Rahnella...    78   5e-13 
ref|YP_002230172.1| acetyltransferase (GNAT) family protein [Bur...    77   9e-13 
ref|YP_620550.1| GCN5-related N-acetyltransferase [Burkholderia ...    77   9e-13 
ref|ZP_06833815.1| putative acetyltransferase (antibiotic resist...    77   9e-13 
ref|YP_001369814.1| GCN5-like N-acetyltransferase [Ochrobactrum ...    77   1e-12 
ref|YP_003938516.1| Phosphinothricin N-acetyltransferase [Bifido...    77   1e-12 
ref|ZP_03129084.1| GCN5-related N-acetyltransferase [Chthoniobac...    77   1e-12 
ref|ZP_07272181.1| phosphinothricin N-acetyltransferase [Strepto...    77   1e-12 
ref|ZP_04744486.1| toxin-antitoxin system, toxin component, GNAT...    77   1e-12 
pdb|2BL1|A Chain A, Crystal Structure Of A Putative Phosphinothr...    77   1e-12 
ref|ZP_07316760.1| toxin-antitoxin system, toxin component, GNAT...    77   1e-12 
pdb|1YVO|A Chain A, Hypothetical Acetyltransferase From P.Aerugi...    77   1e-12 
ref|ZP_07986020.1| phosphinothricin N-acetyltransferase [Strepto...    77   1e-12 
ref|ZP_06898706.1| phosphinothricin acetyltransferase [Roseomona...    77   1e-12 
ref|ZP_05087661.1| phosphinothricin N-acetyltransferase, putativ...    77   1e-12 
ref|YP_003970832.1| phosphinothricin N-acetyltransferase [Bifido...    77   1e-12 
ref|NP_353926.1| phosphinothricin acetyltransferase [Agrobacteri...    77   1e-12 
ref|ZP_01755850.1| phosphinothricin N-acetyltransferase, putativ...    77   1e-12 
ref|YP_001862480.1| GCN5-related N-acetyltransferase [Burkholder...    76   2e-12 
ref|YP_003579438.1| GNAT family acetyltransferase [Rhodobacter c...    76   2e-12 
ref|ZP_08184514.1| sortase-like acyltransferase [Xanthomonas gar...    76   2e-12 
ref|ZP_04817732.1| possible Phosphinothricin acetyltransferase [...    76   2e-12 
ref|ZP_05117294.1| acetyltransferase, GNAT family [Labrenzia ale...    76   2e-12 
gb|ADZ72147.1| Phosphinothricin N-acetyltransferase, putative [P...    76   2e-12 
pdb|1YR0|A Chain A, Crystal Structure Of Phosphinothricin Acetyl...    76   2e-12 
ref|YP_587199.1| putative GNAT family acetyltransferase [Cupriav...    76   2e-12 
ref|YP_610326.1| acetyltransferase [Pseudomonas entomophila L48]...    75   3e-12 
ref|YP_002434888.1| GCN5-related N-acetyltransferase [Desulfovib...    75   3e-12 
ref|ZP_06067059.1| predicted protein [Acinetobacter junii SH205]...    75   4e-12 
ref|NP_633926.1| hypothetical protein MM_1902 [Methanosarcina ma...    75   4e-12 
ref|ZP_02081461.1| hypothetical protein CLOLEP_02937 [Clostridiu...    75   4e-12 
ref|ZP_05780450.1| acetyltransferase, gnat family [Citreicella s...    75   6e-12 
ref|ZP_01056746.1| phosphinothricin N-acetyltransferase, putativ...    74   6e-12 
ref|ZP_04704159.1| phosphinothricin N-acetyltransferase [Strepto...    74   6e-12 
ref|YP_001789720.1| GCN5-like N-acetyltransferase [Leptothrix ch...    74   6e-12 
ref|YP_682326.1| acetyltransferase, putative [Roseobacter denitr...    74   6e-12 
ref|ZP_05091057.1| phosphinothricin acetyltransferase [Ruegeria ...    74   7e-12 
ref|YP_346316.1| GCN5-related N-acetyltransferase [Pseudomonas f...    74   8e-12 
ref|YP_926367.1| N-acetyltransferase [Shewanella amazonensis SB2...    74   9e-12 
ref|ZP_06070386.1| conserved hypothetical protein [Acinetobacter...    74   9e-12 
ref|YP_004246656.1| GCN5-related N-acetyltransferase [Spirochaet...    74   1e-11 
ref|ZP_06729221.1| phosphinothricin acetyltransferase [Acinetoba...    74   1e-11 
ref|YP_003576977.1| GNAT family acetyltransferase [Rhodobacter c...    74   1e-11 
ref|ZP_03612639.1| acetyltransferase, gnat family [Staphylococcu...    74   1e-11 
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ref|ZP_03646126.1| GCN5-related N-acetyltransferase [Bifidobacte...    73   1e-11 
ref|ZP_07802156.1| conserved hypothetical protein [Bifidobacteri...    73   1e-11 
ref|ZP_05740840.1| phosphiNothricin n-acetyltransferase [Silicib...    73   2e-11 
ref|ZP_03528901.1| GCN5-related N-acetyltransferase [Rhizobium e...    73   2e-11 
ref|ZP_07841923.1| toxin-antitoxin system, toxin component, GNAT...    73   2e-11 
gb|EFV00086.1| acetyltransferase family protein [Escherichia col...    72   2e-11 
ref|YP_003698513.1| GCN5-like N-acetyltransferase [Bacillus sele...    72   2e-11 
ref|ZP_03574401.1| acetyltransferase, gnat family [Burkholderia ...    72   2e-11 
ref|YP_004118309.1| GCN5-related N-acetyltransferase [Pantoea sp...    72   2e-11 
ref|YP_237501.1| GCN5-related N-acetyltransferase [Pseudomonas s...    72   3e-11 
ref|ZP_01092054.1| GCN5-related N-acetyltransferase [Blastopirel...    72   3e-11 
ref|ZP_03823828.1| acetyltransferase [Acinetobacter sp. ATCC 272...    72   3e-11 
ref|ZP_07250854.1| phosphinothricin N-acetyltransferase, putativ...    72   3e-11 
ref|ZP_03972494.1| Phosphinothricin acetyltransferase [Corynebac...    72   4e-11 
ref|ZP_03396120.1| phosphinothricin N-acetyltransferase [Pseudom...    72   4e-11 
ref|ZP_03587049.1| acetyltransferase, gnat family [Burkholderia ...    72   4e-11 
sp|Q54225.1|NAT_STRGR RecName: Full=N-acetyltransferase >gi|5104...    72   5e-11 
ref|YP_917443.1| GCN5-related N-acetyltransferase [Paracoccus de...    71   5e-11 
ref|NP_691255.1| phosphinothricin N-acetyltransferase [Oceanobac...    71   6e-11 
ref|NP_767756.1| phosphinothricin acetyltransferase [Bradyrhizob...    71   6e-11 
ref|YP_003210449.1| N-acetyltransferase YncA [Cronobacter turice...    71   6e-11 
ref|ZP_07232129.1| phosphinothricin N-acetyltransferase, putativ...    71   7e-11 
ref|YP_003922093.1| phosphinothricin acetyltransferase [Bacillus...    71   7e-11 
ref|ZP_05637338.1| phosphinothricin N-acetyltransferase, putativ...    71   7e-11 
ref|YP_001998872.1| GCN5-related N-acetyltransferase [Chlorobacu...    71   7e-11 
ref|YP_001338537.1| N-acetyltransferase-like protein [Klebsiella...    70   8e-11 
ref|ZP_06042260.1| GCN5-related N-acetyltransferase [Corynebacte...    70   8e-11 
ref|NP_794626.1| phosphinothricin N-acetyltransferase [Pseudomon...    70   9e-11 
ref|ZP_07317215.1| toxin-antitoxin system, toxin component, GNAT...    70   9e-11 
ref|YP_003212788.1| hypothetical protein Ctu_3p00440 [Cronobacte...    70   1e-10 
ref|YP_003559670.1| putative acetyltransferase [Sphingobium japo...    70   1e-10 
ref|YP_001422934.1| YwnH [Bacillus amyloliquefaciens FZB42] >gi|...    70   1e-10 
ref|YP_001762213.1| GCN5-like N-acetyltransferase [Shewanella wo...    70   1e-10 
ref|ZP_03394589.1| acetyltransferase, gnat family [Corynebacteri...    70   1e-10 
ref|YP_001807735.1| GCN5-related N-acetyltransferase [Burkholder...    70   1e-10 
ref|ZP_01910089.1| PHOSPHINOTHRICIN N-ACETYLTRANSFERASE [Plesioc...    70   1e-10 
ref|YP_003941905.1| Phosphinothricin acetyltransferase [Enteroba...    70   2e-10 
ref|YP_613856.1| GCN5-related N-acetyltransferase [Ruegeria sp. ...    70   2e-10 
ref|YP_001943206.1| GCN5-related N-acetyltransferase [Chlorobium...    70   2e-10 
ref|YP_003688562.1| Acetyltransferase [Propionibacterium freuden...    70   2e-10 
ref|ZP_07050608.1| phosphinothricin N-acetyltransferase [Lysinib...    69   2e-10 
ref|ZP_05964895.1| N-acetyltransferase [Brucella neotomae 5K33] ...    69   2e-10 
ref|YP_003825004.1| GCN5-related N-acetyltransferase [Thermosedi...    69   2e-10 
ref|ZP_06538070.1| putative acetyltransferase [Salmonella enteri...    69   2e-10 
ref|ZP_03226282.1| acetyltransferase [Bacillus coahuilensis m4-4]      69   2e-10 
ref|YP_002785791.1| acetyltransferase [Deinococcus deserti VCD11...    69   2e-10 
ref|ZP_03697450.1| GCN5-related N-acetyltransferase [Lutiella ni...    69   2e-10 
ref|ZP_02906179.1| GCN5-related N-acetyltransferase [Burkholderi...    69   2e-10 
ref|ZP_00238331.1| acetyltransferase, GNAT family [Bacillus cere...    69   2e-10 
ref|ZP_02890613.1| GCN5-related N-acetyltransferase [Burkholderi...    69   3e-10 
ref|ZP_08079389.1| acetyltransferase, GNAT family [Succinatimona...    69   3e-10 
ref|ZP_08019786.1| phosphinothricin acetyltransferase [Lautropia...    69   3e-10 
ref|ZP_06458223.1| phosphinothricin N-acetyltransferase, putativ...    69   3e-10 
ref|YP_003705558.1| GCN5-related N-acetyltransferase [Truepera r...    69   3e-10 
ref|YP_772917.1| GCN5-related N-acetyltransferase [Burkholderia ...    69   3e-10 
ref|ZP_05780962.1| phosphinothricin N-acetyltransferase [Citreic...    69   4e-10 
ref|ZP_07006942.1| GCN5-related N-acetyltransferase [Pseudomonas...    68   4e-10 
ref|ZP_02161988.1| Phosphinothricin N-acetyltransferase [Kordia ...    68   5e-10 
ref|YP_001186194.1| GCN5-related N-acetyltransferase [Pseudomona...    68   5e-10 
ref|YP_001279533.1| GCN5-related N-acetyltransferase [Psychrobac...    68   5e-10 
ref|YP_002467454.1| GCN5-related N-acetyltransferase [Methanosph...    68   5e-10 
ref|ZP_01858609.1| hypothetical protein BSG1_03775 [Bacillus sp....    68   6e-10 
gb|EFW78864.1| phosphinothricin N-acetyltransferase, putative [P...    68   6e-10 
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ref|ZP_01386326.1| GCN5-related N-acetyltransferase [Chlorobium ...    68   6e-10 
ref|YP_003840370.1| GCN5-related N-acetyltransferase [Caldicellu...    68   6e-10 
ref|YP_003696266.1| GCN5-related N-acetyltransferase [Starkeya n...    68   6e-10 
ref|ZP_05843895.1| GCN5-related N-acetyltransferase [Rhodobacter...    68   6e-10 
ref|ZP_06064160.1| acetyltransferase [Acinetobacter johnsonii SH...    68   7e-10 
ref|ZP_04635815.1| hypothetical protein yinte0001_16760 [Yersini...    68   7e-10 
ref|ZP_06496516.1| GCN5-related N-acetyltransferase [Pseudomonas...    67   7e-10 
ref|YP_003997004.1| gcn5-related N-acetyltransferase [Leadbetter...    67   7e-10 
ref|YP_502905.1| GCN5-related N-acetyltransferase [Methanospiril...    67   7e-10 
ref|ZP_07048308.1| phosphinothricin N-acetyltransferase [Lysinib...    67   8e-10 
ref|ZP_08206859.1| sortase [Gordonia neofelifaecis NRRL B-59395]...    67   9e-10 
ref|YP_785269.1| N-acetyltransferase [Bordetella avium 197N] >gi...    67   9e-10 
gb|ADZ76815.1| GCN5-related N-acetyltransferase [Sphingobacteriu...    67   1e-09 
ref|YP_001532082.1| GCN5-like N-acetyltransferase [Dinoroseobact...    67   1e-09 
ref|ZP_05366549.1| phosphinothricin N-acetyltransferase [Coryneb...    67   1e-09 
ref|ZP_07377158.1| GCN5-related N-acetyltransferase [Pantoea sp....    67   1e-09 
ref|ZP_00958271.1| putative acetyltransferase, GNAT family prote...    67   1e-09 
ref|YP_003962714.1| N-acetyltransferase yncA [Ketogulonicigenium...    67   1e-09 
ref|ZP_07714681.1| phosphinothricin acetyltransferase [Corynebac...    66   2e-09 
ref|YP_080971.1| putative phosphinothricin acetyltransferase [Ba...    66   2e-09 
ref|NP_786466.1| phosphinothricin N-acetyltransferase [Lactobaci...    66   2e-09 
ref|ZP_07265426.1| GCN5-related N-acetyltransferase [Pseudomonas...    66   2e-09 
gb|EFW79832.1| phosphinothricin N-acetyltransferase [Pseudomonas...    66   2e-09 
ref|ZP_06884360.1| GCN5-related N-acetyltransferase [Clostridium...    66   2e-09 
ref|YP_003064133.1| phosphinothricin N-acetyltransferase [Lactob...    66   2e-09 
ref|XP_756087.1| GNAT family N-acetyltransferase [Aspergillus fu...    66   2e-09 
gb|EDP55256.1| GNAT family N-acetyltransferase, putative [Asperg...    66   2e-09 
ref|NP_615734.1| phosphinothricin acetyltransferase [Methanosarc...    66   2e-09 
ref|YP_003194019.1| phosphinothricin N-acetyltransferase [Robigi...    66   3e-09 
ref|YP_276592.1| phosphinothricin N-acetyltransferase [Pseudomon...    65   3e-09 
ref|ZP_07388746.1| Phosphinothricin acetyltransferase [Paenibaci...    65   3e-09 
ref|YP_003650967.1| GCN5-related N-acetyltransferase [Thermobisp...    65   3e-09 
ref|YP_002778658.1| acetyltransferase [Rhodococcus opacus B4] >g...    65   4e-09 
ref|YP_001118910.1| GCN5-related N-acetyltransferase [Burkholder...    65   4e-09 
ref|ZP_01447778.1| phosphinothricin N-acetyltransferase [alpha p...    65   4e-09 
ref|YP_001196742.1| GCN5-related N-acetyltransferase [Flavobacte...    65   4e-09 
ref|YP_100962.1| putative acetyltransferase [Bacteroides fragili...    65   4e-09 
ref|YP_003085267.1| GCN5-related N-acetyltransferase [Dyadobacte...    65   4e-09 
ref|YP_003191605.1| GCN5-related N-acetyltransferase [Desulfotom...    65   4e-09 
ref|ZP_01059494.1| phosphinothricin N-acetyltransferase [Leeuwen...    65   4e-09 
ref|ZP_05122029.1| phosphinothricin acetyltransferase [Rhodobact...    65   4e-09 
ref|ZP_04586796.1| GCN5-related N-acetyltransferase [Pseudomonas...    65   5e-09 
ref|ZP_03489074.1| hypothetical protein EUBIFOR_01660 [Eubacteri...    65   5e-09 
ref|YP_213080.1| putative acetyltransferase [Bacteroides fragili...    65   5e-09 
ref|ZP_07087704.1| phosphinothricin acetyltransferase [Chryseoba...    65   6e-09 
ref|ZP_03934219.1| possible Phosphinothricin acetyltransferase [...    64   6e-09 
ref|ZP_08002273.1| YwnH protein [Bacillus sp. BT1B_CT2] >gi|3173...    64   6e-09 
emb|CBW23960.1| putative acetyltransferase [Bacteroides fragilis...    64   6e-09 
ref|ZP_04244771.1| GCN5-related N-acetyltransferase [Bacillus ce...    64   7e-09 
ref|YP_437978.1| sortase and related acyltransferase [Hahella ch...    64   7e-09 
ref|ZP_05283241.1| putative acetyltransferase [Bacteroides fragi...    64   8e-09 
ref|ZP_07991612.1| acetyltransferase [Corynebacterium variabile ...    64   9e-09 
ref|YP_001195416.1| GCN5-related N-acetyltransferase [Flavobacte...    64   9e-09 
ref|ZP_01902912.1| phosphinothricin N-acetyltransferase, putativ...    64   9e-09 
ref|YP_003059578.1| GCN5-related N-acetyltransferase [Hirschia b...    64   1e-08 
ref|YP_001678727.1| phosphinothricin n-acetyltransferase, putati...    64   1e-08 
ref|ZP_06898661.1| acetyltransferase [Roseomonas cervicalis ATCC...    64   1e-08 
ref|ZP_07329309.1| GCN5-related N-acetyltransferase [Acetivibrio...    63   2e-08 
ref|YP_028878.1| hypothetical protein BAS2619 [Bacillus anthraci...    63   2e-08 
ref|ZP_08109933.1| Phosphinothricin acetyltransferase [Desulfovi...    63   2e-08 
ref|ZP_03338523.1| putative acetyltransferase [Salmonella enteri...    63   2e-08 
ref|XP_003034026.1| hypothetical protein SCHCODRAFT_107275 [Schi...    63   2e-08 
ref|ZP_01852414.1| Putative phosphinothricin N-acetyltransferase...    63   2e-08 
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ref|YP_002794590.1| Phosphinothricin acetyltransferase [Laribact...    63   2e-08 
ref|YP_001865339.1| GCN5-related N-acetyltransferase [Nostoc pun...    63   2e-08 
gb|EFU15691.1| acetyltransferase, GNAT family [Enterococcus faec...    63   2e-08 
ref|YP_686313.1| GNAT family acetyltransferase [uncultured metha...    63   2e-08 
ref|ZP_04322990.1| GCN5-related N-acetyltransferase [Bacillus ce...    62   3e-08 
ref|YP_146446.1| phosphinothricin N-acetyltransferase [Geobacill...    62   3e-08 
ref|ZP_02140906.1| acetyltransferase, putative [Roseobacter lito...    62   3e-08 
ref|ZP_01446058.1| GCN5-related N-acetyltransferase [Pelagibaca ...    62   3e-08 
ref|ZP_05475424.1| phosphinothricin N-acetyltransferase [Enteroc...    62   3e-08 
ref|ZP_00048643.1| COG1247: Sortase and related acyltransferases...    62   3e-08 
gb|EGC98046.1| GCN5-related N-acetyltransferase [Burkholderia sp...    62   4e-08 
ref|ZP_06971607.1| transcriptional regulator, ArsR family [Ktedo...    62   4e-08 
ref|ZP_04946138.1| hypothetical protein BDAG_02064 [Burkholderia...    62   4e-08 
ref|YP_003996590.1| phosphinothricin acetyltransferase [Leadbett...    62   4e-08 
ref|ZP_05571308.1| hypothetical protein Faci_07786 [Ferroplasma ...    61   5e-08 
ref|ZP_06968560.1| GCN5-related N-acetyltransferase [Ktedonobact...    61   6e-08 
ref|YP_004205490.1| putative phosphinothricin acetyltransferase ...    61   6e-08 
ref|ZP_08000132.1| hypothetical protein HMPREF1012_01166 [Bacill...    61   6e-08 
ref|YP_079109.1| GCN5-related N-acetyltransferase [Bacillus lich...    61   6e-08 
ref|YP_001636579.1| GCN5-related N-acetyltransferase [Chloroflex...    61   6e-08 
ref|YP_001126960.1| phosphinothricin N-acetyltransferase [Geobac...    61   7e-08 
ref|YP_353862.1| GNAT family acetyltransferase [Rhodobacter spha...    61   7e-08 
ref|ZP_03149547.1| GCN5-related N-acetyltransferase [Geobacillus...    61   8e-08 
ref|ZP_05076285.1| phosphinothricin N-acetyltransferase [Rhodoba...    61   8e-08 
ref|ZP_03593460.1| hypothetical protein Bsubs1_19761 [Bacillus s...    61   8e-08 
ref|YP_004091673.1| GCN5-related N-acetyltransferase [Ethanolige...    61   8e-08 
ref|NP_391537.1| phosphinothricin acetyltransferase [Bacillus su...    61   8e-08 
ref|ZP_01129948.1| phosphinothricin acetyltransferase protein [m...    60   9e-08 
ref|XP_003034027.1| hypothetical protein SCHCODRAFT_52412 [Schiz...    60   9e-08 
ref|YP_003729814.1| acyltransferase [Pantoea vagans C9-1] >gi|29...    60   1e-07 
ref|ZP_04292465.1| GCN5-related N-acetyltransferase [Bacillus ce...    60   1e-07 
ref|YP_333836.1| phosphinothricin acetyltransferase [Burkholderi...    60   1e-07 
gb|EFS50244.1| acetyltransferase, GNAT family [Propionibacterium...    60   1e-07 
ref|ZP_06427550.1| acetyltransferase, GNAT family [Propionibacte...    60   1e-07 
ref|YP_108060.1| putative acetyltransferase [Burkholderia pseudo...    60   1e-07 
ref|ZP_06308276.1| GCN5-related N-acetyltransferase [Cylindrospe...    60   1e-07 
ref|ZP_04386509.1| transcriptional regulator, ArsR family [Rhodo...    60   1e-07 
ref|ZP_01078874.1| Phosphinothricin N-acetyltransferase, putativ...    60   1e-07 
ref|YP_001059314.1| acetyltransferase [Burkholderia pseudomallei...    60   1e-07 
ref|ZP_03918120.1| Phosphinothricin acetyltransferase [Corynebac...    60   1e-07 
ref|ZP_06263749.1| acetyltransferase, GNAT family [Propionibacte...    60   1e-07 
gb|AAV70501.1| unknown [Bacillus sp. MB24]                             60   1e-07 
ref|YP_001812670.1| GCN5-related N-acetyltransferase [Exiguobact...    60   1e-07 
ref|YP_574837.1| GCN5-related N-acetyltransferase [Chromohalobac...    60   1e-07 
ref|YP_002776597.1| putative ArsR family transcriptional regulat...    60   2e-07 
ref|ZP_07468658.1| phosphinothricin acetyltransferase [Corynebac...    60   2e-07 
ref|YP_002766834.1| ArsR family transcriptional regulator [Rhodo...    60   2e-07 
ref|YP_001137970.1| hypothetical protein cgR_1092 [Corynebacteri...    60   2e-07 
ref|YP_003086321.1| GCN5-related N-acetyltransferase [Dyadobacte...    59   2e-07 
ref|ZP_06735037.1| putative phosphinothricin N-acetyltransferase...    59   2e-07 
ref|YP_002526507.1| GCN5-related N-acetyltransferase [Rhodobacte...    59   2e-07 
ref|YP_001271389.1| GCN5-related N-acetyltransferase [Lactobacil...    59   2e-07 
dbj|BAI87305.1| hypothetical protein BSNT_05581 [Bacillus subtil...    59   2e-07 
ref|YP_003832435.1| GNAT family acetyltransferase [Butyrivibrio ...    59   3e-07 
gb|EFS74684.1| acetyltransferase, GNAT family [Propionibacterium...    59   3e-07 
ref|YP_001044314.1| GCN5-related N-acetyltransferase [Rhodobacte...    59   3e-07 
ref|YP_001029322.1| phosphinothricin acetyltransferase [Burkhold...    59   3e-07 
ref|ZP_03931541.1| Phosphinothricin acetyltransferase [Corynebac...    59   3e-07 
ref|ZP_04231266.1| GCN5-related N-acetyltransferase [Bacillus ce...    59   3e-07 
ref|ZP_02186123.1| phosphinothricin N-acetyltransferase [Carnoba...    59   3e-07 
ref|YP_002897089.1| phosphinothricin acetyltransferase [Burkhold...    59   3e-07 
ref|YP_002464793.1| GCN5-related N-acetyltransferase [Chloroflex...    59   3e-07 
ref|YP_055338.1| N-acetyltransferase [Propionibacterium acnes KP...    59   3e-07 
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ref|ZP_01038277.1| phosphinothricin N-acetyltransferase, putativ...    59   3e-07 
ref|YP_003314238.1| sortase-like acyltransferase [Sanguibacter k...    59   3e-07 
ref|YP_103078.1| phosphinothricin acetyltransferase [Burkholderi...    59   3e-07 
pdb|1VHS|A Chain A, Crystal Structure Of A Putative Phosphinothr...    59   4e-07 
ref|ZP_03495248.1| GCN5-related N-acetyltransferase [Alicyclobac...    59   4e-07 
ref|ZP_05394037.1| GCN5-related N-acetyltransferase [Clostridium...    59   4e-07 
ref|ZP_04433180.1| GCN5-related N-acetyltransferase [Bacillus co...    59   4e-07 
ref|ZP_02489505.1| phosphinothricin acetyltransferase [Burkholde...    59   4e-07 
ref|YP_002005514.1| acetyltransferase; phosphinothricin acetyltr...    59   4e-07 
ref|ZP_03509327.1| putative phosphinothricin N-acetyltransferase...    59   4e-07 
ref|ZP_01879208.1| phosphinothricin N-acetyltransferase, putativ...    59   4e-07 
ref|ZP_03146870.1| GCN5-related N-acetyltransferase [Geobacillus...    58   4e-07 
ref|YP_003085328.1| GCN5-related N-acetyltransferase [Dyadobacte...    58   5e-07 
gb|EFS03227.1| gnat family acetyltransferase [Listeria seeligeri...    58   5e-07 
ref|YP_003975090.1| putative phosphinothricin acetyltransferase ...    58   5e-07 
ref|YP_001404157.1| GCN5-related N-acetyltransferase [Candidatus...    58   5e-07 
ref|YP_323829.1| GCN5-like N-acetyltransferase [Anabaena variabi...    58   5e-07 
ref|YP_001341823.1| GCN5-like N-acetyltransferase [Marinomonas s...    58   6e-07 
ref|ZP_07630836.1| GCN5-related N-acetyltransferase [Clostridium...    58   6e-07 
ref|YP_003842069.1| GCN5-related N-acetyltransferase [Clostridiu...    58   6e-07 
gb|EFS00154.1| gnat family acetyltransferase [Listeria seeligeri...    58   6e-07 
ref|YP_591201.1| GCN5-related N-acetyltransferase [Candidatus Ko...    58   6e-07 
ref|YP_687122.1| GNAT family acetyltransferase [uncultured metha...    58   7e-07 
ref|YP_644434.1| GCN5-related N-acetyltransferase [Rubrobacter x...    58   7e-07 
ref|ZP_05391837.1| GCN5-related N-acetyltransferase [Clostridium...    57   7e-07 
ref|YP_003183978.1| GCN5-like N-acetyltransferase [Alicyclobacil...    57   8e-07 
ref|ZP_04217151.1| GCN5-related N-acetyltransferase [Bacillus ce...    57   8e-07 
ref|YP_002130283.1| phosphinothricin N-acetyltransferase [Phenyl...    57   8e-07 
ref|ZP_07873781.1| gnat family acetyltransferase [Listeria ivano...    57   8e-07 
ref|ZP_03073935.1| GCN5-related N-acetyltransferase [Lactobacill...    57   8e-07 
ref|YP_684987.1| GNAT family acetyltransferase [uncultured metha...    57   9e-07 
ref|ZP_08006391.1| hypothetical protein HMPREF1013_03004 [Bacill...    57   9e-07 
ref|XP_001261229.1| GNAT family acetyltransferase, putative [Neo...    57   9e-07 
ref|ZP_01886255.1| phosphinothricin N-acetyltransferase [Pedobac...    57   9e-07 
ref|YP_003356173.1| GCN5-related N-acetyltransferase family prot...    57   9e-07 
ref|YP_003245194.1| GCN5-like N-acetyltransferase [Paenibacillus...    57   9e-07 
ref|ZP_05067648.1| phosphinothricin acetyltransferase [Octadecab...    57   1e-06 
gb|AAA26766.2| ORF X product (put.); putative [Streptomyces coel...    57   1e-06 
ref|ZP_07992477.1| acetyltransferase [Neisseria mucosa C102] >gi...    57   1e-06 
ref|ZP_01750878.1| putative acetyltransferase, GNAT family prote...    57   1e-06 
ref|YP_825858.1| GCN5-related N-acetyltransferase [Candidatus So...    57   1e-06 
ref|YP_002777200.1| ArsR family transcriptional regulator [Rhodo...    57   1e-06 
ref|YP_003095172.1| phosphinothricin N-acetyltransferase [Flavob...    57   1e-06 
gb|EFS49061.1| acetyltransferase, GNAT family [Propionibacterium...    57   1e-06 
ref|YP_003841929.1| GCN5-related N-acetyltransferase [Clostridiu...    57   1e-06 
ref|YP_001467661.1| acetyltransferase [Campylobacter concisus 13...    57   1e-06 
ref|ZP_06873759.1| putative phosphinothricin acetyltransferase [...    57   1e-06 
ref|YP_001031090.1| polyprenyl synthetase [Methanocorpusculum la...    57   1e-06 
ref|YP_001488516.1| acetyltransferase [Bacillus pumilus SAFR-032...    57   1e-06 
ref|YP_003682387.1| ArsR family transcriptional regulator [Nocar...    57   1e-06 
ref|ZP_07088258.1| GNAT family acetyltransferase [Chryseobacteri...    57   1e-06 
ref|ZP_07054844.1| GNAT family acetyltransferase [Listeria grayi...    57   2e-06 
gb|EFT74943.1| acetyltransferase, GNAT family [Propionibacterium...    56   2e-06 
ref|ZP_04224647.1| GCN5-related N-acetyltransferase [Bacillus ce...    56   2e-06 
ref|ZP_07707784.1| GCN5-related N-acetyltransferase family prote...    56   2e-06 
gb|ADI18697.1| sortase and related acyltransferases [uncultured ...    56   2e-06 
ref|NP_600226.1| sortase or related acyltransferase [Corynebacte...    56   2e-06 
ref|NP_488508.1| hypothetical protein alr4468 [Nostoc sp. PCC 71...    56   2e-06 
ref|YP_442677.1| phosphinothricin acetyltransferase [Burkholderi...    56   2e-06 
ref|YP_003464554.1| acetyltransferase, GNAT family [Listeria see...    56   2e-06 
ref|YP_003357066.1| GCN5-related N-acetyltransferase family prot...    56   2e-06 
ref|YP_003869679.1| Sortase [Paenibacillus polymyxa E681] >gi|30...    56   2e-06 
ref|YP_001537972.1| GCN5-related N-acetyltransferase [Salinispor...    56   2e-06 
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ref|ZP_04306448.1| Phosphinothricin N-acetyltransferase [Bacillu...    56   2e-06 
ref|YP_001659372.1| GCN5-related N-acetyltransferase [Microcysti...    56   2e-06 
ref|YP_003254040.1| GCN5-related N-acetyltransferase [Geobacillu...    56   2e-06 
ref|YP_846122.1| GCN5-related N-acetyltransferase [Syntrophobact...    56   3e-06 
ref|YP_374818.1| acetyltransferase [Chlorobium luteolum DSM 273]...    56   3e-06 
ref|YP_511330.1| GCN5-related N-acetyltransferase [Jannaschia sp...    56   3e-06 
ref|ZP_03054807.1| YwnH [Bacillus pumilus ATCC 7061] >gi|1940116...    55   3e-06 
ref|YP_148773.1| phosphinothricin N-acetyltransferase [Geobacill...    55   3e-06 
ref|ZP_02463190.1| phosphinothricin acetyltransferase [Burkholde...    55   3e-06 
ref|YP_003186386.1| GCN5-related N-acetyltransferase [Alicycloba...    55   3e-06 
ref|ZP_04157106.1| Phosphinothricin N-acetyltransferase [Bacillu...    55   4e-06 
ref|ZP_06595853.1| acetyltransferase, GNAT family [Bifidobacteri...    55   4e-06 
ref|YP_004042043.1| gcn5-related N-acetyltransferase [Paludibact...    55   4e-06 
ref|YP_003596647.1| GNAT family acetyltransferase [Bacillus mega...    55   5e-06 
ref|YP_756942.1| GCN5-related N-acetyltransferase [Maricaulis ma...    55   5e-06 
ref|ZP_05745074.1| phosphinothricin N-acetyltransferase [Lactoba...    55   5e-06 
ref|YP_003945614.1| phosphinothricin n-acetyltransferase, putati...    55   5e-06 
ref|YP_003670212.1| Phosphinothricin acetyltransferase [Geobacil...    55   5e-06 
ref|YP_002950799.1| GCN5-related N-acetyltransferase [Geobacillu...    55   5e-06 
dbj|BAJ27042.1| putative acetyltransferase [Kitasatospora setae ...    55   6e-06 
ref|YP_004100431.1| GCN5-related N-acetyltransferase [Intraspora...    54   6e-06 
emb|CAO89677.1| unnamed protein product [Microcystis aeruginosa ...    54   6e-06 
ref|YP_003511953.1| GCN5-related N-acetyltransferase [Stackebran...    54   7e-06 
ref|ZP_07729425.1| acetyltransferase, GNAT family [Lactobacillus...    54   7e-06 
ref|YP_003593537.1| GCN5-related N-acetyltransferase [Caulobacte...    54   7e-06 
ref|ZP_03970056.1| acetyltransferase [Sphingobacterium spiritivo...    54   7e-06 
ref|ZP_07729782.1| acetyltransferase, GNAT family [Lactobacillus...    54   7e-06 
ref|NP_241299.1| phosphinothricin N-acetyltransferase [Bacillus ...    54   8e-06 
ref|ZP_06567725.1| hypothetical protein SeryN2_35005 [Saccharopo...    54   8e-06 
ref|ZP_08206806.1| N-acetyltransferase [Gordonia neofelifaecis N...    54   8e-06 
ref|ZP_00955324.1| phosphinothricin N-acetyltransferase, putativ...    54   9e-06 
ref|ZP_01049506.2| acetyltransferase (GNAT) family protein [Dokd...    54   9e-06 
ref|ZP_03973496.1| acetyltransferase [Lactobacillus reuteri CF48...    54   9e-06 
ref|ZP_01629051.1| GCN5-related N-acetyltransferase [Nodularia s...    54   9e-06 
ref|ZP_03211253.1| Sortase related acyltransferase [Lactobacillu...    54   9e-06 
ref|YP_001107169.1| hypothetical protein SACE_4980 [Saccharopoly...    54   1e-05 
ref|YP_001166607.1| GCN5-related N-acetyltransferase [Rhodobacte...    54   1e-05 
ref|ZP_02962821.1| possible N-acetyl transferase [Bifidobacteriu...    54   1e-05 
ref|YP_001353673.1| acetyltransferase [Janthinobacterium sp. Mar...    54   1e-05 
ref|ZP_05744891.1| phosphinothricin N-acetyltransferase [Lactoba...    54   1e-05 
ref|YP_949323.1| putative phosphinothricin N-acetyltransferase [...    54   1e-05 
ref|ZP_05025230.1| acetyltransferase, GNAT family [Microcoleus c...    54   1e-05 
ref|YP_003838423.1| GCN5-related N-acetyltransferase [Micromonos...    54   1e-05 
ref|YP_003961511.1| GCN5-related N-acetyltransferase [Eubacteriu...    54   1e-05 
ref|ZP_06500009.1| GCN5-related N-acetyltransferase [Pseudomonas...    54   1e-05 
ref|ZP_05915841.1| putative phosphinothricin N-acetyltransferase...    54   1e-05 
ref|YP_002469889.1| N-acetyl transferase [Bifidobacterium animal...    54   1e-05 
ref|YP_340976.1| acetyltransferase [Pseudoalteromonas haloplankt...    54   1e-05 
ref|ZP_04758433.1| acetyltransferase [Neisseria flavescens SK114...    54   1e-05 
ref|ZP_04440177.1| acetyltransferase [Lactobacillus rhamnosus LM...    53   1e-05 
ref|YP_003123028.1| GCN5-related N-acetyltransferase [Chitinopha...    53   1e-05 
ref|ZP_01614149.1| putative acetyltransferase [Alteromonadales b...    53   2e-05 
ref|ZP_07717069.1| GNAT family acetyltransferase [Aeromicrobium ...    53   2e-05 
ref|ZP_05984327.1| phosphinothricin N-acetyltransferase [Neisser...    53   2e-05 
ref|ZP_07082756.1| phosphinothricin N-acetyltransferase [Sphingo...    53   2e-05 
gb|ADC86037.1| Phosphinothricin N-acetyltransferase [Bifidobacte...    53   2e-05 
ref|ZP_03945194.1| phosphinothricin N-acetyltransferase [Lactoba...    53   2e-05 
ref|YP_001843725.1| phosphinothricin N-acetyltransferase [Lactob...    53   2e-05 
ref|YP_004096812.1| GCN5-related N-acetyltransferase [Bacillus c...    53   2e-05 
ref|YP_001104201.1| hypothetical protein SACE_1966 [Saccharopoly...    53   2e-05 
ref|YP_004082619.1| gcn5-related n-acetyltransferase [Micromonos...    53   2e-05 
ref|ZP_05868293.1| LOW QUALITY PROTEIN: conserved hypothetical p...    53   2e-05 
ref|XP_002486528.1| GNAT family N-acetyltransferase, putative [T...    53   2e-05 
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ref|ZP_02148288.1| phosphinothricin N-acetyltransferase, putativ...    53   2e-05 
ref|YP_003489765.1| N-acetyltransferase [Streptomyces scabiei 87...    52   3e-05 
ref|YP_003136446.1| GCN5-related N-acetyltransferase [Cyanothece...    52   3e-05 
ref|YP_726072.1| sortase or related acyltransferase [Ralstonia e...    52   3e-05 
ref|ZP_06753129.1| phosphinothricin N-acetyltransferase [Simonsi...    52   3e-05 
ref|YP_001224775.1| fused glutathione synthetase/acetyltransfera...    52   3e-05 
ref|ZP_05054348.1| acetyltransferase, GNAT family [Octadecabacte...    52   3e-05 
ref|ZP_01076405.1| GCN5-related N-acetyltransferase [Marinomonas...    52   4e-05 
ref|ZP_06381746.1| GCN5-related N-acetyltransferase [Arthrospira...    52   4e-05 
ref|YP_003561921.1| GNAT family acetyltransferase [Bacillus mega...    52   4e-05 
ref|YP_003356174.1| GCN5-related N-acetyltransferase family prot...    52   4e-05 
ref|ZP_00962754.1| phosphinothricin N-acetyltransferase, putativ...    52   4e-05 
gb|EEH06992.1| conserved hypothetical protein [Ajellomyces capsu...    52   4e-05 
ref|YP_002323294.1| GCN5-related N-acetyltransferase [Bifidobact...    52   4e-05 
ref|ZP_05614148.1| acetyltransferase, GNAT family [Faecalibacter...    52   5e-05 
ref|ZP_03718257.1| hypothetical protein NEIFLAOT_00057 [Neisseri...    52   5e-05 
ref|ZP_04665228.1| phosphinothricin N-acetyltransferase [Bifidob...    52   5e-05 
ref|ZP_05101405.1| phosphinothricin acetyltransferase [Roseobact...    52   5e-05 
ref|YP_001319533.1| GCN5-related N-acetyltransferase [Alkaliphil...    52   5e-05 
ref|ZP_07921530.1| phosphinothricin N-acetyltransferase [Pseudor...    51   5e-05 
gb|EFR93939.1| gnat family acetyltransferase [Listeria innocua F...    51   5e-05 
ref|ZP_04601883.1| hypothetical protein GCWU000324_01357 [Kingel...    51   5e-05 
ref|YP_002370892.1| GCN5-like N-acetyltransferase [Cyanothece sp...    51   5e-05 
ref|ZP_03612047.1| hypothetical protein AM202_0459 [Actinobacill...    51   6e-05 
ref|ZP_04151343.1| Phosphinothricin N-acetyltransferase [Bacillu...    51   6e-05 
ref|ZP_03236003.1| acetyltransferase, gnat family protein [Bacil...    51   7e-05 
ref|YP_003488051.1| acetyltransferase [Streptomyces scabiei 87.2...    51   7e-05 
ref|ZP_05258358.1| acetyltransferase, gnat family protein [Liste...    51   7e-05 
ref|ZP_03960042.1| acetyltransferase [Lactobacillus vaginalis AT...    51   7e-05 
ref|YP_003212786.1| hypothetical protein Ctu_3p00420 [Cronobacte...    51   7e-05 
ref|ZP_03959265.1| acetyltransferase [Lactobacillus vaginalis AT...    51   8e-05 
ref|ZP_04268014.1| Phosphinothricin N-acetyltransferase [Bacillu...    51   8e-05 
ref|ZP_03272313.1| GCN5-related N-acetyltransferase [Arthrospira...    51   9e-05 
ref|YP_002378285.1| GCN5-related N-acetyltransferase [Cyanothece...    51   9e-05 
ref|NP_470773.1| hypothetical protein lin1437 [Listeria innocua ...    51   9e-05 
ref|YP_003605073.1| GCN5-related N-acetyltransferase [Burkholder...    50   9e-05 
ref|ZP_05822107.1| conserved hypothetical protein [Brucella abor...    50   1e-04 
ref|YP_003172350.1| phosphinothricin N-acetyltransferase [Lactob...    50   1e-04 
ref|ZP_07902166.1| GCN5-related N-acetyltransferase [Paenibacill...    50   1e-04 
ref|YP_562118.1| GCN5-related N-acetyltransferase [Shewanella de...    50   1e-04 
ref|ZP_00120498.1| COG1247: Sortase and related acyltransferases...    50   1e-04 
ref|YP_002350131.1| acetyltransferase, gnat family [Listeria mon...    50   1e-04 
ref|ZP_04242914.1| Acetyltransferase, GNAT [Bacillus cereus Rock...    50   1e-04 
ref|NP_982169.1| acetyltransferase, GNAT family protein [Bacillu...    50   1e-04 
ref|ZP_06557427.1| acetyltransferase [Listeria monocytogenes FSL...    50   1e-04 
ref|ZP_06981307.1| phosphinothricin N-acetyltransferase [Neisser...    50   1e-04 
emb|CBK99284.1| Sortase and related acyltransferases [Faecalibac...    50   1e-04 
ref|YP_001099698.1| putative acetyltransferase [Herminiimonas ar...    50   1e-04 
ref|YP_002758108.1| N-acetyltransferase [Listeria monocytogenes ...    50   2e-04 
ref|ZP_04253227.1| GCN5-related N-acetyltransferase [Bacillus ce...    50   2e-04 
ref|YP_001820434.1| GCN5-related N-acetyltransferase [Opitutus t...    50   2e-04 
ref|ZP_05620974.1| phosphinothricin N-acetyltransferase [Enhydro...    50   2e-04 
ref|YP_004067627.1| acetyltransferase [Pseudoalteromonas sp. SM9...    50   2e-04 
ref|YP_014017.1| acetyltransferase [Listeria monocytogenes str. ...    50   2e-04 
ref|YP_003014556.1| GCN5-related N-acetyltransferase [Paenibacil...    50   2e-04 
ref|ZP_00232961.1| acetyltransferase, GNAT family [Listeria mono...    50   2e-04 
ref|ZP_01743299.1| putative acetyltransferase, GNAT family prote...    50   2e-04 
ref|ZP_04384226.1| transcriptional regulator, ArsR family [Rhodo...    49   2e-04 
ref|YP_004214188.1| GCN5-related N-acetyltransferase [Rahnella s...    49   2e-04 
ref|YP_003192986.1| GCN5-related N-acetyltransferase [Desulfotom...    49   2e-04 
ref|ZP_06303809.1| GCN5-related N-acetyltransferase [Raphidiopsi...    49   2e-04 
ref|YP_001801960.1| putative GCN5-related N-acetyltransferase [C...    49   2e-04 
ref|ZP_02355372.1| phosphinothricin acetyltransferase [Burkholde...    49   2e-04 
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ref|ZP_07149324.1| putative acetyltransferase [Corynebacterium r...    49   2e-04 
emb|CAK50857.1| putative phosphinothricin N-acetyltransferase [S...    49   3e-04 
ref|ZP_08124242.1| hypothetical protein PseP1_30385 [Pseudonocar...    49   3e-04 
ref|YP_849613.1| GNAT family acetyltransferase [Listeria welshim...    49   3e-04 
ref|YP_001812925.1| GCN5-related N-acetyltransferase [Exiguobact...    49   3e-04 
ref|ZP_02144841.1| phosphinothricin N-acetyltransferase, putativ...    49   3e-04 
ref|YP_003116235.1| GCN5-related N-acetyltransferase [Catenulisp...    49   3e-04 
ref|ZP_05109686.1| conserved hypothetical protein [Legionella dr...    49   3e-04 
ref|YP_002766969.1| ArsR family transcriptional regulator [Rhodo...    49   3e-04 
ref|ZP_03398367.1| sortase/acyltransferase [Pseudomonas syringae...    49   3e-04 
ref|ZP_05316934.1| putative phosphinothricin N-acetyltransferase...    49   3e-04 
ref|YP_003583021.1| GNAT family acetyltransferase [Zunongwangia ...    49   3e-04 
ref|ZP_06811307.1| GCN5-related N-acetyltransferase [Geobacillus...    49   3e-04 
ref|ZP_07089105.1| phosphinothricin acetyltransferase [Chryseoba...    49   4e-04 
ref|ZP_04860080.1| polyprenyl synthetase [Fusobacterium varium A...    49   4e-04 
ref|ZP_04851039.1| phosphinothricin acetyltransferase [Paenibaci...    49   4e-04 
ref|YP_003861768.1| phosphinothricin N-acetyltransferase [Mariba...    49   4e-04 
ref|YP_003988012.1| Phosphinothricin acetyltransferase [Geobacil...    49   4e-04 
ref|YP_345546.1| ArsR family transcriptional regulator [Rhodococ...    49   4e-04 
ref|ZP_06882616.1| GCN5-related N-acetyltransferase [Clostridium...    49   4e-04 
ref|NP_696198.1| N-acetyl transferase [Bifidobacterium longum NC...    48   5e-04 
ref|YP_003885733.1| GCN5-like N-acetyltransferase [Cyanothece sp...    48   5e-04 
gb|ADI17869.1| sortase and related acyltransferases [uncultured ...    48   5e-04 
ref|NP_464925.1| hypothetical protein lmo1400 [Listeria monocyto...    48   6e-04 
ref|NP_691376.1| phosphinothricin N-acetyltransferase [Oceanobac...    48   6e-04 
ref|YP_003660980.1| GCN5-like N-acetyltransferase [Bifidobacteri...    48   6e-04 
ref|YP_003486909.1| acetyltransferase [Streptomyces scabiei 87.2...    48   7e-04 
ref|YP_003428574.1| GCN5-related N-acetyltransferase [Bacillus p...    48   7e-04 
ref|YP_721385.1| GCN5-related N-acetyltransferase [Trichodesmium...    48   7e-04 
gb|EFW18117.1| GNAT family N-acetyltransferase [Coccidioides pos...    48   7e-04 
ref|ZP_03058612.1| phosphinothricin acetyltransferase [Escherich...    48   7e-04 
ref|ZP_03963018.1| acetyltransferase [Lactobacillus paracasei su...    48   7e-04 
ref|XP_001218368.1| predicted protein [Aspergillus terreus NIH26...    48   7e-04 
ref|YP_306013.1| putative acetyltransferase [Methanosarcina bark...    47   8e-04 
gb|ADZ78327.1| Phosphinothricin acetyltransferase [Sphingobacter...    47   8e-04 
ref|ZP_00134886.2| COG1247: Sortase and related acyltransferases...    47   8e-04 
ref|ZP_03742864.1| hypothetical protein BIFPSEUDO_03442 [Bifidob...    47   8e-04 
ref|ZP_02212214.1| hypothetical protein CLOBAR_01831 [Clostridiu...    47   8e-04 
ref|ZP_05265944.2| acetyltransferase [Listeria monocytogenes HPB...    47   8e-04 
ref|YP_177262.1| phosphinothricin N-acetyltransferase [Bacillus ...    47   8e-04 
ref|ZP_07544750.1| Predicted sortase and acyltransferase [Actino...    47   8e-04 
ref|ZP_05978211.1| putative phosphinothricin N-acetyltransferase...    47   8e-04 
ref|ZP_04673483.1| phosphinothricin N-acetyltransferase [Lactoba...    47   8e-04 
ref|ZP_02883607.1| GCN5-related N-acetyltransferase [Burkholderi...    47   8e-04 
ref|YP_807782.1| sortase related acyltransferase [Lactobacillus ...    47   9e-04 
ref|ZP_03265871.1| GCN5-related N-acetyltransferase [Burkholderi...    47   0.001 
ref|YP_001651515.1| sortase and related acyltransferase [Actinob...    47   0.001 
ref|ZP_07714682.1| phosphinothricin acetyltransferase [Corynebac...    47   0.001 
ref|ZP_03324286.1| hypothetical protein BIFCAT_01074 [Bifidobact...    47   0.001 
ref|YP_796138.1| sortase related acyltransferase [Lactobacillus ...    47   0.001 
ref|YP_004228168.1| phosphinothricin acetyltransferase [Burkhold...    47   0.001 
ref|ZP_05704697.1| GNAT family toxin-antitoxin system, toxin com...    47   0.001 
ref|YP_002549278.1| acetyltransferase [Agrobacterium vitis S4] >...    47   0.001 
ref|ZP_01135619.1| putative acetyltransferase [Pseudoalteromonas...    47   0.001 
ref|ZP_08067122.1| phosphinothricin N-acetyltransferase [Actinob...    47   0.001 
ref|ZP_03073379.1| GCN5-related N-acetyltransferase [Lactobacill...    47   0.001 
ref|XP_002563497.1| Pc20g10030 [Penicillium chrysogenum Wisconsi...    47   0.001 
gb|ABX10632.1| phosphinothricin N-acetyltransferase [uncultured ...    47   0.001 
ref|ZP_07801142.1| acetyltransferase, GNAT family [Faecalibacter...    47   0.001 
ref|ZP_05232348.2| acetyltransferase [Listeria monocytogenes FSL...    47   0.002 
ref|ZP_01724099.1| phosphinothricin N-acetyltransferase [Bacillu...    47   0.002 
ref|YP_001968334.1| predicted sortase--related acyltransferase [...    47   0.002 
ref|YP_002834382.1| putative N-acetyltransferase [Corynebacteriu...    47   0.002 
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ref|YP_001272503.1| GCN5-related N-acetyltransferase [Lactobacil...    46   0.002 
ref|ZP_05366550.1| acetyltransferase, gnat family [Corynebacteri...    46   0.002 
ref|ZP_07542630.1| Predicted sortase and acyltransferase [Actino...    46   0.002 
ref|YP_003321282.1| GCN5-like N-acetyltransferase [Sphaerobacter...    46   0.002 
ref|ZP_07296419.1| GNAT family acetyltransferase [Streptomyces h...    46   0.002 
emb|CBL03028.1| Sortase and related acyltransferases [Faecalibac...    46   0.002 
ref|ZP_06500010.1| GCN5-related N-acetyltransferase [Pseudomonas...    46   0.002 
ref|ZP_03463681.1| hypothetical protein BACPEC_02780 [Bacteroide...    46   0.002 
ref|YP_581302.1| GCN5-related N-acetyltransferase [Psychrobacter...    46   0.002 
ref|YP_001125715.1| phosphinothricin N-acetyltransferase [Geobac...    46   0.003 
ref|YP_003783135.1| hypothetical protein cpfrc_00734 [Corynebact...    46   0.003 
ref|ZP_03973757.1| acetyltransferase [Lactobacillus reuteri CF48...    46   0.003 
ref|ZP_04609105.1| GCN5 N-acetyltransferase [Micromonospora sp. ...    46   0.003 
ref|YP_518100.1| hypothetical protein DSY1867 [Desulfitobacteriu...    46   0.003 
ref|YP_004095829.1| GCN5-related N-acetyltransferase [Bacillus c...    46   0.003 
ref|ZP_08042081.1| GNAT family acetyltransferase [Streptococcus ...    45   0.003 
gb|EEH23616.1| conserved hypothetical protein [Paracoccidioides ...    45   0.003 
ref|ZP_07870722.1| gnat family acetyltransferase [Listeria marth...    45   0.003 
ref|ZP_04753113.1| sortase and related acyltransferase [Actinoba...    45   0.003 
ref|NP_104417.1| hypothetical protein mlr3271 [Mesorhizobium lot...    45   0.004 
ref|YP_561875.1| GCN5-related N-acetyltransferase [Shewanella de...    45   0.005 
ref|YP_002138059.1| GNAT family acetyltransferase [Geobacter bem...    45   0.005 
ref|YP_004044624.1| acetyltransferase [Halogeometricum borinquen...    45   0.005 
ref|ZP_03931540.1| possible Phosphinothricin acetyltransferase [...    45   0.005 
ref|YP_089481.1| hypothetical protein MS2289 [Mannheimia succini...    45   0.005 
ref|YP_004260817.1| GCN5-like N-acetyltransferase [Cellulophaga ...    45   0.005 
ref|ZP_02092539.1| hypothetical protein FAEPRAM212_02833 [Faecal...    45   0.005 
ref|YP_233975.1| GCN5-related N-acetyltransferase [Pseudomonas s...    45   0.005 
ref|YP_002941961.1| GCN5-related N-acetyltransferase [Variovorax...    45   0.005 
ref|YP_003936999.1| GNAT family acetyltransferase [Clostridium s...    45   0.006 
ref|NP_939298.1| putative phosphinothricin N-acetyltransferase [...    45   0.006 
ref|NP_046564.1| hypothetical protein SPBc2p012 [Bacillus phage ...    44   0.007 
dbj|BAI85559.1| hypothetical protein BSNT_03093 [Bacillus subtil...    44   0.007 
ref|ZP_07990096.1| putative acetyltransferase [Corynebacterium v...    44   0.008 
ref|ZP_07468657.1| phosphinothricin acetyltransferase [Corynebac...    44   0.008 
ref|ZP_04588131.1| acetyltransferase [Pseudomonas syringae pv. o...    44   0.008 
ref|ZP_01059497.1| N-acetyltransferase [Leeuwenhoekiella blanden...    44   0.008 
ref|YP_804838.1| sortase related acyltransferase [Pediococcus pe...    44   0.009 
ref|NP_828437.1| acetyltransferase [Streptomyces avermitilis MA-...    44   0.009 
ref|YP_265042.1| phosphinothricin acetyltransferase [Psychrobact...    44   0.009 
ref|XP_002538119.1| conserved hypothetical protein [Ricinus comm...    44   0.009 
ref|YP_703758.1| phosphinothricin N-acetyltransferase [Rhodococc...    44   0.010 
ref|ZP_01727450.1| GCN5-related N-acetyltransferase [Cyanothece ...    44   0.010 
gb|EER38620.1| GNAT family N-acetyltransferase [Ajellomyces caps...    44   0.010 
ref|YP_684288.1| acetyltransferase, putative [Roseobacter denitr...    44   0.010 
ref|ZP_05635004.1| GCN5-related N-acetyltransferase [Fusobacteri...    44   0.011 
ref|ZP_01862614.1| putative acetyltransferase [Erythrobacter sp....    44   0.011 
ref|YP_003973202.1| putative acetyltransferase; phage SPbeta [Ba...    44   0.011 
ref|ZP_03931617.1| phosphinothricin N-acetyltransferase [Coryneb...    44   0.011 
ref|XP_002623155.1| GNAT family N-acetyltransferase [Ajellomyces...    44   0.011 
ref|NP_440374.1| hypothetical protein sll1647 [Synechocystis sp....    44   0.012 
ref|ZP_02919047.1| hypothetical protein BIFDEN_02369 [Bifidobact...    44   0.014 
ref|YP_001343476.1| GCN5-related N-acetyltransferase [Actinobaci...    43   0.015 
ref|YP_003736550.1| GCN5-related N-acetyltransferase [Halalkalic...    43   0.015 
ref|YP_001800003.1| putative acetyltransferase [Corynebacterium ...    43   0.015 
ref|ZP_03393715.1| acetyltransferase, gnat family [Corynebacteri...    43   0.015 
ref|ZP_01667257.1| ribosomal-protein-alanine acetyltransferase [...    43   0.016 
ref|YP_002834468.1| putative acetyltransferase [Corynebacterium ...    43   0.017 
ref|YP_003264892.1| GCN5-related N-acetyltransferase [Haliangium...    43   0.017 
ref|ZP_05117902.1| acetyltransferase, gnat family [Vibrio paraha...    43   0.018 
ref|ZP_07263169.1| GCN5-related N-acetyltransferase [Pseudomonas...    43   0.018 
ref|YP_002828185.1| putative acyl-CoA N-acyltransferase, GNAT fa...    43   0.018 
ref|ZP_04977988.1| acyltransferase [Mannheimia haemolytica PHL21...    43   0.019 
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emb|CBL03517.1| Sortase and related acyltransferases [Gordonibac...    43   0.019 
gb|ADZ92302.1| GCN5-related N-acetyltransferase [Marinomonas med...    43   0.019 
ref|YP_003640603.1| GCN5-related N-acetyltransferase [Thermincol...    43   0.020 
ref|ZP_05989200.1| acyltransferase [Mannheimia haemolytica serot...    43   0.022 
ref|YP_003411640.1| GCN5-related N-acetyltransferase [Geodermato...    43   0.024 
ref|YP_002507954.1| SSU ribosomal protein S18P alanine acetyltra...    42   0.024 
ref|YP_002016217.1| GCN5-related N-acetyltransferase [Prosthecoc...    42   0.024 
ref|XP_002540679.1| predicted protein [Uncinocarpus reesii 1704]...    42   0.026 
ref|YP_003327372.1| GCN5-related N-acetyltransferase [Xylanimona...    42   0.027 
ref|ZP_07714579.1| probable phosphinothricin N-acetyltransferase...    42   0.027 
ref|ZP_05362847.1| phosphinothricin N-acetyltransferase [Campylo...    42   0.028 
ref|YP_004171066.1| GCN5-like N-acetyltransferase [Deinococcus m...    42   0.030 
ref|YP_003479445.1| GCN5-related N-acetyltransferase [Natrialba ...    42   0.030 
ref|YP_002550145.1| acetyltransferase protein [Agrobacterium vit...    42   0.032 
ref|YP_909505.1| N-acetyl transferase [Bifidobacterium adolescen...    42   0.033 
ref|ZP_04850775.1| conserved hypothetical protein [Paenibacillus...    42   0.034 
ref|YP_003410975.1| GCN5-related N-acetyltransferase [Geodermato...    42   0.034 
ref|ZP_07953439.1| ribosomal-protein-alanine acetyltransferase [...    42   0.034 
ref|YP_003404965.1| GCN5-related N-acetyltransferase [Haloterrig...    42   0.037 
dbj|BAI77988.1| phosphinothricin N-acetyltransferase [Pseudomona...    42   0.037 
ref|YP_003476587.1| GCN5-related N-acetyltransferase [Thermoanae...    42   0.040 
dbj|BAI77987.1| phosphinothricin N-acetyltransferase [Pseudomona...    42   0.040 
ref|YP_003194023.1| N-acetyltransferase [Robiginitalea biformata...    42   0.041 
ref|YP_863525.1| GNAT family acetyltransferase [Gramella forseti...    42   0.043 
ref|ZP_02028574.1| hypothetical protein BIFADO_01007 [Bifidobact...    42   0.043 
ref|YP_003859178.1| (SSU ribosomal protein S18P)-alanine acetylt...    42   0.045 
ref|YP_002544534.1| N-acetyltransferase protein [Agrobacterium r...    42   0.048 
ref|YP_004152368.1| gcn5-related N-acetyltransferase [Variovorax...    42   0.050 
ref|YP_038811.1| acetyltransferase [Bacillus thuringiensis serov...    42   0.050 
ref|ZP_06499389.1| GCN5-related N-acetyltransferase [Pseudomonas...    42   0.050 
ref|ZP_05365511.1| phosphinothricin N-acetyltransferase [Coryneb...    42   0.051 
ref|ZP_00518247.1| GCN5-related N-acetyltransferase [Crocosphaer...    42   0.052 
ref|ZP_01040135.1| YnaD [Erythrobacter sp. NAP1] >gi|85690603|gb...    41   0.054 
ref|YP_001525754.1| acetyltransferase [Azorhizobium caulinodans ...    41   0.054 
ref|ZP_05629105.1| sortase and related acyltransferase [Actinoba...    41   0.055 
ref|ZP_05784948.1| putative phosphinothricin N-acetyltransferase...    41   0.057 
ref|ZP_07326841.1| GCN5-related N-acetyltransferase [Acetivibrio...    41   0.057 
ref|YP_786135.1| acetyltransferase [Bordetella avium 197N] >gi|1...    41   0.058 
ref|ZP_04148126.1| hypothetical protein bthur0001_46870 [Bacillu...    41   0.060 
ref|ZP_05075392.1| acetyltransferase, gnat family [Rhodobacteral...    41   0.060 
emb|CBG92007.1| phosphinothricin acetyltransferase [Streptomyces...    41   0.061 
ref|ZP_01154999.1| acetyltransferase, GNAT family protein [Ocean...    41   0.062 
gb|ADZ81183.1| GCN5-related N-acetyltransferase [Sphingobacteriu...    41   0.064 
ref|YP_003388727.1| GCN5-related N-acetyltransferase [Spirosoma ...    41   0.066 
gb|EFW82027.1| acetyltransferase [Pseudomonas syringae pv. glyci...    41   0.067 
ref|ZP_04776977.1| ribosomal-protein-alanine acetyltransferase [...    41   0.073 
ref|YP_076248.1| putative acetyltransferase [Symbiobacterium the...    41   0.075 
ref|ZP_03754730.1| hypothetical protein ROSEINA2194_03159 [Roseb...    41   0.077 
ref|YP_002905889.1| putative acetyltransferase [Corynebacterium ...    41   0.077 
ref|ZP_04783922.1| phosphinothricin N-acetyltransferase [Weissel...    41   0.079 
ref|ZP_04241767.1| hypothetical protein bcere0018_44690 [Bacillu...    41   0.079 
ref|ZP_02613950.1| acetyltransferase [Clostridium botulinum NCTC...    41   0.082 
ref|YP_001895573.1| GCN5-related N-acetyltransferase [Burkholder...    41   0.083 
ref|ZP_08132925.1| phosphinothricin N-acetyltransferase [Kingell...    41   0.083 
emb|CBG92010.1| pat [Streptomyces viridochromogenes]                   41   0.085 
ref|ZP_06604042.1| ribosomal-protein-alanine acetyltransferase [...    41   0.085 
ref|ZP_04448201.1| hypothetical protein BIFANG_03206 [Bifidobact...    41   0.086 
ref|ZP_04281143.1| hypothetical protein bcere0011_44930 [Bacillu...    41   0.087 
ref|ZP_06860143.1| acetyltransferase, gnat family protein [Citro...    41   0.088 
ref|ZP_01622046.1| hypothetical protein L8106_22596 [Lyngbya sp....    41   0.088 
ref|NP_834464.1| acetyltransferase [Bacillus cereus ATCC 14579] ...    41   0.088 
ref|ZP_04194030.1| hypothetical protein bcere0027_44300 [Bacillu...    41   0.090 
ref|YP_001815262.1| ribosomal-protein-alanine acetyltransferase ...    40   0.090 
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ref|YP_002967100.1| putative acetyltransferase [Methylobacterium...    40   0.093 
ref|YP_079508.1| putative N-acetyltransferase [Bacillus lichenif...    40   0.094 
ref|YP_001445734.1| hypothetical protein VIBHAR_02546 [Vibrio ha...    40   0.094 
ref|ZP_04122658.1| hypothetical protein bthur0005_44820 [Bacillu...    40   0.098 
ref|ZP_04308421.1| hypothetical protein bcere0005_44320 [Bacillu...    40   0.11  
ref|ZP_04320007.1| hypothetical protein bcere0002_47020 [Bacillu...    40   0.11  
ref|ZP_03230810.1| acetyltransferase, gnat family [Bacillus cere...    40   0.11  
gb|ABA47270.1| phosphinothricin N-acetyltransferase [Pseudomonas...    40   0.11  
ref|YP_645273.1| CoA-binding protein [Rubrobacter xylanophilus D...    40   0.11  
ref|ZP_04205474.1| hypothetical protein bcere0025_44320 [Bacillu...    40   0.11  
ref|ZP_04117060.1| hypothetical protein bthur0006_44090 [Bacillu...    40   0.11  
ref|ZP_05492640.1| GCN5-related N-acetyltransferase [Thermoanaer...    40   0.11  
ref|XP_001246318.1| hypothetical protein CIMG_00089 [Coccidioide...    40   0.11  
ref|YP_003901482.1| ribosomal-protein-alanine acetyltransferase ...    40   0.12  
ref|ZP_04214509.1| hypothetical protein bcere0023_46470 [Bacillu...    40   0.12  
gb|EGC44325.1| conserved hypothetical protein [Ajellomyces capsu...    40   0.12  
ref|YP_002940564.1| GCN5-related N-acetyltransferase [Kosmotoga ...    40   0.12  
ref|YP_928642.1| GCN5-related N-acetyltransferase [Shewanella am...    40   0.12  
ref|ZP_08168265.1| acetyltransferase, GNAT family [Turicibacter ...    40   0.12  
gb|EEH09853.1| conserved hypothetical protein [Ajellomyces capsu...    40   0.12  
ref|ZP_07665673.1| ribosomal-protein-alanine acetyltransferase [...    40   0.12  
ref|YP_002940792.1| GCN5-related N-acetyltransferase [Kosmotoga ...    40   0.12  
ref|YP_003676537.1| GCN5-related N-acetyltransferase [Thermoanae...    40   0.12  
ref|ZP_06622285.1| acetyltransferase, GNAT family [Turicibacter ...    40   0.13  
ref|ZP_03702661.1| GCN5-related N-acetyltransferase [Flavobacter...    40   0.13  
ref|YP_003405120.1| ribosomal-protein-alanine acetyltransferase ...    40   0.13  
dbj|BAG24087.1| phosphinothricin N-acetyltransferase [Pseudomona...    40   0.13  
ref|ZP_07290419.1| phosphinothricin N-acetyltransferase [Strepto...    40   0.13  
ref|NP_981206.1| acetyltransferase [Bacillus cereus ATCC 10987] ...    40   0.13  
ref|XP_002844551.1| conserved hypothetical protein [Arthroderma ...    40   0.14  
ref|YP_317104.1| GCN5-related N-acetyltransferase [Nitrobacter w...    40   0.14  
ref|YP_251248.1| putative acetyltransferase [Corynebacterium jei...    40   0.14  
ref|NP_354328.2| acetyltransferase [Agrobacterium tumefaciens st...    40   0.15  
ref|ZP_06964844.1| GCN5-related N-acetyltransferase [Ktedonobact...    40   0.15  
ref|ZP_03942033.1| acetyltransferase [Lactobacillus buchneri ATC...    40   0.15  
ref|YP_001972175.1| hypothetical protein Smlt2386 [Stenotrophomo...    40   0.15  
ref|ZP_03939126.1| acetyltransferase [Lactobacillus brevis subsp...    40   0.15  
ref|YP_283420.1| GCN5-related N-acetyltransferase [Dechloromonas...    40   0.16  
ref|ZP_03955019.1| acetyltransferase [Lactobacillus hilgardii AT...    40   0.16  
ref|ZP_08098391.1| putative acetyltransferase [Vibrio brasiliens...    40   0.17  
ref|ZP_06177647.1| conserved hypothetical protein [Vibrio harvey...    40   0.17  
ref|YP_003958986.1| ribosomal-protein-alanine acetyltransferase ...    40   0.17  
ref|YP_002805376.1| acetyltransferase [Clostridium botulinum A2 ...    40   0.18  
ref|YP_004114156.1| GCN5-like N-acetyltransferase [Pantoea sp. A...    40   0.18  
ref|YP_001267788.1| GCN5-related N-acetyltransferase [Pseudomona...    40   0.19  
ref|ZP_06190054.1| GCN5-related N-acetyltransferase [Serratia od...    40   0.19  
ref|ZP_04599568.1| hypothetical protein VEIDISOL_01005 [Veillone...    40   0.20  
dbj|BAI77986.1| phosphinothricin N-acetyltransferase [Pseudomona...    40   0.20  
ref|ZP_05296504.1| hypothetical protein LmonocyFSL_15566 [Lister...    39   0.20  
ref|YP_001547447.1| GCN5-related N-acetyltransferase [Herpetosip...    39   0.20  
ref|YP_003647086.1| glycoside hydrolase family 38 [Tsukamurella ...    39   0.22  
ref|YP_002479907.1| GCN5-related N-acetyltransferase [Desulfovib...    39   0.22  
ref|NP_745432.1| acetyltransferase [Pseudomonas putida KT2440] >...    39   0.22  
ref|YP_001833465.1| GCN5-related N-acetyltransferase [Beijerinck...    39   0.22  
ref|YP_003750846.1| hypothethical protein, acyl-CoA N-acyltransf...    39   0.23  
ref|ZP_08212291.1| GCN5-related N-acetyltransferase [Thermoanaer...    39   0.24  
ref|ZP_01740397.1| GCN5-related N-acetyltransferase [Rhodobacter...    39   0.25  
ref|YP_273193.1| acetyltransferase [Pseudomonas syringae pv. pha...    39   0.25  
ref|YP_001030055.1| hypothetical protein Mlab_0614 [Methanocorpu...    39   0.26  
gb|AAU82639.1| probable acetyltransferase [uncultured archaeon G...    39   0.27  
ref|ZP_05845618.1| acetyltransferase [Corynebacterium jeikeium A...    39   0.27  
ref|ZP_06976320.1| acetyltransferase [Gardnerella vaginalis 5-1]...    39   0.28  
ref|ZP_01616171.1| hypothetical protein GP2143_04500 [marine gam...    39   0.29  
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ref|YP_001435167.1| ribosomal-protein-alanine acetyltransferase ...    39   0.29  
ref|ZP_07469914.1| acetyltransferase [Corynebacterium accolens A...    39   0.29  
ref|YP_004093376.1| ribosomal-protein-alanine acetyltransferase ...    39   0.29  
ref|NP_558835.1| N-acyltransferase [Pyrobaculum aerophilum str. ...    39   0.29  
ref|YP_001191493.1| GCN5-related N-acetyltransferase [Metallosph...    39   0.30  
ref|YP_003938802.1| ribosomal-protein-alanine N-acetyltransferas...    39   0.30  
ref|XP_001542255.1| predicted protein [Ajellomyces capsulatus NA...    39   0.31  
ref|YP_003119106.1| GCN5-related N-acetyltransferase [Catenulisp...    39   0.31  
gb|EGC23553.1| acetyltransferase [Streptococcus sanguinis SK353]       39   0.31  
ref|YP_001578082.1| GCN5-related N-acetyltransferase [Lactobacil...    39   0.32  
ref|ZP_04559314.1| conserved hypothetical protein [Citrobacter s...    39   0.32  
ref|ZP_03932074.1| histone acetyltransferase HPA2 family protein...    39   0.33  
ref|YP_575960.1| GCN5-related N-acetyltransferase [Nitrobacter h...    39   0.33  
gb|EGC25902.1| acetyltransferase [Streptococcus sanguinis SK405]...    39   0.33  
ref|ZP_00788288.1| acetyltransferase, GNAT family [Streptococcus...    39   0.33  
ref|ZP_02182565.1| GCN5-related N-acetyltransferase [Flavobacter...    39   0.35  
ref|XP_001374182.1| PREDICTED: hypothetical protein [Monodelphis...    39   0.37  
ref|ZP_00208304.1| COG1670: Acetyltransferases, including N-acet...    39   0.37  
ref|ZP_01364096.1| hypothetical protein PaerPA_01001200 [Pseudom...    39   0.38  
ref|YP_002935498.1| acetyltransferase [Eubacterium eligens ATCC ...    39   0.38  
ref|YP_003382392.1| GCN5-related N-acetyltransferase [Kribbella ...    39   0.39  
ref|YP_136761.1| acetyltransferase [Haloarcula marismortui ATCC ...    39   0.39  
ref|YP_001538076.1| thioester reductase domain-containing protei...    39   0.40  
ref|YP_003683239.1| GCN5-related N-acetyltransferase [Nocardiops...    39   0.41  
ref|ZP_05663843.1| conserved hypothetical protein [Enterococcus ...    39   0.42  
ref|YP_003680354.1| GCN5-related N-acetyltransferase [Nocardiops...    39   0.43  
ref|YP_001863614.1| aminotransferase class-III [Burkholderia phy...    39   0.44  
ref|YP_003297965.1| GCN5-related N-acetyltransferase [Thermomono...    39   0.45  
ref|YP_002882859.1| GCN5-related protein N-acetyltransferase [Be...    38   0.45  
ref|ZP_05752266.1| phosphinothricin N-acetyltransferase [Lactoba...    38   0.46  
gb|EEQ90903.1| GNAT family N-acetyltransferase [Ajellomyces derm...    38   0.46  
ref|YP_001013176.1| acetyltransferase [Hyperthermus butylicus DS...    38   0.46  
ref|YP_001645660.1| GCN5-related N-acetyltransferase [Bacillus w...    38   0.46  
ref|YP_558760.1| putative phosphinothricin N-acetyltransferase [...    38   0.47  
ref|YP_001152298.1| ribosomal-protein-alanine acetyltransferase ...    38   0.48  
ref|YP_004170058.1| GCN5-like N-acetyltransferase [Deinococcus m...    38   0.48  
ref|YP_079920.1| GCN5-related N-acetyltransferase [Bacillus lich...    38   0.48  
ref|YP_004288199.1| acetyltransferase [Streptococcus gallolyticu...    38   0.49  
ref|YP_003430715.1| acetyltransferase, GNAT family [Streptococcu...    38   0.50  
ref|YP_171992.1| putative acetyltransferase [Synechococcus elong...    38   0.52  
ref|YP_920983.1| GCN5-related N-acetyltransferase [Thermofilum p...    38   0.52  
ref|ZP_03646501.1| ribosomal-protein-alanine N-acetyltransferase...    38   0.54  
ref|ZP_01984676.1| hypothetical acetyltransferase YafP [Vibrio h...    38   0.54  
ref|YP_330531.1| acetyltransferase [Streptococcus agalactiae A90...    38   0.54  
ref|ZP_07835149.1| GCN5-related N-acetyltransferase [Thermaeroba...    38   0.55  
ref|NP_386563.2| hypothetical protein SMc01824 [Sinorhizobium me...    38   0.55  
ref|ZP_04932411.1| hypothetical protein PACG_05270 [Pseudomonas ...    38   0.55  
ref|ZP_02445001.1| hypothetical protein ANACOL_04336 [Anaerotrun...    38   0.57  
ref|ZP_03743073.1| hypothetical protein BIFPSEUDO_03658 [Bifidob...    38   0.59  
ref|ZP_05913840.1| N-acetyltransferase [Brevibacterium linens BL2]     38   0.60  
ref|ZP_08017910.1| ribosomal-protein-alanine acetyltransferase [...    38   0.61  
emb|CBJ28808.1| ribosomal-protein-alanine acetyltransferase-like...    38   0.63  
ref|YP_003971182.1| ribosomal-protein-S18-alanine acetyltransfer...    38   0.64  
ref|ZP_02929682.1| hypothetical protein VspiD_23575 [Verrucomicr...    38   0.64  
ref|YP_003868969.1| Histone acetyltransferase HPA2-like protein ...    38   0.68  
ref|ZP_05784651.1| acetyltransferase, gnat family [Silicibacter ...    38   0.69  
ref|ZP_02194079.1| putative acetyltransferase [Vibrio sp. AND4] ...    38   0.69  
ref|NP_688964.1| acetyltransferase [Streptococcus agalactiae 260...    38   0.69  
ref|YP_347744.1| hypothetical protein Pfl01_2012 [Pseudomonas fl...    38   0.69  
ref|ZP_07464734.1| GNAT family acetyltransferase [Streptococcus ...    38   0.75  
ref|YP_384797.1| SSU ribosomal protein S18P alanine acetyltransf...    37   0.77  
ref|XP_001356126.2| GA16428 [Drosophila pseudoobscura pseudoobsc...    37   0.79  
ref|YP_003906914.1| phosphinothricin acetyltransferase [Burkhold...    37   0.81  
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ref|ZP_06700579.1| phosphinothricin N-acetyltransferase [Enteroc...    37   0.82  
ref|ZP_06474333.1| mycothiol biosynthesis acetyltransferase [Fra...    37   0.82  
ref|ZP_05965160.1| putative phosphinothricin N-acetyltransferase...    37   0.82  
ref|XP_002021961.1| GL14242 [Drosophila persimilis] >gi|19410385...    37   0.83  
ref|ZP_03978230.1| phosphinothricin N-acetyltransferase [Coryneb...    37   0.84  
ref|XP_001355453.2| GA10986 [Drosophila pseudoobscura pseudoobsc...    37   0.86  
ref|ZP_01066033.1| Histone acetyltransferase HPA2 and related ac...    37   0.87  
ref|YP_658242.1| protein N-acetyltransferase-like protein [Haloq...    37   0.88  
ref|ZP_00785850.1| acetyltransferase, GNAT family [Streptococcus...    37   0.92  
ref|ZP_05666635.1| phosphinothricin N-acetyltransferase [Enteroc...    37   0.93  
ref|ZP_05749879.1| probable phosphinothricin acetyltransferase p...    37   0.94  
ref|YP_003176066.1| GCN5-related N-acetyltransferase [Halomicrob...    37   0.95  
ref|XP_001374166.1| PREDICTED: similar to putative N-acetyltrans...    37   0.95  
ref|YP_002633376.1| putative N-acetyltransferase [Staphylococcus...    37   0.98  
ref|ZP_07721400.1| acetyltransferase, GNAT family [Algoriphagus ...    37   0.98  
gb|EFR90833.1| gnat family acetyltransferase [Listeria innocua F...    37   0.98  
dbj|BAJ27343.1| putative acetyltransferase [Kitasatospora setae ...    37   0.98  
ref|YP_001084545.1| putative antibiotic resistance [Acinetobacte...    37   0.99  
 
>ref|ZP_07302142.1| phosphinothricin-N-acetyltransferase [Streptomyces 
           viridochromogenes DSM 40736] 
 sp|Q57146.1|PAT_STRVR RecName: Full=Phosphinothricin N-acetyltransferase; Short=PPT 
           N-acetyltransferase; AltName: 
           Full=Phosphinothricin-resistance protein 
 gb|AAA72709.1| phosphinothricin-N-acetyltransferase [Streptomyces 
           viridochromogenes] 
 emb|CAA46314.1| phosphinothricin acetyl transferase [Streptomyces 
           viridochromogenes] 
 gb|AAS78932.1| PAT [Binary Vector pORE_E1] 
 gb|AAS78938.1| PAT [Binary Vector pORE_E3] 
 gb|AAS78950.1| PAT [Binary Vector pORE_O1] 
 gb|AAS78956.1| PAT [Binary Vector pORE_O3] 
 gb|AAS78962.1| PAT [Binary Vector pORE_O5] 
 gb|AAS78982.1| PAT [Binary Vector pORE_R5] 
 gb|AAU00088.1| phosphinothricin N-acetyltransferase [Streptomyces 
           viridochromogenes] 
 gb|ABA55627.1| phosphinothricin acetyltransferase [synthetic construct] 
 gb|ACL35314.1| phosphinothricin acetyltransferase [Binary vector pWY109] 
 gb|EFL30511.1| phosphinothricin-N-acetyltransferase [Streptomyces 
           viridochromogenes DSM 40736] 
          Length = 183 
 
 Score =  378 bits (971), Expect = e-103,   Method: Compositional matrix adjust. 
 Identities = 183/183 (100%), Positives = 183/183 (100%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
Sbjct: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
Sbjct: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
           SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
Sbjct: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
 
Query: 181 TQI 183 
           TQI 
Sbjct: 181 TQI 183 
 
 
>gb|AAF15587.1|AF187951_1 promotes resistance to glutamine synthetase inhibitors 
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           [Activation-tagging vector pSKI015] 
 gb|ABF81836.1| phosphinothricin acetyltransferase [Activation-tagging vector 
           pEnLox] 
          Length = 183 
 
 Score =  301 bits (770), Expect = 4e-80,   Method: Compositional matrix adjust. 
 Identities = 144/168 (85%), Positives = 151/168 (89%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MSPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL 
Sbjct: 1   MSPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK 
Sbjct: 61  VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           SVVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168 
 
 
>sp|P16426.1|PAT_STRHY RecName: Full=Phosphinothricin N-acetyltransferase; Short=PPT 
           N-acetyltransferase; AltName: 
           Full=Phosphinothricin-resistance protein 
 gb|AAF62892.1|AF218816_2 basta resistance protein [Cloning vector pEGAD] 
 gb|AAL30502.1|AF404854_1 phosphinothricin acetyltransferase [Binary vector pJawohl3-
RNAi] 
 emb|CAA35093.1| unnamed protein product [Streptomyces hygroscopicus] 
 emb|CAA29262.1| unnamed protein product [Streptomyces hygroscopicus] 
 gb|AAB81249.1| phosphinothricin acetyl transferase [synthetic construct] 
 emb|CAA77216.1| phosmothicin acetyl transferase [Cloning vector pSLJ8313] 
 gb|AAM19766.1| phosphinothricin N-acetyltransferase [Cloning Vector pBANF-bar] 
 gb|AAP78910.1| phosphinothricin acetyl transferase [Binary vector pFGC5941] 
 gb|AAR14725.1| Basta resistance protein [Binary vector pAMPAT-MCS] 
 gb|AAS13537.1| pat [Plant binary vector pXCS-HAStrep] 
 gb|AAS16457.1| phosphinotricine acetyltransferase [synthetic construct] 
 gb|AAS75426.1| BAR [Cloning vector pAGRIKOLA] 
 gb|AAS79014.1| phosphinothricin acetyl transferase [Cloning vector pMCG161] 
 gb|AAV97914.1| bar [Phosphinothricin resistance plant expression vector pSAT6-bar] 
 gb|AAW52572.1| phosphinothricin acetyltransferase [Cloning vector p713-905] 
 gb|AAW52576.1| phosphinothricin acetyltransferase [Cloning vector p713-947] 
 gb|AAW52580.1| phosphinothricin acetyltransferase [Cloning vector p713-1511] 
 gb|AAX18425.1| basta resistance protein [T-DNA vector pDs-Lox] 
 gb|AAX97760.1| phosphinothricin acetyl transferase [Binary vector pPZP 35S 
           hRluc-attR] 
 gb|AAX97765.1| phosphinothricin acetyl transferase [Binary vector pPZP 35S 
           attR-hRluc] 
 gb|AAY25358.1| Bar [Cloning vector pSAT1A-ocsAocsP-bar-ocsT] 
 gb|AAY25387.1| Bar [Cloning vector pRCS2-ocs-bar] 
 gb|AAY66999.1| phosphinothricin acetyltransferase [Cloning vector p713-1160] 
 gb|AAY79158.1| BASTA resistance protein [Cloning vector pRGK335] 
 gb|AAY79160.1| BASTA resistance protein [Cloning vector pRGK336] 
 gb|AAY82474.1| phosphinothricin acetyltransferase [Cloning vector pRD29A-GFP] 
 gb|AAY82478.1| phosphinothricin acetyltransferase [Cloning vector pRD29A-GUS] 
 gb|ABB17281.1| phosphinothricin acetyl transferase [Gateway vector pFSPGW] 
 gb|ABB17284.1| phosphinothricin acetyl transferase [Gateway vector pFGCGW] 
 gb|ABB59951.1| phosphinothricin acetyltransferase [Gene trapping Ds/T-DNA vector 
           pUR224NA] 
 gb|ABB59957.1| phosphinothricin acetyltransferase [Gene trapping Ds/T-DNA vector 
           pUR224NB] 
 gb|ABB59963.1| phosphinothricin acetyltransferase [Gene trapping Ds/T-DNA vector 
           pNU393A1] 
 gb|ABB59969.1| phosphinothricin acetyltransferase [Gene trapping Ds/T-DNA vector 
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           pNU393B2] 
 gb|ABB59975.1| phosphinothricin acetyltransferase [Gene trapping Ds/T-DNA vector 
           pNU435] 
 gb|ABD16409.1| Phosphinothricin acetyltransferase [Gateway adapted binary vector 
           pFYTAG] 
 gb|ABD16425.1| phosphinothricin acetyltransferase [Binary vector pFYFPBT] 
 dbj|BAE93936.1| phosphinothricin acetyltransferase [Cloning vector pBARST] 
 gb|ABG75720.1| BASTA resistance protein [Cloning vector pRGK 366] 
 gb|ABG75723.1| BASTA resistance protein [Cloning vector pRGK 367] 
 emb|CAL26911.1| phospinothricin N-acetyltransferase [Cloning vector pGWLuc] 
 gb|ABI30074.1| BAR [Binary vector pMOA36] 
 gb|ABI64009.1| phosphinothrich acetyltransferase [Gene trapping Ds/T-DNA vector 
           pDsG8] 
 gb|ABO10008.1| phosphinothricin acetyl transferase [Binary gene-trap vector piGL] 
 gb|ABQ10904.1| phosphinothricin acetyl transferase [Expression vector p7NBT] 
 gb|ABR28048.1| bar [Transformation vector pYW100b] 
 gb|ABR28050.1| bar [Transformation vector pYW200] 
 gb|ABR28052.1| bar [Transformation vector pYW210] 
 gb|ABR28054.1| bar [Transformation vector pYW220] 
 gb|ABR28056.1| bar [Transformation vector pYW230] 
 gb|ABR28058.1| bar [Transformation vector pYW300] 
 gb|ABR28060.1| bar [Transformation vector pYW301] 
 gb|ABR28062.1| bar [Transformation vector pYW310] 
 gb|ABY41251.1| phosphinothricin acetyl transferase [Transformation vector pC23LB] 
 gb|ACO48268.1| basta resistance protein [Cloning vector pNIGEL07] 
 gb|ACO48277.1| basta resistance protein [Cloning vector pNIGEL09] 
 gb|ACO48279.1| basta resistance protein [Cloning vector pNIGEL11] 
 gb|ACO48281.1| basta resistance protein [Cloning vector pNIGEL13] 
 gb|ACO48284.1| basta resistance protein [Cloning vector pNIGEL15] 
 gb|ACO48287.1| basta resistance protein [Cloning vector pNIGEL16] 
 gb|ACO56767.1| phosphinothricin acetyltransferase [Vector miniTn7-bar] 
 gb|ACX31714.1| bialiphos resistance protein [Vector pwFRT-PCS12-bar] 
 dbj|BAI67366.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB601] 
 dbj|BAI67369.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB602] 
 dbj|BAI67372.1| phosphinothricin acetyltransferase [Gateway binary vector 
           pGWB602omega] 
 dbj|BAI67376.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB604] 
 dbj|BAI67380.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB605] 
 dbj|BAI67383.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB606] 
 dbj|BAI67386.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB607] 
 dbj|BAI67389.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB608] 
 dbj|BAI67392.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB609] 
 dbj|BAI67395.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB610] 
 dbj|BAI67398.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB611] 
 dbj|BAI67401.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB612] 
 dbj|BAI67404.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB613] 
 dbj|BAI67407.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB614] 
 dbj|BAI67410.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB615] 
 dbj|BAI67413.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB616] 
 dbj|BAI67416.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB617] 
 dbj|BAI67419.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB618] 
 dbj|BAI67422.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB619] 
 dbj|BAI67425.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB620] 
 dbj|BAI67428.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB621] 
 dbj|BAI67431.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB622] 
 dbj|BAI67434.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB623] 
 dbj|BAI67437.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB624] 
 dbj|BAI67440.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB625] 
 dbj|BAI67443.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB626] 
 dbj|BAI67446.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB627] 
 dbj|BAI67449.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB628] 
 dbj|BAI67452.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB629] 
 dbj|BAI67456.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB633] 
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 dbj|BAI67460.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB635] 
 dbj|BAI67463.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB640] 
 dbj|BAI67466.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB641] 
 dbj|BAI67469.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB642] 
 dbj|BAI67472.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB643] 
 dbj|BAI67475.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB644] 
 dbj|BAI67478.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB645] 
 dbj|BAI67482.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB650] 
 dbj|BAI67486.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB651] 
 dbj|BAI67489.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB652] 
 dbj|BAI67493.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB653] 
 dbj|BAI67497.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB654] 
 dbj|BAI67500.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB655] 
 dbj|BAI67504.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB659] 
 dbj|BAI67508.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB660] 
 dbj|BAI67511.1| phosphinothricin acetyltransferase [Gateway binary vector pGWB661] 
 dbj|BAI67514.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB601] 
 dbj|BAI67518.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB604] 
 dbj|BAI67521.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB607] 
 dbj|BAI67524.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB610] 
 dbj|BAI67527.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB613] 
 dbj|BAI67530.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB616] 
 dbj|BAI67533.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB619] 
 dbj|BAI67536.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB622] 
 dbj|BAI67539.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB625] 
 dbj|BAI67542.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB628] 
 dbj|BAI67546.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB633] 
 dbj|BAI67550.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB635] 
 dbj|BAI67553.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB640] 
 dbj|BAI67556.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB643] 
 dbj|BAI67560.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB650] 
 dbj|BAI67564.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB653] 
 dbj|BAI67568.1| phosphinothricin acetyltransferase [Gateway binary vector 
           R4pGWB659] 
 gb|ADM88584.1| phosphinothricin N-acetyltransferase [Plant binary vector 
           pXNS1pat-Strep] 
 gb|ADM88586.1| phosphinothricin N-acetyltransferase [Plant binary vector 
           pXNS2pat-Strep] 
 gb|ADM88588.1| phosphinothricin N-acetyltransferase [Plant binary vector 
           pXS1pat-Strep] 
 gb|ADM88590.1| phosphinothricin N-acetyltransferase [Plant binary vector 
           pXS2pat-Strep] 
 gb|ADR00304.1| glufosinate tolerance (bar) protein [Cloning vector pSIM1] 
 gb|ADR00309.1| glufosinate tolerance (bar) protein [Cloning vector pSIM3] 
 emb|CBX26422.1| phosphinotricin acetyltransferase [Binary vector pAMARENA] 
 gb|ADW78953.1| phosphinothricin acetyltransferase [Cloning vector pVC4-bar] 
          Length = 183 
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 Score =  300 bits (769), Expect = 4e-80,   Method: Compositional matrix adjust. 
 Identities = 144/168 (85%), Positives = 151/168 (89%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MSPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL 
Sbjct: 1   MSPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK 
Sbjct: 61  VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           SVVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168 
 
 
>gb|ABU39932.1| bialaphos/phosphinothricin resistance protein [Cloning vector 
           pGreenII 0229] 
 gb|ABU39934.1| bialaphos/phosphinothricin resistance protein [Cloning vector 
           pGreenII 0229 62-SK] 
 emb|CAQ68376.1| bialaphos/phosphinothricin resistance protein [Cloning vector 
           pDEX00] 
 emb|CAQ68377.1| bialaphos/phosphinothricin resistance protein [Cloning vector 
           pG001] 
 emb|CAQ68382.1| bialaphos/phosphinothricin resistance protein [Cloning vector 
           pG002] 
 emb|CAQ68387.1| bialaphos/phosphinothricin resistance protein [Cloning vector 
           pG004] 
 emb|CAZ61330.1| PAT protein [Cloning vector pG003] 
          Length = 183 
 
 Score =  299 bits (766), Expect = 8e-80,   Method: Compositional matrix adjust. 
 Identities = 143/168 (85%), Positives = 151/168 (89%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MSPERRP +IR AT ADM AVC IVNHYI+TSTVNFRTEPQ PQEW DDL RL++RYPWL 
Sbjct: 1   MSPERRPADIRRATEADMPAVCTIVNHYIQTSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK 
Sbjct: 61  VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           SVVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168 
 
 
>gb|ADN51987.1| phosphinothricin acetyltransferase [Binary vector pBI121-ELEMENTS] 
          Length = 183 
 
 Score =  299 bits (766), Expect = 9e-80,   Method: Compositional matrix adjust. 
 Identities = 143/168 (85%), Positives = 151/168 (89%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M+PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL 
Sbjct: 1   MNPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK 
Sbjct: 61  VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
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           SVVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168 
 
 
>gb|ABB52512.1| editing-dependent chimeric phosphinothricin acetyltransferase 
           [synthetic construct] 
          Length = 187 
 
 Score =  299 bits (765), Expect = 1e-79,   Method: Compositional matrix adjust. 
 Identities = 143/167 (85%), Positives = 150/167 (89%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV 
Sbjct: 6   SPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWLV 65 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFKS 
Sbjct: 66  AEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFKS 125 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 126 VVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 172 
 
 
>gb|ABB52513.1| phosphinothricin acetyltransferase [synthetic construct] 
          Length = 197 
 
 Score =  299 bits (765), Expect = 1e-79,   Method: Compositional matrix adjust. 
 Identities = 143/167 (85%), Positives = 150/167 (89%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV 
Sbjct: 16  SPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWLV 75 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFKS 
Sbjct: 76  AEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFKS 135 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 136 VVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 182 
 
 
>gb|ADF81054.1| phosphinothricin acetyltransferase [Tobacco plastid transformation 
           vector pSS33] 
 gb|ADF81056.1| phosphinothricin acetyltransferase [Tobacco plastid transformation 
           vector pSS42] 
          Length = 188 
 
 Score =  299 bits (765), Expect = 1e-79,   Method: Compositional matrix adjust. 
 Identities = 143/167 (85%), Positives = 150/167 (89%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV 
Sbjct: 7   SPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWLV 66 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFKS 
Sbjct: 67  AEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFKS 126 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 127 VVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 173 
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>gb|AAR86773.1| phosphinothricin acetyl transferase [synthetic construct] 
          Length = 183 
 
 Score =  299 bits (765), Expect = 1e-79,   Method: Compositional matrix adjust. 
 Identities = 143/168 (85%), Positives = 150/168 (89%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL 
Sbjct: 1   MDPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK 
Sbjct: 61  VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           SVVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168 
 
 
>gb|AAO85360.1| phosphinothricin acetyl transferase [Binary vector pLH7000] 
 gb|AAO85365.1| phosphinothricin acetyl transferase [Binary vector pLH7500] 
          Length = 183 
 
 Score =  298 bits (764), Expect = 2e-79,   Method: Compositional matrix adjust. 
 Identities = 143/168 (85%), Positives = 150/168 (89%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL 
Sbjct: 1   MGPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK 
Sbjct: 61  VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           SVVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168 
 
 
>gb|AAK21981.1| phosphinothricin acetyltransferase [synthetic construct] 
          Length = 184 
 
 Score =  298 bits (763), Expect = 2e-79,   Method: Compositional matrix adjust. 
 Identities = 143/167 (85%), Positives = 150/167 (89%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV 
Sbjct: 3   SPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWLV 62 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFKS 
Sbjct: 63  AEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFKS 122 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 123 VVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 169 
 
 
>prf||1311256A gene bar,herbicide resistance 
          Length = 181 
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 Score =  296 bits (758), Expect = 7e-79,   Method: Compositional matrix adjust. 
 Identities = 142/166 (85%), Positives = 149/166 (89%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 62 
           PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLVA 
Sbjct: 1   PERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTEPQEPQEWTDDLVRLRERYPWLVA 60 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           EV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFKSV 
Sbjct: 61  EVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFKSV 120 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 121 VAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 166 
 
 
>gb|ABK32772.1| BastaR [Silencing vector pFE12860S] 
 gb|ABK32773.1| BastaR [Silencing vector pSE12860S] 
 gb|ABK32774.1| BastaR [Silencing vector p3UTR12850S] 
 gb|ABK41842.1| BastaR [Overexpression vector pFE12860OE] 
 gb|ABK41844.1| BastaR [Overexpression vector pLE12860OE] 
 gb|ABK41846.1| BastaR [Overexpression vector pFC12850OE] 
 gb|ABK41848.1| BastaR [Overexpression vector pFC12860OE] 
          Length = 182 
 
 Score =  287 bits (735), Expect = 4e-76,   Method: Compositional matrix adjust. 
 Identities = 140/168 (83%), Positives = 148/168 (88%), Gaps = 1/168 (0%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MSPERRP +IR AT ADM AVC IVNHYIETSTVNFRT  +  QEW DDL RL++RYPWL 
Sbjct: 1   MSPERRPADIRRATEADMPAVCTIVNHYIETSTVNFRTS-RRKQEWTDDLVRLRERYPWL 59 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK 
Sbjct: 60  VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 119 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           SVVAVIGLPNDPSVR+HEALGY  RG LRAAG+KHG WHDVGFWQ DF 
Sbjct: 120 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 167 
 
 
>gb|ABA55625.1| phosphinothricin acetyltransferase [synthetic construct] 
          Length = 109 
 
 Score =  228 bits (580), Expect = 3e-58,   Method: Compositional matrix adjust. 
 Identities = 109/109 (100%), Positives = 109/109 (100%) 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
Sbjct: 1   GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 60 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183 
           RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
Sbjct: 61  RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 109 
 
 
>ref|YP_001156945.1| GCN5-related N-acetyltransferase [Salinispora tropica CNB-440] 
 gb|ABP52567.1| GCN5-related N-acetyltransferase [Salinispora tropica CNB-440] 
          Length = 192 
 
 Score =  190 bits (482), Expect = 9e-47,   Method: Compositional matrix adjust. 
 Identities = 95/178 (53%), Positives = 117/178 (65%), Gaps = 1/178 (0%) 
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Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PV +R ATAAD  AV DIVNHYI T+T+N  TE +T Q+W  D  R ++RYPWLVA  +  
Sbjct: 4   PVTVREATAADWPAVTDIVNHYIATTTLNLHTEARTLQDWTADWTRYRERYPWLVATDDD 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G+AYAGPWKARNAYDW  E T YVS   +   +G  LY  LL  ++AQGF+S +AVI 
Sbjct: 64  RVVGVAYAGPWKARNAYDWCAEVTGYVSTDMRGRRVGHALYRSLLAVLDAQGFRSQIAVI 123 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           GLPNDPS   HE+ G+   GTL   G+K+G W DVGFWQR   +    P P+ P   + 
Sbjct: 124 GLPNDPSAGFHESFGFRHVGTLAGVGFKNGTWLDVGFWQRSAGDTSQAPDPLLPCADV 181 
 
 
>ref|YP_234588.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
 gb|AAY36550.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
          Length = 184 
 
 Score =  149 bits (376), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 74/174 (42%), Positives = 102/174 (58%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R A+  D AA+  I    +E + ++F  EP T +E    +E    +YP+LVAE EG V  
Sbjct: 7   VRSASPTDAAAIQGIYAPMVERTAISFELEPPTVEEMAHRIESTLSKYPYLVAEREGQVV 66 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA   + R AY W+V+ TVYV+ +  R G+   LY  L+  +E QGF +  A I LP 
Sbjct: 67  GYAYASQHRTREAYQWSVDVTVYVAPQAHRSGIARVLYARLIPILERQGFHTAYAGIALP 126 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183 
           N  SV LHEALG+   GT    G+KHG WHDVG+W++      PP P+ P +Q+ 
Sbjct: 127 NAGSVGLHEALGFEHLGTYTEVGFKHGKWHDVGYWRKRLNSATPPGPIVPFSQL 180 
 
 
>ref|YP_003776508.1| phosphinothricin N-acetyltransferase [Herbaspirillum seropedicae 
           SmR1] 
 gb|ADJ64600.1| phosphinothricin N-acetyltransferase (sortase) protein 
           [Herbaspirillum seropedicae SmR1] 
          Length = 167 
 
 Score =  144 bits (364), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 70/160 (43%), Positives = 94/160 (58%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPATAAD  A+C I NHY+ T+ ++F TEP + +  +  +  +Q ++PWLV E EG V  
Sbjct: 5   IRPATAADAPALCGIYNHYVATTAISFETEPVSEESMVARIAEVQAKFPWLVYEEEGQVL 64 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  WK R AY  +VES+VY+ H     G+G  LY  L   ++  G   V+  I  P 
Sbjct: 65  GYAYATQWKPRAAYRQSVESSVYLRHDAGGRGIGKRLYRQLFAELKPLGIHLVIGGIAQP 124 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N  SV LHE+LG+   G     GYK G W D+G+WQ   + 
Sbjct: 125 NAASVALHESLGFVKCGVFNEVGYKMGRWIDMGYWQLKLQ 164 
 
 
>ref|YP_327183.1| N-acetyltransferase [Natronomonas pharaonis DSM 2160] 
 emb|CAI49626.1| probable N-acetyltransferase [Natronomonas pharaonis DSM 2160] 
          Length = 206 
 
 Score =  143 bits (360), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 76/173 (43%), Positives = 99/173 (57%), Gaps = 3/173 (1%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R AT  D AA+ DI   YIE++   FR EP  P +  D+++  +  YPW VAE +G  
Sbjct: 18  VSLRVATTRDAAAIADIYRPYIESTAATFREEPLEPSDVADEID--EPTYPWFVAERDGR 75 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A+AG  + R AY W  E TVY+       G+GS LY  LL+++  QGF S   V+  
Sbjct: 76  VIGYAHAGELRKRAAYRWATELTVYLRESAHGAGVGSALYRLLLRTLARQGFVSAYGVVT 135 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
           LPN  SV LHE+LG+    T  A GYK GGWHDV +++R      PP P  P  
Sbjct: 136 LPNQSSVALHESLGFERNATFPAVGYKLGGWHDVAWYERQLR-ERPPEPSEPT 187 
 
 
>ref|ZP_08023172.1| phosphinothricin acetyltransferase, putative [Dietzia cinnamea P4] 
 gb|EFV92319.1| phosphinothricin acetyltransferase, putative [Dietzia cinnamea P4] 
          Length = 190 
 
 Score =  142 bits (357), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 77/171 (45%), Positives = 98/171 (57%), Gaps = 1/171 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPAT  D A   D+   Y+  +TV F  E  T  E+   + R  DRY WLVAE++G +A 
Sbjct: 2   IRPATIGDAAGCRDVYAPYVRETTVTFEDEVPTVDEFAARISRALDRYDWLVAELDGRIA 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYAGP K R AY W+ E +VYV    +  GLG   Y  L   +E  GF+ ++A+I LP 
Sbjct: 62  GYAYAGPVKERAAYAWSCEVSVYVDPDARGNGLGRAFYRELFTRLEGLGFRRMLAIITLP 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRP 179 
           N+PSV +H ALG+   G L   G+KHG W DV + Q D    PA P   RP 
Sbjct: 122 NEPSVGMHRALGFREAGRLERIGFKHGRWLDVTWMQADLGPDPASPPTARP 172 
 
 
>ref|NP_925472.1| phosphinothricin N-acetyltransferase [Gloeobacter violaceus PCC 
           7421] 
 dbj|BAC90467.1| phosphinothricin N-acetyltransferase [Gloeobacter violaceus PCC 
           7421] 
          Length = 212 
 
 Score =  137 bits (346), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 74/170 (43%), Positives = 94/170 (55%), Gaps = 2/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D  AV DI   ++  S V F  +P +  E    +    +RYPWLV      V  
Sbjct: 19  IRLADGTDAQAVLDIYTPFVSGSPVTFEVQPPSAAEMQRRIGSTIERYPWLVCASANRVL 78 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA   +AR AY W+V+ +VY+   H R G+   LYT L   +  QGF +V A I LP 
Sbjct: 79  GYAYASEHRARAAYGWSVDCSVYIDPHHSRRGMARGLYTSLFALLRLQGFFNVFAGITLP 138 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA--PPRPV 177 
           N  SV LHEA+G+ A GT RA G+K G WHDVG+WQ   + P   PP P+ 
Sbjct: 139 NAASVGLHEAMGFEAVGTYRAVGHKLGAWHDVGWWQLPLQAPLCDPPSPI 188 
 
 
>ref|YP_003130042.1| GCN5-related N-acetyltransferase [Halorhabdus utahensis DSM 
12940] 
 gb|ACV11309.1| GCN5-related N-acetyltransferase [Halorhabdus utahensis DSM 12940] 
          Length = 200 
 
 Score =  136 bits (343), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 74/174 (42%), Positives = 101/174 (58%), Gaps = 4/174 (2%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE--GV 67 
           +R AT AD  A+  I   Y+E++ + F TE  T +E  D +E+  + +PW+V E E  GV 
Sbjct: 5   LRIATPADGPAIRSIYAPYVESTAITFETEVPTTEEMTDQIEQTHEAFPWIVCETENEGV 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A A   +++ AY W VE TVYV    Q+ G+G+ LYT LL+++  QG+    A +  
Sbjct: 65  V-GYATASSLRSKAAYAWAVELTVYVDDDIQQSGVGTALYTSLLETLREQGYVDAYAAVT 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPV 180 
           LPN  SV LHE   +   GT  AAG+K G WHDV +W R   E PA P P  P+ 
Sbjct: 124 LPNSASVSLHENFAFEPVGTFPAAGHKQGSWHDVQWWHRQLGEHPADPEPPTPM 177 
 
 
>ref|ZP_06174053.1| hypothetical protein VME_04370 [Vibrio harveyi 1DA3] 
 gb|EEZ89675.1| hypothetical protein VME_04370 [Vibrio harveyi 1DA3] 
          Length = 164 
 
 Score =  135 bits (340), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 68/166 (40%), Positives = 103/166 (62%), Gaps = 5/166 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR     D+A + +I N+Y+E+++++F  EP   +  Q+ I+++  L    PWLVAEV 
Sbjct: 1   MEIREVKDTDLAQIVEIYNYYVESTSISFEEEPISVEVMQQRIEEV--LSLGLPWLVAEV 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G V G AYA  WK R+AY +TVE ++YV       G+GSTLY++LL ++  +  K+V+  
Sbjct: 59  DGQVLGYAYANRWKPRSAYRFTVEPSIYVKLGITSKGIGSTLYSYLLDNLREKQIKNVIG 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           VI LPN+ S+RLHE LG+   G     G K G    VG+WQ +  + 
Sbjct: 119 VITLPNESSIRLHERLGFKKVGEFPNIGLKFGEKKSVGYWQLELNV 164 
 
 
>ref|YP_001546382.1| GCN5-related N-acetyltransferase [Herpetosiphon aurantiacus ATCC 
           23779] 
 gb|ABX06254.1| GCN5-related N-acetyltransferase [Herpetosiphon aurantiacus ATCC 
           23779] 
          Length = 198 
 
 Score =  133 bits (334), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 74/176 (42%), Positives = 99/176 (56%), Gaps = 5/176 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV-AEVEGV 67 
           EIR AT AD  A+  I    +E + ++F  E  +  E    + +  + YPWLV  + + V 
Sbjct: 15  EIRVATVADAVAIQAIYAPIVEQTVISFEIETPSVAEMGQRIGKTLESYPWLVWCDEQAV 74 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA   + R AY W+V++TVYV++  QR G+G  LY  LL  +   G+ S  A I  
Sbjct: 75  VQGYAYASQHRTRAAYQWSVDTTVYVANTAQRQGVGRALYQQLLAILRGLGYYSAYAGIT 134 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL----PAPPRPVRP 179 
           LPN  SV LHEALG+T  G  R AG+KH  WHDVG+WQ   ++    P  PR   P 
Sbjct: 135 LPNVKSVGLHEALGFTPVGVYRQAGFKHERWHDVGWWQCQLQVGDQAPVAPRKFDP 190 
 
 
>ref|ZP_07277001.1| phosphinothricin N-acetyltransferase [Streptomyces sp. AA4] 
 gb|EFL05370.1| phosphinothricin N-acetyltransferase [Streptomyces sp. AA4] 
          Length = 179 
 
 Score =  131 bits (329), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 68/171 (39%), Positives = 94/171 (54%), Gaps = 5/171 (2%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D  A   I   Y+  +T++F TEP TP E    + +    Y WLV E++G V  
Sbjct: 9   IRAAEERDAEACAAIYAPYVRDTTISFETEPPTPTEMAARIAKATKSYAWLVLEMDGSVV 68 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY  P+K R AY W+ E +VY++   +R G G  LY  L   +  +GF+  VA +  P 
Sbjct: 69  GYAYGSPYKERAAYRWSCEVSVYLAQDRRRAGGGKALYEALFARLAERGFRMAVAGMTQP 128 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPPR 175 
           N+PSV LH+A+G+   GT R  G+KHG W DV + QR+      + P  PR 
Sbjct: 129 NEPSVGLHKAMGFELIGTWRRIGWKHGAWRDVTWMQRELVPASDDTPEEPR 179 
 
 
>ref|ZP_01235017.1| Phosphinothricin N-acetyltransferase, putative [Vibrio angustum 
           S14] 
 gb|EAS65221.1| Phosphinothricin N-acetyltransferase, putative [Vibrio angustum 
           S14] 
          Length = 166 
 
 Score =  130 bits (327), Expect = 7e-29,   Method: Compositional matrix adjust. 
 Identities = 63/163 (38%), Positives = 96/163 (58%), Gaps = 1/163 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEG 66 
           ++IR     D  A+  I N+Y+  + + F     T  +  + + ++QD  YPWLV E +G 
Sbjct: 1   MDIRTVNKDDAGAIAKIYNYYVNETIITFEETELTEDQMRERISKIQDTSYPWLVLEKDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA PW  ++AY +T EST+Y+S+++   G G  LY  LL  ++A G K+V+A+I 
Sbjct: 61  DIIGFAYASPWHTKSAYRYTAESTIYISNQNIGGGYGRALYQALLTQLKAIGIKNVMALI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            LPND SV L+EALG+   G     G+K   +  VG WQ +F+ 
Sbjct: 121 ALPNDASVLLNEALGFNLVGEYNNVGFKFDRFISVGCWQLEFK 163 
 
 
>ref|YP_675890.1| GCN5-related N-acetyltransferase [Mesorhizobium sp. BNC1] 
 gb|ABG64725.1| GCN5-related N-acetyltransferase [Chelativorans sp. BNC1] 
          Length = 186 
 
 Score =  129 bits (324), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 68/164 (41%), Positives = 97/164 (59%), Gaps = 3/164 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + IR A  AD+  +  I  H ++T T ++  EP + +E    +E L+ + YP+LVAE E  
Sbjct: 2   ISIRSAIPADLPFITSIYAHAVKTGTSSYELEPPSLEEMTSRMEALRSKEYPYLVAEEER 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAGP++ R AY + VE ++Y++   Q  G+G  L T L++     GF+ +VAVI 
Sbjct: 62  RVLGYAYAGPFRPRRAYRFMVEDSIYIAPDAQGRGMGRLLLTSLIEECRRLGFRQIVAVI 121 
 
Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             G P   SV+LHEALG+   G L A+GYKHG W D  F Q +  
Sbjct: 122 GDGSPQSASVKLHEALGFRHAGVLEASGYKHGRWLDTVFMQLEL 165 
 
 
>ref|YP_003479949.1| Phosphinothricin acetyltransferase [Natrialba magadii ATCC 43099] 
 gb|ADD05387.1| Phosphinothricin acetyltransferase [Natrialba magadii ATCC 43099] 
          Length = 198 
 
 Score =  128 bits (321), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 67/163 (41%), Positives = 89/163 (54%), Gaps = 2/163 (1%) 
 
Query: 23  DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE-VEGVVAGIAYAGPWKARN 81 
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           DI   +  +S V F   P T  E  D +E   ++YPWLVAE  +G V G AYAGP + R  
Sbjct: 18  DIYAPFCSSSAVTFEETPPTADEMADRIESTLEQYPWLVAESADGTVLGYAYAGPLRKRQ 77 
 
Query: 82  AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 141 
           AY W VE +VYV+   ++ G+G  LY  L   +E QGF    AV  LPN  +VR HE LG 
Sbjct: 78  AYQWVVELSVYVAADARQSGVGRALYESLFAILERQGFYDAYAVTTLPNPATVRFHERLG 137 
 
Query: 142 YTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           +         GY  G WHDV +W+R+  + P  P P+ P + + 
Sbjct: 138 FERFADFPRVGYTQGEWHDVRWWRREIADKPENPEPITPFSTV 180 
 
 
>ref|ZP_07864612.1| acetyltransferase, GNAT family [Streptococcus anginosus F0211] 
 gb|EFU22135.1| acetyltransferase, GNAT family [Streptococcus anginosus F0211] 
          Length = 180 
 
 Score =  128 bits (321), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 64/171 (37%), Positives = 96/171 (56%), Gaps = 2/171 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A   D  A+  I   Y+E + + F  +  + +E+ D +E+  +RYP+LVAE +G  
Sbjct: 1   MNIRLANKNDATALVAIYAPYVEKTAITFEYDIPSVEEFSDRIEKTLERYPYLVAEEDGA 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +  R AY+W VE +VYV+  ++  G+G  LY  L + +E QGF   +A I  
Sbjct: 61  ILGYAYASTYYGREAYNWAVELSVYVADENRGRGIGKQLYDKLEEILEQQGFVHFLACIA 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           LPND S+  H+  GY         GYK G WHD  + Q+  + PA  RP++ 
Sbjct: 121 LPNDASISFHKKRGYQQVAHFPKIGYKFGCWHDTVWLQKSLDKPA--RPIK 169 
 
 
>ref|ZP_00994644.1| GCN5-related N-acetyltransferase [Janibacter sp. HTCC2649] 
 gb|EAQ00898.1| GCN5-related N-acetyltransferase [Janibacter sp. HTCC2649] 
          Length = 164 
 
 Score =  128 bits (321), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 64/159 (40%), Positives = 88/159 (55%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 76 
           D A    I  HY+E ST  F     + +E    +   Q+R+ W+VAE  G + G AY GP 
Sbjct: 5   DAAGCAAIYGHYVEQSTATFEEAAPSAEEMAARIASAQERHAWIVAERGGTIVGYAYGGP 64 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           +KAR AY ++ E +VY+    +  GLG TLY  LL  ME+ G +     + +PND SV L 
Sbjct: 65  FKARAAYRYSCEVSVYLDAPARGGGLGRTLYAALLDRMESLGLRMACGGVTMPNDASVAL 124 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
           H A+G+   GT R  G+KHG W DV ++Q+      PPR 
Sbjct: 125 HLAMGFEEVGTYRQIGWKHGAWRDVTWFQKPLGGDGPPR 163 
 
 
>ref|YP_003536939.1| Phosphinothricin N-acetyltransferase [Haloferax volcanii DS2] 
 gb|ADE04346.1| Phosphinothricin N-acetyltransferase [Haloferax volcanii DS2] 
          Length = 199 
 
 Score =  127 bits (320), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 66/158 (41%), Positives = 93/158 (58%), Gaps = 1/158 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R AT +D+ A+ +I   ++E + ++F  +P +  +    LE+  D YPWLV E++G  
Sbjct: 3   VRLRAATPSDLPAIREIYAPFVENTAISFAYDPPSVADLETKLEQKTD-YPWLVCELDGE 61 
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Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           VAG AYAG  + R AY W VE+++YV    QR G+   LYT LL  +E QG+ S VAVI  
Sbjct: 62  VAGYAYAGAIRERIAYRWAVETSIYVRPEFQRRGVARGLYTALLDLLERQGYVSAVAVIT 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            PN  S+  HE+ G+   G     GYK   WHDV +W  
Sbjct: 122 TPNPASIAFHESFGFERVGRFERVGYKGDAWHDVEWWS 159 
 
 
>ref|ZP_08119923.1| phosphinothricin acetyltransferase [Pseudonocardia sp. P1] 
          Length = 173 
 
 Score =  127 bits (320), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 72/170 (42%), Positives = 94/170 (55%), Gaps = 1/170 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           ++IR ATA D  A   I   Y+  + V+F +EP  P E    +   Q+RY WLVA  + G 
Sbjct: 1   MQIRDATAEDADACAVIYAPYVRDTAVSFESEPPGPVEMAGRIAAAQERYVWLVAVTDDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AY  P+K R AY WT E +VY+    +  G G  LY  LL  + A G    VAV+ 
Sbjct: 61  DVLGYAYGAPFKPREAYRWTCEVSVYLHPEARGRGTGRALYEALLARLTACGLVVAVAVL 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
            LPN+ SV LH ALG+T  G  R  G+K G W DV +++RD   P+P  P 
Sbjct: 121 TLPNEASVALHRALGFTEVGVFRGVGWKLGAWRDVVWYRRDLADPSPQGP 170 
 
 
>ref|ZP_01869333.1| Phosphinothricin N-acetyltransferase, putative [Vibrio shilonii 
           AK1] 
 gb|EDL52078.1| Phosphinothricin N-acetyltransferase, putative [Vibrio shilonii 
           AK1] 
          Length = 162 
 
 Score =  127 bits (320), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 65/158 (41%), Positives = 89/158 (56%), Gaps = 1/158 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR     D  A+  I NHYI  ST  F   P T  +  + +  + D   PWLV E +G V 
Sbjct: 2   IRNVQETDSIAIARIYNHYIAHSTCTFEEHPVTDADMAERIRVVVDSALPWLVYEHQGQV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  YA  W AR+AY +TVES+VYV H     G+GS LY  L   ++ +G K++++VI L 
Sbjct: 62  VGYCYAKRWNARSAYRFTVESSVYVDHETPIKGVGSRLYDALFNDLQTRGVKNIMSVITL 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           PND SV+ H+ +G    G  +  G+K   W DVG+WQ+ 
Sbjct: 122 PNDASVKFHDKMGMQQVGHFKQIGFKFEQWLDVGYWQK 159 
 
 
>ref|YP_001198067.1| sortase and related acyltransferase [Streptococcus suis 05ZYH33] 
 ref|YP_001200261.1| sortase and related acyltransferase [Streptococcus suis 98HAH33] 
 ref|YP_003024648.1| putative acetyltransferase [Streptococcus suis SC84] 
 ref|YP_003026549.1| acetyltransferase [Streptococcus suis P1/7] 
 ref|YP_003028903.1| acetyltransferase [Streptococcus suis BM407] 
 gb|ABP89667.1| Sortase and related acyltransferase [Streptococcus suis 05ZYH33] 
 gb|ABP91861.1| Sortase and related acyltransferase [Streptococcus suis 98HAH33] 
 emb|CAZ51402.1| putative acetyltransferase [Streptococcus suis SC84] 
 emb|CAZ56031.1| putative acetyltransferase [Streptococcus suis BM407] 
 emb|CAR45419.1| putative acetyltransferase [Streptococcus suis P1/7] 
 gb|ADE31149.1| GCN5-related N-acetyltransferase [Streptococcus suis GZ1] 
 gb|ADV69875.1| sortase and related acyltransferase [Streptococcus suis JS14] 
          Length = 169 
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 Score =  127 bits (320), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 63/161 (39%), Positives = 92/161 (57%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D A +  I   Y+E + + F TE  T + +   +E+  +++P+LVA  EG  
Sbjct: 2   IDIRSARIEDAADLVAIYAPYVEKTAITFETEVPTVEAFASRIEKTLEKFPYLVAVEEGK 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDWTVE +VY+    +  G+G+ LY  L K + A+GFK+ +A I  
Sbjct: 62  VVGYAYASTYYARAAYDWTVELSVYIKQEARGKGIGTLLYNALEKDLTARGFKNFLACIA 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           LPN  S+ LHE  GY      +  GYK   WHD+ + Q+   
Sbjct: 122 LPNAASIALHEKRGYEQVAHFKKVGYKFDTWHDIVWLQKSL 162 
 
 
>ref|ZP_08069452.1| phosphinothricin acetyltransferase [Streptococcus vestibularis 
ATCC 
           49124] 
 gb|EFX96344.1| phosphinothricin acetyltransferase [Streptococcus vestibularis ATCC 
           49124] 
          Length = 177 
 
 Score =  127 bits (320), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 63/170 (37%), Positives = 97/170 (57%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           S E+  + IRPA+ +D  A+  I   Y+E +   F  E  + QE+   + +  ++YP+LV 
Sbjct: 3   SKEKMMLTIRPASLSDAQAIQAIYTPYVEKTAFTFEYEVPSVQEFEKRICKTLEKYPYLV 62 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AE  G V G AYA  + AR AYDWT E ++YV+   +  G+GS LYT L + ++A+G+   
Sbjct: 63  AEENGQVLGYAYASTYYARTAYDWTTELSIYVAKEARGQGIGSALYTALEEELQARGYLR 122 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
            +A I +PN+ S+ +HE  GY         GYK   WHD+ + Q+  + P 
Sbjct: 123 FLACIAVPNEASISMHEKRGYVQVAHFPKIGYKFNKWHDIVWMQKTIDGP 172 
 
 
>ref|YP_001261029.1| GCN5-like N-acetyltransferase [Sphingomonas wittichii RW1] 
 gb|ABQ66891.1| GCN5-related N-acetyltransferase [Sphingomonas wittichii RW1] 
          Length = 182 
 
 Score =  127 bits (320), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 70/162 (43%), Positives = 97/162 (59%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+ IR A  AD  A+  I  +Y+ T  + F  +P +  E    +  +   +P+LVAE++G 
Sbjct: 4   PLRIRAARPADAEAIAAIYAYYVLTGPITFEVDPPSAAEMARRMTDILPHHPYLVAELDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG AYA     R AY W VE+TVYV+    R G+G+ LY  L+ S+  QGF++V+  I 
Sbjct: 64  GIAGYAYATRLYERAAYRWAVEATVYVAPGSHRQGIGAALYRALIASLGEQGFRTVIGKI 123 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            LPN  SVRLHE+LG+   G L   G+K GGWHDVG +Q D  
Sbjct: 124 TLPNPASVRLHESLGFVCAGVLAKIGFKQGGWHDVGIYQLDL 165 
 
 
>ref|YP_820655.1| phosphinothricin acetyltransferase, putative [Streptococcus 
           thermophilus LMD-9] 
 gb|ABJ66459.1| Sortase or related acyltransferase [Streptococcus thermophilus 
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           LMD-9] 
          Length = 170 
 
 Score =  127 bits (319), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 66/171 (38%), Positives = 96/171 (56%), Gaps = 2/171 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IRPA  AD  A+  I   Y+E + + F  E  + QE+   +    +RYP+LVAE +G  
Sbjct: 2   ITIRPANLADAQAIQAIYAPYVEKTAITFEYEVPSVQEFEKRISNTIERYPYLVAEEDGQ 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA P+ AR AYDWT E ++Y++   +  GLGS LY  L + +E +GF   +A I  
Sbjct: 62  VLGYAYASPYYARTAYDWTTELSIYLNEDARGRGLGSQLYGALEEELEKRGFLRFLACIA 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           +PN+ S+ +HE  GY         GYK   WHD+ + Q+  +   P R +R 
Sbjct: 122 VPNEASIAMHEKRGYIQVAHFPKVGYKFEQWHDIVWMQKTID--GPVRKIR 170 
 
 
>ref|YP_141658.1| phosphinothricin acetyltransferase [Streptococcus thermophilus 
           CNRZ1066] 
 gb|AAV62843.1| phosphinothricin acetyltransferase, putative [Streptococcus 
           thermophilus CNRZ1066] 
          Length = 193 
 
 Score =  126 bits (316), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 66/177 (37%), Positives = 98/177 (55%), Gaps = 2/177 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           S E+  + IRPA  AD  A+  I   Y+E + + F  E  + QE+   +    +RYP+LV 
Sbjct: 19  SKEKLMITIRPANLADAQAIQAIYAPYVEKTAITFEYEVPSVQEFEKRISNTIERYPYLV 78 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AE +G V G AYA  + AR AYDWT E ++Y++   +  GLGS LY  L + +E +GF   
Sbjct: 79  AEEDGQVLGYAYASTYYARTAYDWTTELSIYLNEDARGRGLGSQLYGALEEELEKRGFLR 138 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            +A I +PN+ S+ +HE  GY         GYK   W+D+ + Q+  +   P R +R 
Sbjct: 139 FLACIAVPNEASIAMHEKRGYIQVAHFPKVGYKFEQWYDIVWMQKTID--GPVRKIR 193 
 
 
>ref|ZP_07832184.1| putative phosphinothricin N-acetyltransferase [Clostridium sp. 
           HGF2] 
 gb|EFR38166.1| putative phosphinothricin N-acetyltransferase [Clostridium sp. 
           HGF2] 
          Length = 207 
 
 Score =  125 bits (313), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 63/165 (38%), Positives = 97/165 (58%), Gaps = 1/165 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A  +D  A+  I  HY+E S + F  +  + +E+   + ++Q  YP+LV E++  +  
Sbjct: 16  IRFAQLSDAPALLSIYAHYVENSVITFEYDVPSLEEFEGRMMKIQREYPYLVCELDQNIV 75 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA     R AY W VE ++Y+  + QR  +G+ LYT LL+ ++ QG ++ ++ I LP 
Sbjct: 76  GYAYAHRHMERAAYQWNVEVSIYLLPQVQRRQIGTALYTALLEILKLQGLQTAISCITLP 135 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAP 173 
           ND S+ LH++ G+T  G LR AGYK   W DV + Q+   E P P 
Sbjct: 136 NDASLALHKSFGFTEIGVLRNAGYKFDAWRDVIWLQKALHEHPVP 180 
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>ref|YP_003401819.1| GCN5-related N-acetyltransferase [Haloterrigena turkmenica DSM 
           5511] 
 gb|ADB59146.1| GCN5-related N-acetyltransferase [Haloterrigena turkmenica DSM 
           5511] 
          Length = 203 
 
 Score =  124 bits (312), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 69/172 (40%), Positives = 93/172 (54%), Gaps = 1/172 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D AAV DI   + E++ V F   P T  E  + +    + YPWLV E++G VA 
Sbjct: 7   IRVATPDDAAAVRDIYAPFCESTAVTFEETPPTEAEVANRIASTLETYPWLVCEIDGAVA 66 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA   + R AY WTVE +VYV+   ++ G+G  LY  L   +E QG +   AV  +P 
Sbjct: 67  GYAYASRLRERRAYQWTVELSVYVADDARQSGVGRALYESLFAVLERQGVRDGYAVTTVP 126 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPV 180 
           N  + R HE LG+       A G+  G W DV +W+R   E  A P P+ P+ 
Sbjct: 127 NPETERFHERLGFERCVDFPAIGHSEGEWRDVAWWRRSIGEKTADPEPITPL 178 
 
 
>gb|ADQ63288.1| Sortase acyltransferase-like protein [Streptococcus thermophilus 
           ND03] 
          Length = 170 
 
 Score =  124 bits (312), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 65/171 (38%), Positives = 95/171 (55%), Gaps = 2/171 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IRPA  AD  A+  I   Y+E + + F  E  + QE+   +    +RYP+LVAE +G  
Sbjct: 2   ITIRPANLADAQAIQAIYAPYVEKTAITFEYEVPSVQEFEKRISNTIERYPYLVAEEDGQ 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDWT E ++Y++   +  GLGS LY  L + +E +GF   +A I  
Sbjct: 62  VLGYAYASTYYARTAYDWTTELSIYLNEDARGRGLGSQLYGALEEELEKRGFLRFLACIA 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           +PN+ S+ +HE  GY         GYK   WHD+ + Q+   +  P R +R 
Sbjct: 122 VPNEASIAMHEKRGYIQVAHFPKVGYKFEQWHDIVWMQKT--IDGPVRKIR 170 
 
 
>ref|ZP_08021317.1| phosphinothricin acetyltransferase [Streptococcus australis ATCC 
           700641] 
 gb|EFV99390.1| phosphinothricin acetyltransferase [Streptococcus australis ATCC 
           700641] 
          Length = 170 
 
 Score =  124 bits (312), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 64/167 (38%), Positives = 91/167 (54%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IRP T  D   +  I   Y+E + + F  +  T +E+   +E++  R+P+LVAE +G  
Sbjct: 2   LKIRPVTLKDAPELVRIYAPYVEKTAITFEYQIPTIEEFEGRIEKILQRFPYLVAEEDGQ 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V   AY   +  R+AYDW VE +VYV   H+  GLGS LY  L   +EA+G+   +A I  
Sbjct: 62  VLAYAYGSTYYDRSAYDWAVEVSVYVDQDHRGQGLGSRLYEALEMELEARGYLRFLACIA 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN  S+ LHE  GY         GYK   WHD+ + Q+  E P  P 
Sbjct: 122 LPNPASIALHEKRGYVKVAHFPKIGYKFDQWHDIVWMQKTIEGPVKP 168 
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>ref|ZP_04062352.1| phosphinothricin N-acetyltransferase [Streptococcus salivarius 
           SK126] 
 ref|ZP_07723731.1| putative phosphinothricin N-acetyltransferase [Streptococcus 
           vestibularis F0396] 
 gb|EEK09823.1| phosphinothricin N-acetyltransferase [Streptococcus salivarius 
           SK126] 
 gb|EFQ59234.1| putative phosphinothricin N-acetyltransferase [Streptococcus 
           vestibularis F0396] 
          Length = 170 
 
 Score =  124 bits (312), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 61/162 (37%), Positives = 93/162 (57%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPA+ +D  A+  I   Y+E +   F  E  + QE+   + +  ++YP+LVAE  G V  
Sbjct: 4   IRPASLSDAQAIQAIYTPYVEKTAFTFEYEVPSVQEFEKRICKTLEKYPYLVAEENGQVL 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AYDWT E ++YV+   +  G+GS LYT L + ++A+G+   +A I +P 
Sbjct: 64  GYAYASTYYARTAYDWTTELSIYVAKEARGQGIGSALYTALEEELQARGYLRFLACIAVP 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           N+ S+ +HE  GY         GYK   WHD+ + Q+  + P 
Sbjct: 124 NEASISMHEKRGYVQVAHFPKIGYKFNKWHDIVWMQKTIDGP 165 
 
 
>ref|ZP_08098012.1| phosphinothricin N-acetyltransferase, putative [Vibrio 
brasiliensis 
           LMG 20546] 
 gb|EGA66063.1| phosphinothricin N-acetyltransferase, putative [Vibrio brasiliensis 
           LMG 20546] 
          Length = 164 
 
 Score =  124 bits (311), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 62/162 (38%), Positives = 93/162 (57%), Gaps = 1/162 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +  R    +D  A+ DI N ++  STV F  +  T ++    +E++ D  +PW+V E +G 
Sbjct: 1   MNFRTVNLSDSQAIADIYNPFVTDSTVTFEEKAVTAEQISQRIEKVLDSGFPWIVLEQDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYAGPW  R+AY +T EST+Y+S      G G  LY  LL  ++ QG K+V+ V+ 
Sbjct: 61  EILGYAYAGPWHTRSAYRFTAESTIYLSPDAGGKGYGHKLYRELLARLKEQGIKNVMGVV 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            LPN PSV+LH++LG+T  G  +  G K      V +WQ +  
Sbjct: 121 ALPNPPSVKLHQSLGFTKVGEFKNIGVKFERQISVSYWQLEL 162 
 
 
>ref|YP_003409278.1| phosphinothricin acetyltransferase [Geodermatophilus obscurus 
DSM 
           43160] 
 gb|ADB74907.1| Phosphinothricin acetyltransferase [Geodermatophilus obscurus DSM 
           43160] 
          Length = 198 
 
 Score =  124 bits (311), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 70/168 (41%), Positives = 91/168 (54%), Gaps = 3/168 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R AT  D AA   I   Y+  + V+F  EP T  E    +     R+ WLV E +G V  
Sbjct: 11  VRDATGDDAAACARIYEPYVRDTVVSFELEPPTAAEVAGRIAAALARHAWLVLEDDGRVV 70 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY   + AR AYDWT   +VY     +R G G  LYT LL  + A+G+++ +A I LP 
Sbjct: 71  GYAYGSTFNARAAYDWTTSVSVYTEPGRRRTGAGRALYTALLDRLAARGYRTALAGIALP 130 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP---APP 174 
           ND SV LH A+G+   GT R  G+K G W+DV  +QR    P   APP 
Sbjct: 131 NDASVGLHTAMGFELVGTYRRVGWKLGRWNDVARYQRPLGEPTDDAPP 178 
 
 
>gb|ADZ90538.1| Phosphinothricin acetyltransferase [Marinomonas mediterranea MMB-1] 
          Length = 163 
 
 Score =  124 bits (311), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 61/157 (38%), Positives = 93/157 (59%), Gaps = 1/157 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR AT  D A +  I NHYI  +++ F  EP +  + ++ ++++Q +  PWLVAEV+G + 
Sbjct: 2   IRNATPQDAAKIAAIYNHYIVKTSITFEEEPVSIIDIVERVQKVQGKDLPWLVAEVDGEI 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG AYA  W  R+AY ++VE++VY+S  +   GLG+ LY  L  +++     +V+  + L 
Sbjct: 62  AGYAYAAHWHNRSAYRFSVEASVYLSPCYSGKGLGTALYQALFDALKKTDVHTVIGCLAL 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           PN+ SV LH        G     G+K G W DVG+WQ 
Sbjct: 122 PNEASVALHNKFDMKKIGHFEQVGFKFGQWWDVGYWQ 158 
 
 
>ref|YP_139746.1| phosphinothricin acetyltransferase, putative [Streptococcus 
           thermophilus LMG 18311] 
 gb|AAV60931.1| phosphinothricin acetyltransferase, putative [Streptococcus 
           thermophilus LMG 18311] 
          Length = 193 
 
 Score =  124 bits (311), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 65/177 (36%), Positives = 97/177 (54%), Gaps = 2/177 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           S E+  + IRPA  AD  A+  I   Y+E + + F  E  + +E+   +    +RYP+LV 
Sbjct: 19  SKEKLMITIRPANLADAQAIQAIYAPYVEKTAITFEYEVPSIKEFEKRISNTIERYPYLV 78 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AE +G V G AYA  +  R AYDWT E ++Y++   +  GLGS LY  L + +E +GF   
Sbjct: 79  AEEDGQVLGYAYASTYYDRTAYDWTTELSIYLNEDARGRGLGSQLYGALEEELEKRGFLR 138 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            +A I +PN+ S+ +HE  GY         GYK   WHD+ + Q+  +   P R +R 
Sbjct: 139 FLACIAVPNEASIAMHEKRGYIQVAHFPKVGYKFEQWHDIVWMQKTID--GPVRKIR 193 
 
 
>ref|ZP_03399908.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato T1] 
 ref|ZP_07230949.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. tomato Max13] 
 ref|ZP_07253783.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. tomato K40] 
 gb|EEB57012.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato T1] 
          Length = 185 
 
 Score =  123 bits (309), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 66/167 (39%), Positives = 92/167 (55%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A  AD  A+  I    +  + ++F   P + +E    +      YP+LVAE  G  
Sbjct: 3   LKIRTAVTADAEAIQRIYAPIVSNTAISFEETPPSVEEIAQRIATTLQTYPYLVAEEGGE 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA   +AR AY W V+ TVYV+   +R G+G  LY  LL  +E Q F++  A I  
Sbjct: 63  IKGYAYASQHRARAAYQWAVDVTVYVAESARRQGVGRELYETLLPILEKQRFRAAYAGIA 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            PN+ SV LHE+LG+T  GT    G+K G WHDVG+W+       PP 
Sbjct: 123 RPNEGSVGLHESLGFTHIGTYPEVGFKLGKWHDVGYWRLGLCQATPP 169 
 
 
>ref|ZP_06060563.1| acyltransferase [Streptococcus sp. 2_1_36FAA] 
 gb|EEY79747.1| acyltransferase [Streptococcus sp. 2_1_36FAA] 
          Length = 189 
 
 Score =  123 bits (309), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 66/175 (37%), Positives = 98/175 (56%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR AT +D AA+  I   Y+E + + F  E  T +++ + + +  ++YP+LVAE +GV 
Sbjct: 12  MEIRLATPSDAAALLAIYAPYVENTAITFEYEVPTIEDFTNRIAKTLEKYPYLVAEEDGV 71 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDW VE +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 72  VLGYAYASTYYARAAYDWAVELSVYVSLDSRGQGVGSKLYDALEYLLDQMGYVHFLACIS 131 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 182 
           LPN+ S+ LH   GY         GYK   WHD+ + Q+  +  A P  +  V + 
Sbjct: 132 LPNEASLALHRKRGYQQVAYFPKIGYKFERWHDIVWLQKSLDKEAGPIKLLKVKE 186 
 
 
>ref|ZP_05877484.1| phosphinothricin N-acetyltransferase putative [Vibrio furnissii 
CIP 
           102972] 
 gb|EEX41765.1| phosphinothricin N-acetyltransferase putative [Vibrio furnissii CIP 
           102972] 
          Length = 165 
 
 Score =  123 bits (309), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 63/166 (37%), Positives = 95/166 (57%), Gaps = 3/166 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EIR     D+  + +I N YIE +T+ F  +P +  +  + + +++    PWLV   EG 
Sbjct: 1   MEIRDIQDVDIVTITEIYNRYIEQTTITFEEDPISVSDMGERVNKIRAAGLPWLVVAHEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAG W  R+AY +TVE ++Y+S + +  G G  +Y  LL  ++  G ++V+ VI 
Sbjct: 61  TVVGYAYAGQWNTRSAYRFTVEPSIYLSPQAKGQGWGRAIYQMLLSKLKDLGIRNVLGVI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172 
            LPN  S+ LHE+LG+   G     GYK   W  VG+WQ   E+PA 
Sbjct: 121 ALPNGASIGLHESLGFRKVGEFSQVGYKFERWLSVGYWQ--LEIPA 164 
 
 
>ref|ZP_07837484.1| Phosphinothricin acetyltransferase [Eubacterium cellulosolvens 6] 
 gb|EFR66575.1| Phosphinothricin acetyltransferase [Eubacterium cellulosolvens 6] 
          Length = 183 
 
 Score =  123 bits (308), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 58/159 (36%), Positives = 91/159 (57%), Gaps = 7/159 (4%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A+ AD   + +I ++Y+  + + F  E  + +E+   +E++  RYP+LVAE +G +  
Sbjct: 4   IRDASVADAKRLLEIYDYYVRKTAITFEYETPSIEEFTARMEKIMKRYPYLVAERDGQIV 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G +YAG +K R AYDW+ E+T+Y+ H  ++ GLG  LY  L + ++A G  ++ A IG P 
Sbjct: 64  GYSYAGVFKDRAAYDWSCETTIYIDHNERKSGLGRLLYEALEEKLKAIGIMNLYACIGYP 123 
 
Query: 130 -------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                     S   H  LGYT  G     GYK+G W+D+ 
Sbjct: 124 IEEDEYLTKNSAEFHAHLGYTKVGEFHKCGYKYGRWYDM 162 
 
 
>ref|ZP_07726783.1| putative phosphinothricin N-acetyltransferase [Streptococcus 
           parasanguinis F0405] 
 gb|EFQ56096.1| putative phosphinothricin N-acetyltransferase [Streptococcus 
           parasanguinis F0405] 
          Length = 169 
 
 Score =  122 bits (307), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 60/162 (37%), Positives = 92/162 (56%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D AA+  I   Y+  + + F  +  T QE+   + +   ++P+LVAEV+G V  
Sbjct: 3   IRPVQLSDAAAIRAIYQPYVTETAITFEVDVPTVQEFESRIAKTLTQFPYLVAEVDGKVV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AYDWT E ++YV+   +  G+G  LYT L + ++A+G+   +A I +P 
Sbjct: 63  GYAYASTYYARAAYDWTTELSIYVAKEARGQGIGLALYTALEEELQARGYLRFLACIAVP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           N+ S+ +HE  GY         GYK   WHD+ + Q+  E P 
Sbjct: 123 NEASISMHEKRGYVQVAHFPKIGYKFNKWHDIVWMQKTIEGP 164 
 
 
>ref|YP_003074738.1| phosphinothricin N-acetyltransferase [Teredinibacter turnerae 
           T7901] 
 gb|ACR11359.1| phosphinothricin N-acetyltransferase [Teredinibacter turnerae 
           T7901] 
          Length = 204 
 
 Score =  122 bits (307), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 61/169 (36%), Positives = 92/169 (54%), Gaps = 4/169 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            + IR    AD  A+ +I N+YI  + ++F   P +  +  + + ++   YPWLVAE  G 
Sbjct: 36  SIMIRACRPADAGAIAEIYNYYINETVISFEQTPLSEAQMAERIAKISANYPWLVAEENG 95 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AY   W+ R AY  ++ +TVY++  H   GLG  LY  L +++ +   + +VA I 
Sbjct: 96  EILGFAYVALWQERVAYRHSLVTTVYLNRNHTGRGLGKALYEALFEALTSVDCRVLVAGI 155 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----DFELP 171 
            LPN  SV LHE +G+      +  G KHG W DVG+WQ+    D E P 
Sbjct: 156 ALPNAASVALHEKVGFEKVAHFKDVGRKHGQWVDVGYWQKTINTDREFP 204 
 
 
>ref|ZP_03624439.1| GCN5-related N-acetyltransferase [Streptococcus suis 89/1591] 
 gb|EEF65250.1| GCN5-related N-acetyltransferase [Streptococcus suis 89/1591] 
          Length = 169 
 
 Score =  122 bits (307), Expect = 2e-26,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 61



 Identities = 60/161 (37%), Positives = 93/161 (57%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D A +  I   Y+E + + F TE  T + +   +E+  +++P+LV+  EG  
Sbjct: 2   IDIRSARIEDAADLVAIYAPYVEKTAITFETEVPTVEAFASRIEKTLEKFPYLVSVEEGK 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDWTVE +VY+    +  G+GS LY  + + ++A+GFK+ +A I  
Sbjct: 62  VVGYAYASTYYARAAYDWTVELSVYIKQEARGKGIGSLLYDAIEEDLKARGFKNFLACIA 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           LPN  S+ LH+  GY      +  GYK   WHD+ + Q+   
Sbjct: 122 LPNPASLSLHKKRGYEQVAHFKNVGYKFDTWHDIVWLQKSL 162 
 
 
>ref|YP_001354135.1| phosphinothricin N-acetyltransferase [Janthinobacterium sp. 
           Marseille] 
 gb|ABR90070.1| phosphinothricin N-acetyltransferase [Janthinobacterium sp. 
           Marseille] 
          Length = 173 
 
 Score =  122 bits (307), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 63/156 (40%), Positives = 84/156 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D AA+C I NHY+  + ++F  E  +  E    +E    ++PWLV E +G +  
Sbjct: 5   IRLATVNDAAAICHIYNHYVLNTVISFEMEAVSADEMALRIEETLQQFPWLVYEADGRIL 64 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  WK R AY  +VE +VY+       GLG+ LY  L+  +  Q   +V+  I LP 
Sbjct: 65  GYAYASKWKVRKAYQHSVEGSVYLGQDSGGKGLGTLLYKALIAELAKQSVHAVLGGIVLP 124 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           N  SV LHE LG+     L   G K   W DVG+WQ 
Sbjct: 125 NPGSVALHEKLGFVKVAHLPQIGKKFDQWLDVGYWQ 160 
 
 
>ref|ZP_05645407.1| conserved hypothetical protein [Enterococcus casseliflavus EC30] 
 ref|ZP_05651742.1| conserved hypothetical protein [Enterococcus casseliflavus EC10] 
 gb|EEV28740.1| conserved hypothetical protein [Enterococcus casseliflavus EC30] 
 gb|EEV35075.1| conserved hypothetical protein [Enterococcus casseliflavus EC10] 
          Length = 177 
 
 Score =  122 bits (306), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 64/160 (40%), Positives = 90/160 (56%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD  A+  I  +Y+E + + F TE  + QE+ + + +   RYP+LVAE  G +  
Sbjct: 3   IRSATIADAQALTAIYAYYVENTPITFETEVPSVQEFAERIAKTLKRYPYLVAEEAGEIV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +K R AYDWTVE TVY++   +  GLG+ LY  L + ++AQ   ++ A I    
Sbjct: 63  GYAYASAYKERAAYDWTVEVTVYLAPDAKAKGLGTALYQALEEKLKAQNVVNLTACITGG 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N  S   HE LGY         GYK   WHDV + Q++ + 
Sbjct: 123 NQQSEAFHEKLGYRKVADFAQVGYKFNQWHDVIWMQKELQ 162 
 
 
>ref|ZP_05655037.1| conserved hypothetical protein [Enterococcus casseliflavus EC20] 
 gb|EEV38370.1| conserved hypothetical protein [Enterococcus casseliflavus EC20] 
          Length = 177 
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 Score =  122 bits (305), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 64/160 (40%), Positives = 90/160 (56%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD  A+  I  +Y+E + + F TE  + QE+ + + +   RYP+LVAE  G +  
Sbjct: 3   IRSATIADAQALTAIYAYYVENTPITFETEVPSVQEFAERIAKTLKRYPYLVAEEAGEIV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +K R AYDWTVE TVY++   +  GLG+ LY  L + ++AQ   ++ A I    
Sbjct: 63  GYAYASAYKERAAYDWTVEVTVYLAPDAKAKGLGTALYQALEEKLKAQNVVNLTACITGG 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N  S   HE LGY         GYK   WHDV + Q++ + 
Sbjct: 123 NQQSEAFHEKLGYRKVADFAHVGYKFNQWHDVIWMQKELQ 162 
 
 
>ref|YP_927219.1| phosphinothricin N-acetyltransferase [Shewanella amazonensis SB2B] 
 gb|ABL99549.1| phosphinothricin N-acetyltransferase, putative [Shewanella 
           amazonensis SB2B] 
          Length = 171 
 
 Score =  121 bits (303), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 64/161 (39%), Positives = 89/161 (55%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR A   D +AV DI NHYIE++ + F   P    E    ++ +Q    PWLVA     + 
Sbjct: 2   IRHAALHDASAVADIYNHYIESTAITFEETPLQAAEIAARIQHVQAAGLPWLVALEGNAL 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  WK R+AY +TVE+TVYV+      G+G+ LY  L++ ++     SV+  I L 
Sbjct: 62  TGYAYATKWKERSAYRFTVETTVYVAPNGHGKGVGTALYQALIERLKILKVNSVIGGITL 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           PN  S+ LHE +G       +  GYK G W DVG+WQ + + 
Sbjct: 122 PNPASIALHEKMGMKKVAHFQNIGYKFGQWQDVGYWQLNLQ 162 
 
 
>ref|YP_001758117.1| GCN5-related N-acetyltransferase [Methylobacterium radiotolerans 
           JCM 2831] 
 gb|ACB27434.1| GCN5-related N-acetyltransferase [Methylobacterium radiotolerans 
           JCM 2831] 
          Length = 176 
 
 Score =  121 bits (303), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 68/161 (42%), Positives = 94/161 (58%), Gaps = 2/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IRPAT AD+ A+  I    + TST +F TEP T  E     E L+   +P+LVA+ +G V 
Sbjct: 5   IRPATQADLPAIATIYGDAVTTSTASFETEPPTLAEMTRRFEVLRAGGFPYLVADRDGTV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG AYAGP+  R AY  T+E ++YV+   +  G+G  L T L+ + E    +++VA+I   
Sbjct: 65  AGYAYAGPYHQRAAYRSTLEDSIYVARTARGGGVGRRLLTALIAASEQIDCRTLVAIIAD 124 
 
Query: 129 PNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              P S+ LH +LG+T  GTL   G+KHG W DV   QR   
Sbjct: 125 SGSPASIALHASLGFTPVGTLAGVGHKHGRWLDVTLMQRSL 165 
 
 
>ref|YP_001893235.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12J] 
 ref|YP_002983578.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12D] 
 gb|ACD29808.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12J] 
 gb|ACS64906.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12D] 
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          Length = 182 
 
 Score =  120 bits (302), Expect = 6e-26,   Method: Compositional matrix adjust. 
 Identities = 67/170 (39%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWL 60 
           +P  + +++RPAT AD+ A+  I  H++ T T +F T+P    E     + LQD   P++ 
Sbjct: 13  APGTQTIDVRPATLADLPAIVAIYAHHVRTGTASFETDPPDLAEMTRRFQALQDAGMPYV 72 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE +G + G AYAGP +AR AY  TVE ++Y+    Q  G+G+ L   L++  EA+GFK 
Sbjct: 73  VAEADGTLLGYAYAGPHRARPAYRNTVEDSIYLDTAAQGRGVGTLLLQALIRDCEARGFK 132 
 
Query: 121 SVVAVI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            +VAV+  G  N  S RLH   G+   G L   GYK   W D    QR   
Sbjct: 133 QMVAVVGGGHQNPGSARLHARCGFREVGVLEHVGYKFDRWLDCLLMQRSL 182 
 
 
>ref|YP_001601101.1| putative phosphinothricin N-acetyltransferase [Gluconacetobacter 
           diazotrophicus PAl 5] 
 emb|CAP54763.1| putative phosphinothricin N-acetyltransferase [Gluconacetobacter 
           diazotrophicus PAl 5] 
          Length = 222 
 
 Score =  120 bits (301), Expect = 7e-26,   Method: Compositional matrix adjust. 
 Identities = 67/163 (41%), Positives = 97/163 (59%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           V IR A A D+  +  I  H++   T +F TEP + ++    +  L+   +P+LVAE  G 
Sbjct: 48  VTIRSARAEDVPGIAAIYAHHVLHGTASFETEPPSAEDMARRMAALRAGDFPYLVAEEGG 107 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAG +  R AY  TVE++VY++H     G+GS L   LL +  A+GF+ ++A++ 
Sbjct: 108 AVIGYAYAGLYHLRAAYRDTVENSVYLAHDAAGRGVGSMLLDALLAACVARGFRQMIALV 167 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G   N  S+RLHE LG+   GTL++ GYKHG W DV   QR+  
Sbjct: 168 GDSANIASIRLHERLGFRTVGTLQSVGYKHGRWLDVVLLQREL 210 
 
 
>gb|ADI12131.1| Phosphinothricin acetyltransferase [Streptomyces bingchenggensis 
           BCW-1] 
          Length = 185 
 
 Score =  120 bits (301), Expect = 7e-26,   Method: Compositional matrix adjust. 
 Identities = 71/174 (40%), Positives = 92/174 (52%), Gaps = 5/174 (2%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWL 60 
           SPE     IRPA  AD+ AV DI  HY+  +   F   P++  EW   L+ L  R  P+L 
Sbjct: 3   SPE---ATIRPAVHADLKAVADIYAHYVRHTVTTFDETPRSAAEWEQRLDELTGRDLPFL 59 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE+ G VAG AYAGPW+ + AY  TVE T+Y++      GLG+ L   L+      G + 
Sbjct: 60  VAELSGAVAGFAYAGPWRPKPAYQHTVEDTIYLAPDATGRGLGTALLGPLIAEATRAGRR 119 
 
Query: 121 SVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
            ++AVI    +D S  LH   G+T  G L A G+KHG W D    QR      P 
Sbjct: 120 QMIAVIADTGSDASAALHRRFGFTDAGRLTAVGHKHGRWIDTLLMQRPLSGQGP 173 
 
 
>gb|EGC23067.1| phosphinothricin acetyltransferase [Streptococcus sanguinis SK353] 
          Length = 207 
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 Score =  120 bits (300), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 93/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D   +  I   Y+E + + F  E  T +++   +E+  +RYP+LVAE +G+ 
Sbjct: 31  MNIRFATPSDATTLLAIYAPYVENTAITFEYEVPTIEDFATRIEKTLERYPYLVAEEDGL 90 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + AR AYDW VE +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 91  ILGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 150 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN+ S+ LH+  GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 151 LPNEASLALHQKRGYQQVAHFPKIGYKFERWHDIVWLQKSLDKQAGP 197 
 
 
>ref|ZP_04747260.1| GCN5-related N-acetyltransferase [Mycobacterium kansasii ATCC 
           12478] 
          Length = 178 
 
 Score =  120 bits (300), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 73/177 (41%), Positives = 96/177 (54%), Gaps = 4/177 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P  +R A AAD AA   +   Y+  + + F TE  T +E    +   +  + WLV EV G 
Sbjct: 2   PEHVRSAIAADAAACLAVYRPYVLDTVITFETEVPTVEEMAARIVAARVMHEWLVLEVAG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AYA  +  R AY W+VE++VY++    R G G  LY  LL  + A+GF+   A I 
Sbjct: 62  DVAGYAYAQQFNPRAAYRWSVETSVYMARDRVRTGGGRKLYAELLSRLAARGFRRAFAAI 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----ELPAPPRPVRP 179 
             PND S  LHEA G+   G LR  G+KHG WHDV +WQ D     +   PPR + P 
Sbjct: 122 AQPNDASNALHEAFGFQPAGRLRRVGWKHGAWHDVQWWQLDLVACEDEVDPPREIAP 178 
 
 
>ref|YP_002275595.1| GCN5-like N-acetyltransferase [Gluconacetobacter diazotrophicus 
PAl 
           5] 
 gb|ACI50980.1| GCN5-related N-acetyltransferase [Gluconacetobacter diazotrophicus 
           PAl 5] 
          Length = 184 
 
 Score =  120 bits (300), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 67/163 (41%), Positives = 97/163 (59%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           V IR A A D+  +  I  H++   T +F TEP + ++    +  L+   +P+LVAE  G 
Sbjct: 10  VTIRSARAEDVPGIAAIYAHHVLHGTASFETEPPSAEDMARRMAALRAGDFPYLVAEEGG 69 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAG +  R AY  TVE++VY++H     G+GS L   LL +  A+GF+ ++A++ 
Sbjct: 70  AVIGYAYAGLYHLRAAYRDTVENSVYLAHDAAGRGVGSMLLDALLAACVARGFRQMIALV 129 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G   N  S+RLHE LG+   GTL++ GYKHG W DV   QR+  
Sbjct: 130 GDSANIASIRLHERLGFRTVGTLQSVGYKHGRWLDVVLLQREL 172 
 
 
>ref|ZP_08145758.1| phosphinothricin acetyltransferase [Enterococcus casseliflavus 
ATCC 
           12755] 
 gb|EGC69432.1| phosphinothricin acetyltransferase [Enterococcus casseliflavus ATCC 
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           12755] 
          Length = 177 
 
 Score =  119 bits (299), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 63/160 (39%), Positives = 90/160 (56%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD  A+  I  +Y+E + + F TE  + QE+ + + +   RYP+LVAE  G +  
Sbjct: 3   IRSATIADAQALTAIYAYYVENTPITFETEVPSVQEFAERIAKTLKRYPYLVAEEAGEIV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +K R AYDWTVE TVY++   +  GLG+ LY  L + ++A+   ++ A I    
Sbjct: 63  GYAYASAYKERAAYDWTVEVTVYLAPDAKAKGLGTALYQGLEEKLKAKNVVNLTACITGG 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N  S   HE LGY         GYK   WHDV + Q++ + 
Sbjct: 123 NQQSEAFHEKLGYRKVADFAHVGYKFNQWHDVIWMQKELQ 162 
 
 
>gb|EGD36393.1| phosphinothricin acetyltransferase [Streptococcus sanguinis SK150] 
          Length = 185 
 
 Score =  119 bits (299), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 93/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A  +D A +  I   Y+E + + F  E  T +++   +E+  +RYP+LVAE +G+ 
Sbjct: 9   MNIRLARPSDAATLLAIYAPYVENTAITFEYEVPTIEDFATRIEKTLERYPYLVAEEDGL 68 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + AR AYDW VE +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 69  ILGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN+ S+ LH+  GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 129 LPNEASLALHQKRGYQQVAHFPKIGYKFERWHDIVWLQKSLDKQAGP 175 
 
 
>gb|EGC26393.1| phosphinothricin acetyltransferase [Streptococcus sanguinis SK678] 
          Length = 215 
 
 Score =  119 bits (299), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 61/167 (36%), Positives = 93/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D A +  I   Y+E + + F  E  T +++ + +E+  ++YP+LVAE +G+ 
Sbjct: 39  MNIRFATPSDAATLLAIYAPYVENTAITFEYEVPTIEDFANRIEKTLEKYPYLVAEEDGL 98 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + AR +YDW VE +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 99  ILGYAYASTYYARASYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 158 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN  S+ LH   GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 159 LPNKASLALHRKRGYQQVAHFPKIGYKFECWHDIVWLQKSLDKQAGP 205 
 
 
>gb|EGC24800.1| phosphinothricin acetyltransferase [Streptococcus sanguinis SK405] 
          Length = 215 
 
 Score =  119 bits (299), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 63/167 (37%), Positives = 92/167 (55%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D A +  I   Y+E + + F  E  T +++ + + +   +YP+LVAE +GV 
Sbjct: 39  MNIRFATPSDAATLLAIYAPYVENTAITFEYEVPTIEDFTNRIAKTLGKYPYLVAEEDGV 98 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDW VE +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 99  VVGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDKLEDLLDQMGYMHFLACIS 158 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN+ S+ LH   GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 159 LPNEASLALHRKRGYQQVAHFPKMGYKFERWHDIVWLQKSLDKQAGP 205 
 
 
>ref|YP_001450496.1| acyltransferase [Streptococcus gordonii str. Challis substr. CH1] 
 gb|ABV10255.1| acyltransferase [Streptococcus gordonii str. Challis substr. CH1] 
          Length = 178 
 
 Score =  119 bits (298), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 63/173 (36%), Positives = 97/173 (56%), Gaps = 5/173 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR A  +D  ++ DI   Y+E + + F  E  T +++ + +E+  ++YP+LVAE +GV 
Sbjct: 1   MEIRLAKPSDARSLLDIYAPYVEKTAITFEYEVPTVEDFANRVEKTLEKYPYLVAEEDGV 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDW VE ++ VS   +  G+G+ LY  L   ++  G+   +A I  
Sbjct: 61  VVGYAYASTYYARAAYDWAVELSICVSLDSRGQGVGTKLYDALEYLLDQMGYIHFLACIS 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
           LPN+ S+ LH   GY         GYK   WHD+ + Q+  E     + VRP+ 
Sbjct: 121 LPNEASLALHRKRGYQQVAHFPKIGYKFNRWHDIVWLQKSLE-----KEVRPI 168 
 
 
>gb|EGD29501.1| phosphinothricin acetyltransferase [Streptococcus sanguinis SK72] 
          Length = 207 
 
 Score =  119 bits (298), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 92/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A  +D A +  I   Y+E + + F  E  T +++   +E+  ++YP+LVAE +G+ 
Sbjct: 31  MNIRLARPSDAATLLAIYAPYVENTAITFEYEVPTIEDFATRIEKTLEKYPYLVAEEDGL 90 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + AR AYDW VE +VYVS   +  G+GS LY  L   +E  G+   +A I  
Sbjct: 91  ILGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDKLEDLLEQMGYMHFLACIS 150 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN+ S+ LH   GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 151 LPNEASLALHRKRGYQQVAHFPKIGYKFEHWHDIVWLQKSLDKQAGP 197 
 
 
>ref|YP_004016335.1| phosphinothricin acetyltransferase [Frankia sp. EuI1c] 
 gb|ADP80465.1| Phosphinothricin acetyltransferase [Frankia sp. EuI1c] 
          Length = 180 
 
 Score =  119 bits (298), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 73/175 (41%), Positives = 99/175 (56%), Gaps = 4/175 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P +IRPATAAD  A   I   Y+  + + F TE  + +E    ++R  +R+ WLV EV+G 
Sbjct: 5   PWQIRPATAADAPACAAIYADYVTDTAITFETEVPSIEEMAGRIQRSNERHAWLVLEVDG 64 
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Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AY   + AR AY W+ E++VY+    +R G G  LY  LL  +  +G++ V+A I 
Sbjct: 65  TVVGYAYGREYHARAAYGWSCEASVYLRMGRRRTGAGRALYQALLPRLAERGYRRVIAGI 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF---ELPA-PPRPV 177 
             PND S  LH A G+T  G +   G+KHG WHDV + Q D    E P  PP PV 
Sbjct: 125 TQPNDASNGLHYAFGFTDVGVMYKIGWKHGVWHDVAWLQLDLTPDEDPVKPPDPV 179 
 
 
>ref|ZP_08087207.1| phosphinothricin acetyltransferase [Streptococcus sanguinis VMC66] 
 gb|EFX93765.1| phosphinothricin acetyltransferase [Streptococcus sanguinis VMC66] 
          Length = 207 
 
 Score =  119 bits (297), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 92/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A  +D A +  I   Y+E + + F  E  T +++   +E+  ++YP+LVAE +G+ 
Sbjct: 31  MNIRFARPSDAATLLAIYAPYVENTAITFEYEVPTIEDFATRIEKTLEKYPYLVAEEDGL 90 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + AR AYDW VE +VYVS   +  G+GS LY  L   +E  G+   +A I  
Sbjct: 91  ILGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDKLEDLLEQMGYMHFLACIA 150 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN+ S+ LH   GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 151 LPNEASMALHRKRGYQQVAHFPKIGYKFECWHDIVWLQKSLDKQAGP 197 
 
 
>gb|EGD38415.1| phosphinothricin acetyltransferase [Streptococcus sanguinis SK160] 
          Length = 185 
 
 Score =  119 bits (297), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 93/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A  +D A++  I   Y+E + + F  E  T +++ + +E+  ++YP+LVAE +G+ 
Sbjct: 9   MNIRLANPSDAASLLAIYAPYVENTAITFEYEVPTIEDFGNRIEKTLEKYPYLVAEEDGL 68 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDW VE +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 69  VLGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN  S+ LH   GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 129 LPNKASLALHRKRGYQQVAHFPKIGYKFECWHDIVWLQKSLDKQAGP 175 
 
 
>ref|YP_004140179.1| phosphinothricin acetyltransferase [Mesorhizobium ciceri biovar 
           biserrulae WSM1271] 
 gb|ADV10129.1| Phosphinothricin acetyltransferase [Mesorhizobium ciceri biovar 
           biserrulae WSM1271] 
          Length = 190 
 
 Score =  119 bits (297), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 69/176 (39%), Positives = 98/176 (55%), Gaps = 9/176 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW---IDDLERLQDRYPWLVAEV 64 
           + IRPATAAD+ ++  I    +   T ++  EP +  E     D L  +   +P+LVAE  
Sbjct: 4   ITIRPATAADLDSITGIYADAVAKGTASYELEPPSRAEMGVRFDSL--MAGGFPYLVAEK 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G V G AYAG ++ R AY + VE +VYV+   +  G+G  L   L++++   GF+ ++A 
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Sbjct: 62  DGAVLGYAYAGAFRPRPAYRFIVEDSVYVAPEAKGQGVGLKLMQSLIEAVTTAGFRQIIA 121 
 
Query: 125 VI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA--PPRP 176 
           VI  G P+  SVRLHE LG+   G L  +GYKHG W D  F Q      A  PP P 
Sbjct: 122 VIGDGRPDSASVRLHEKLGFRHSGRLEGSGYKHGRWLDTVFMQLSLNGGASTPPDP 177 
 
 
>ref|YP_001035153.1| phosphinothricin acetyltransferase, putative [Streptococcus 
           sanguinis SK36] 
 gb|ABN44603.1| Phosphinothricin acetyltransferase, putative [Streptococcus 
           sanguinis SK36] 
          Length = 215 
 
 Score =  119 bits (297), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 92/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D A +  I   Y+E + + F  E  T +++ + + +  ++YP+LVAE +GV 
Sbjct: 39  MNIRFATPSDAATLLAIYAPYVENTAITFEYEVPTIEDFTNRIAKTLEKYPYLVAEEDGV 98 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR AYDW  E +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 99  VVGYAYASTYYARAAYDWAAELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 158 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN+ S+ LH   GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 159 LPNEASLALHRKRGYQQVAHFPKMGYKFERWHDIVWLQKSLDKQAGP 205 
 
 
>ref|ZP_06895655.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
 gb|EFH12643.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
          Length = 183 
 
 Score =  119 bits (297), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 71/177 (40%), Positives = 97/177 (54%), Gaps = 16/177 (9%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY--- 57 
           MS     + +RPA  AD+ A+  I  H++     +F T P        DL+ ++ R+    
Sbjct: 1   MSSTAPSLTLRPAAEADLPAIAAIYGHHVAHGRASFETAPP-------DLDEMRRRHAAI 53 
 
Query: 58  -----PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
                P+LVAE EG V G AYA  ++ R AY  TVE+++YV       GLG  L   L+  
Sbjct: 54  TGAGMPYLVAEAEGEVLGYAYASAYRPRAAYGNTVENSIYVRADAVGRGLGRQLLAALIS 113 
 
Query: 113 SMEAQGFKSVVAVIGLPND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           + EA GF+ ++AVIG  N+  S+RLHEA G+T  GTLR+ G KHG W DV   QR   
Sbjct: 114 ACEALGFRQMIAVIGDSNNMASIRLHEAAGFTPVGTLRSVGRKHGEWLDVVLLQRAL 170 
 
 
>ref|YP_463756.1| GCN5-related N-acetyltransferase [Anaeromyxobacter dehalogenans 
           2CP-C] 
 gb|ABC80319.1| GCN5-related N-acetyltransferase [Anaeromyxobacter dehalogenans 
           2CP-C] 
          Length = 197 
 
 Score =  118 bits (296), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 74/175 (42%), Positives = 95/175 (54%), Gaps = 1/175 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D   V +I    +  + ++F  EP  P+E    +E +    PWLV E +G V  
Sbjct: 4   IRMATLEDAGDVAEIYGAVVTGTPISFELEPPGPEEMARRMEAVLALAPWLVCEEDGRVD 63 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA     R AY W+V+ TVYV    +R GLG  LYT LL+ + AQGF +  A I LP 
Sbjct: 64  GYVYASRHHERAAYRWSVDVTVYVRDGRRRGGLGRALYTALLELLRAQGFHAAHAGITLP 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           N  SV LHEALG+   G     G+K G WHDVG+WQ +  E    P P+ PV  + 
Sbjct: 124 NAGSVGLHEALGFRPIGVYPRVGWKMGAWHDVGYWQLELRERTGAPGPILPVEAL 178 
 
 
>ref|ZP_08047697.1| phosphinothricin N-acetyltransferase [Streptococcus sp. C150] 
 gb|EFX55272.1| phosphinothricin N-acetyltransferase [Streptococcus sp. C150] 
          Length = 172 
 
 Score =  118 bits (296), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 61/168 (36%), Positives = 91/168 (54%), Gaps = 2/168 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D  A+  I   Y+E + + F  E  + QE+ + + +  + YP+LVAE  G V  
Sbjct: 5   IRPVKLSDAKAIQSIYAPYVEKTAITFEYEVPSVQEFENRINKTLENYPYLVAEENGQVL 64 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AY+WT E ++Y+    +  GLGS LY  L K ++ +GF   +A I +P 
Sbjct: 65  GYAYASTYYARTAYNWTTELSIYLHEDARGRGLGSQLYDALEKELKKRGFLRFLACIAVP 124 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           N+ S+ +HE  GY         GYK   WHD+ + Q+   L  P R + 
Sbjct: 125 NEASIAMHEKRGYVQVAHFPKVGYKFEQWHDIVWMQKT--LNGPVRKI 170 
 
 
>ref|ZP_05648693.1| phosphinothricin N-acetyltransferase [Enterococcus gallinarum EG2] 
 gb|EEV32026.1| phosphinothricin N-acetyltransferase [Enterococcus gallinarum EG2] 
          Length = 178 
 
 Score =  118 bits (296), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 58/162 (35%), Positives = 87/162 (53%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A  AD  ++  I   Y++ + + F TE  T +E+   + +    YP+L+AE  GV 
Sbjct: 1   MNIRKAAVADTKSLLKIYAPYVDHTAITFETEIPTEEEFAHRITQTLQHYPYLIAEENGV 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYDWT E TVY+    +  G+G+ LY HL   ++ Q   ++ A I  
Sbjct: 61  ILGYAYATAYKTRAAYDWTAEVTVYIDREVKAKGIGTMLYHHLESELKKQNIVNLTACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N+ SVR H+  GY         GYK   WHDV + Q++ + 
Sbjct: 121 AGNESSVRFHQKFGYKEVAYFPQIGYKFEQWHDVLWMQKELQ 162 
 
 
>ref|ZP_01131943.1| phosphinothricin N-acetyltransferase [Pseudoalteromonas tunicata 
           D2] 
 gb|EAR30309.1| phosphinothricin N-acetyltransferase [Pseudoalteromonas tunicata 
           D2] 
          Length = 164 
 
 Score =  118 bits (295), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 61/158 (38%), Positives = 90/158 (56%), Gaps = 2/158 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAE-VEGV 67 
           IR A + D  ++ +I NHYI  + V F TE  + ++ ++ + ++Q D  PWL+AE   G  
Sbjct: 2   IRNAVSKDATSIAEIYNHYISDTVVTFETEMISAEDILNRISKVQSDDLPWLIAEDSSGA 61 
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Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  W+ R AY ++VE TVY+S +    G+GS LY  L   ++++   SV+  I  
Sbjct: 62  LIGYAYATKWRERFAYRFSVEVTVYLSPKCIGNGVGSQLYDALFSELKSRSIHSVIGGIT 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           LPN  SV LHE  G       +  G+K   W DVG+WQ 
Sbjct: 122 LPNPASVALHEKFGLEKVAHFKQVGFKFEQWKDVGYWQ 159 
 
 
>gb|EGD31687.1| phosphinothricin acetyltransferase [Streptococcus sanguinis SK115] 
          Length = 207 
 
 Score =  118 bits (295), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 60/167 (35%), Positives = 93/167 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A  +D A + DI   ++E + + F  E  T +++   +E+  ++YP+LVAE +G+ 
Sbjct: 31  MNIRFARPSDAATLLDIYAPFVENTAITFEYEVPTIEDFATRIEKTLEKYPYLVAEEDGL 90 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + AR AYDW  E +VYVS   +  G+GS LY  L   ++  G+   +A I  
Sbjct: 91  ILGYAYASTYYARAAYDWAAELSVYVSQDARGKGVGSRLYDELEDLLDQMGYMHFLACIS 150 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LPN+ S+ LH+  GY         GYK   WHD+ + Q+  +  A P 
Sbjct: 151 LPNEASLALHQKRGYQQVAHFPKIGYKFERWHDIVWLQKSLDKQAGP 197 
 
 
>ref|YP_155176.1| phosphinothricin N-acetyltransferase, putative [Idiomarina 
           loihiensis L2TR] 
 gb|AAV81627.1| Phosphinothricin N-acetyltransferase, putative [Idiomarina 
           loihiensis L2TR] 
          Length = 166 
 
 Score =  117 bits (294), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 59/157 (37%), Positives = 85/157 (54%), Gaps = 1/157 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEGVV 68 
           IR A   D  A+ DI N+YIE +++ F   P    +    +E +Q+   PWLV     ++ 
Sbjct: 2   IRDANKGDSDAIADIYNYYIENTSITFEETPVLGSQMQQRIEDVQECSLPWLVVLDNEII 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  WK R+AY ++VE TVY++++ +  GLG  LY  L   ++  G  +V+  I L 
Sbjct: 62  VGYAYATKWKDRSAYRFSVEVTVYLANQMRGRGLGKKLYEALFLRLKEHGIHTVIGGIAL 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           PN  SV LHE +G          G+K   W DVG+WQ 
Sbjct: 122 PNPSSVALHEKMGMKKVAHFEKVGFKFNEWRDVGYWQ 158 
 
 
>ref|ZP_06900531.1| phosphinothricin acetyltransferase [Streptococcus parasanguinis 
           ATCC 15912] 
 gb|EFH18269.1| phosphinothricin acetyltransferase [Streptococcus parasanguinis 
           ATCC 15912] 
          Length = 174 
 
 Score =  117 bits (293), Expect = 6e-25,   Method: Compositional matrix adjust. 
 Identities = 56/160 (35%), Positives = 90/160 (56%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D A +  I   Y+  + + F  +  T QE+   + +   ++P+LVAEV+G V  
Sbjct: 3   IRPVQISDAATIRAIYQPYVTETAITFEVDVPTVQEFERRITKTLPKFPYLVAEVDGKVV 62 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AYDWT E ++Y++   +  G+GS LYT L + ++ +G+   +A I +P 
Sbjct: 63  GYAYASTYYARAAYDWTTELSIYIAKEARGQGIGSALYTALEEELQTRGYLRFLACIAVP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N+ S+ +H+  GY         GYK   WHD+ + Q+  E 
Sbjct: 123 NEASISMHKKRGYIQVAHFPKIGYKFNQWHDIVWMQKTIE 162 
 
 
>ref|ZP_05813493.1| GCN5-related N-acetyltransferase [Mesorhizobium opportunistum 
           WSM2075] 
 gb|EEW30225.1| GCN5-related N-acetyltransferase [Mesorhizobium opportunistum 
           WSM2075] 
          Length = 191 
 
 Score =  117 bits (293), Expect = 6e-25,   Method: Compositional matrix adjust. 
 Identities = 64/161 (39%), Positives = 93/161 (57%), Gaps = 3/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           + IRPAT+AD+  + +I    +   T ++  EP    E     + L    +P+LVAE +G 
Sbjct: 4   IAIRPATSADLDTITEIYADAVTNGTASYELEPPGRAEMGKRFDALTAGGFPYLVAERDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAG ++ R AY + VE +VYV+   +  G+G  L   L+ ++EA GF+ ++AVI 
Sbjct: 64  AVLGYAYAGAFRPRPAYRFVVEDSVYVAPDAKGQGVGLRLMQSLIAAVEAAGFRQIIAVI 123 
 
Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             G P+  SV+LHE LG+   G L  +GYKHG W D  F Q 
Sbjct: 124 GDGRPDSASVKLHERLGFRHSGRLEGSGYKHGRWLDTVFMQ 164 
 
 
>ref|YP_550242.1| GCN5-related N-acetyltransferase [Polaromonas sp. JS666] 
 gb|ABE45344.1| GCN5-related N-acetyltransferase [Polaromonas sp. JS666] 
          Length = 226 
 
 Score =  117 bits (292), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 64/161 (39%), Positives = 95/161 (59%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEG 66 
           + I P   +D+ A+  I  HY+ T+   F  EP T ++ +    + L+  YP+LVA  +G 
Sbjct: 25  LSIHPCAESDIEAIQAIYAHYVATNLATFELEPPTVRQMLSRRGDILRGGYPYLVARRDG 84 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYAG +++R AY  TVE ++YV+   ++ G+GS L   L++  E +GF+ +VAV+ 
Sbjct: 85  ELVGYAYAGAYRSRPAYRHTVEDSIYVAPGMRQAGVGSALLRELIRQCEQRGFRQMVAVV 144 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+R HEALG+T  GTL   GYK G W D    QR 
Sbjct: 145 GNSANTGSLRAHEALGFTRVGTLGCIGYKFGQWVDTVLMQR 185 
 
 
>ref|ZP_01898379.1| Phosphinothricin N-acetyltransferase, putative [Moritella sp. 
PE36] 
 gb|EDM67196.1| Phosphinothricin N-acetyltransferase, putative [Moritella sp. PE36] 
          Length = 162 
 
 Score =  117 bits (292), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 61/158 (38%), Positives = 85/158 (53%), Gaps = 1/158 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR AT  D  A+  I NHYI  + + F  +  T  +    ++  Q    PWLVAE    V 
Sbjct: 2   IRTATELDAEAISHIYNHYIANTVITFEEKLVTSDDIASRIKATQAAGLPWLVAEDNNKV 61 
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Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA PWK+R+AY ++VE++VY++    + G GS LY  L   ++    ++V+  I L 
Sbjct: 62  LGYAYASPWKSRSAYQFSVETSVYLAPDASKKGWGSQLYQALFIQLKTTKVRTVIGGIAL 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           PN  S+ LHE LG          GYK   W DVG+WQ+ 
Sbjct: 122 PNPASIALHEKLGMQKSAHFSEVGYKFNQWVDVGYWQK 159 
 
 
>ref|YP_003914549.1| phosphinothricin acetyltransferase [Ferrimonas balearica DSM 
9799] 
 gb|ADN77475.1| Phosphinothricin acetyltransferase [Ferrimonas balearica DSM 9799] 
          Length = 165 
 
 Score =  116 bits (291), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 62/159 (38%), Positives = 85/159 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP    D+ A+  I NHY+E     F     +  +  + L  +   YP LV E +G    
Sbjct: 2   IRPYQPGDIPAITAIYNHYVEHEIATFEEVALSDAQMTERLTAIAATYPVLVLEEQGRCV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY   +K R+AY +  E+TVY++      G GS LY  LL ++ AQG + V+ V+  P 
Sbjct: 62  GYAYGNHFKPRSAYRYCAETTVYLAPDCIGGGRGSRLYRALLDALAAQGIREVLGVLTQP 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  S  LH+ LGY  +GTL A G+K G W DV FWQ+   
Sbjct: 122 NPASAALHQKLGYRHQGTLTAVGFKFGRWLDVAFWQKSL 160 
 
 
>ref|ZP_05981641.1| phosphinothricin N-acetyltransferase [Subdoligranulum variabile 
DSM 
           15176] 
 gb|EFB74715.1| phosphinothricin N-acetyltransferase [Subdoligranulum variabile DSM 
           15176] 
          Length = 299 
 
 Score =  116 bits (291), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 68/176 (38%), Positives = 97/176 (55%), Gaps = 2/176 (1%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-E 63 
           R  + +R AT  D A V  + N Y+   T  F+ E  T  E+  ++  + ++ P+LVA   
Sbjct: 106 RSRLTVRMATPDDAADVVALYNWYVTHGTQTFQYELSTEAEYRQNIAEVLEKAPFLVAYT 165 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G +AG A A PW  R A+ W VE+TVY +      G G  LYT LL+ +  QG+ +   
Sbjct: 166 ADGRLAGYACAHPWHTRRAFAWDVETTVYCAPDVLGQGTGRRLYTALLELLRRQGYHNAF 225 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA-PPRPVR 178 
           A+I  PN  S   H+ALG+T  G  + +GYK G W D+G+W  +   PA PP PVR 
Sbjct: 226 ALITRPNPQSDAFHKALGFTRYGVEKNSGYKFGRWLDLGYWAYELNPPADPPAPVR 281 
 
 
>ref|YP_004104996.1| phosphinothricin acetyltransferase [Ruminococcus albus 7] 
 gb|ADU22362.1| Phosphinothricin acetyltransferase [Ruminococcus albus 7] 
          Length = 191 
 
 Score =  116 bits (291), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 60/188 (31%), Positives = 99/188 (52%), Gaps = 9/188 (4%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           +  + IRP T +D   + DI ++Y+E + + F  +  T  E+ + +     +YP++ A   
Sbjct: 2   KNNITIRPVTESDAKQLLDIYSYYVENTAITFEYDVPTIPEFQERIRHTLKKYPYIAAVK 61 
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Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G++ G AYAG +K R AYD++VE TVY    H + G+G  LYT L   +++ G  ++ A 
Sbjct: 62  DGIILGYAYAGVFKDRAAYDYSVEVTVYTHRSHHKEGIGKLLYTELEAILKSMGITNLYA 121 
 
Query: 125 VIGLPNDP--------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPR 175 
            IG+P D         S+  H  +GYT  G     GYK G W+D+ + ++   E  A    
Sbjct: 122 CIGIPADEDDEYLDHNSMDFHTHIGYTMAGRFHKCGYKFGRWYDMVWLEKMIAEHDAIDH 181 
 
Query: 176 PVRPVTQI 183 
            + P + I 
Sbjct: 182 SIIPASSI 189 
 
 
>emb|CAM78141.1| phosphinothricin acetyltransferase [Magnetospirillum 
           gryphiswaldense MSR-1] 
          Length = 176 
 
 Score =  116 bits (291), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 67/165 (40%), Positives = 92/165 (55%), Gaps = 2/165 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64 
           R + IR +T AD+AA   I  H++ T T +F   P + +E       L D+  PWLVAE  
Sbjct: 2   RGMIIRASTPADIAAAQAIYAHHVLTGTASFELAPPSLEEMARRRSALTDKGLPWLVAEQ 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G + G AYAGP++ R AYDWTVE ++Y+       G+G  L T L+    A G++ +VA 
Sbjct: 62  DGRMLGYAYAGPYRTRPAYDWTVEDSIYIHPDSHGQGIGKALLTRLIDECTALGYRQMVA 121 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VIG   N  SV LH + G+   G L+A G+K G W D    QR   
Sbjct: 122 VIGDSANAGSVGLHRSCGFHDAGILKAVGWKFGRWIDSVLMQRSL 166 
 
 
>ref|ZP_07453833.1| phosphinothricin acetyltransferase [Eubacterium yurii subsp. 
           margaretiae ATCC 43715] 
 gb|EFM39737.1| phosphinothricin acetyltransferase [Eubacterium yurii subsp. 
           margaretiae ATCC 43715] 
          Length = 365 
 
 Score =  116 bits (290), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 52/168 (30%), Positives = 96/168 (57%), Gaps = 7/168 (4%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           + + +R A+  D+  + +I ++Y+E + + F  E  + +E +D +E+   +YP+LV E + 
Sbjct: 178 KRISVRRASLQDVDKILEIYSYYVENTAITFEYETPSREEMLDRMEKFSSKYPFLVIECD 237 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G +YA  +K+R AY+WT E ++Y+S+  ++ GLG  LY  + K++++ G  ++ A  
Sbjct: 238 KKVCGYSYANVFKSRPAYNWTCEMSIYISNDMRKYGLGRKLYEEMEKALKSMGIVTLYAC 297 
 
Query: 126 I-GLPNDP------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +  +  D       SV+ HE LGY   G     GYK   W+D+ F ++ 
Sbjct: 298 VTSIEKDDEYLTKNSVKFHEHLGYRLIGKFEKCGYKFDRWYDMIFMEK 345 
 
 
>ref|YP_002132943.1| GCN5-related N-acetyltransferase [Anaeromyxobacter sp. K] 
 gb|ACG71814.1| GCN5-related N-acetyltransferase [Anaeromyxobacter sp. K] 
          Length = 197 
 
 Score =  116 bits (290), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 73/175 (41%), Positives = 94/175 (53%), Gaps = 1/175 (0%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D   V +I    +  + ++F  EP  P E    +  + +  PWLV E +G V  
Sbjct: 4   IRMATLDDAGDVAEIYGAVVAGTPISFELEPPGPGEMARRMAAVLELAPWLVCEEDGRVD 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA     R AY W+V+ TVYV    +R GLG  LYT LL+ + AQGF +  A I LP 
Sbjct: 64  GYVYASRHHERAAYRWSVDVTVYVREGRRRGGLGRALYTALLELLRAQGFHAAHAGITLP 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           N  SV LHEALG+   G     G+K G WHDVG+WQ +  E    P P+ PV  + 
Sbjct: 124 NAGSVGLHEALGFRPIGVYPRVGWKMGAWHDVGYWQLELRERTGAPGPILPVDAL 178 
 
 
>ref|ZP_07296464.1| GNAT family toxin-antitoxin system, toxin component [Streptomyces 
           hygroscopicus ATCC 53653] 
 gb|EFL24833.1| GNAT family toxin-antitoxin system, toxin component [Streptomyces 
           hygroscopicus ATCC 53653] 
          Length = 193 
 
 Score =  116 bits (290), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 69/183 (37%), Positives = 91/183 (49%), Gaps = 17/183 (9%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRPA  AD+ AV DI  HY+  S + F   P++  +W   L  L  R  P+LVAE+ G V 
Sbjct: 8   IRPAGHADLKAVADIYTHYVRHSVITFDETPRSAADWEQLLGDLTARGLPFLVAELSGEV 67 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-- 126 
            G AYA PW+ + AY +TVE T+Y++      GLGS L   L+      G ++++AVI   
Sbjct: 68  VGFAYAAPWRPKPAYRYTVEDTIYLAPDATGQGLGSALLGRLIAEAGRAGKRTMIAVIAD 127 
 
Query: 127 --------------GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172 
                         G  +D S  LH   G+T  G L A G+KHG W D    QR       
Sbjct: 128 TGGDDTGSDGTGSAGTGSDASTALHRRFGFTDAGRLTAVGHKHGRWVDTALLQRPLSAQE 187 
 
Query: 173 PPR 175 
           P R 
Sbjct: 188 PAR 190 
 
 
>ref|YP_269286.1| phosphinothricin N-acetyltransferase [Colwellia psychrerythraea 
           34H] 
 gb|AAZ28061.1| phosphinothricin N-acetyltransferase [Colwellia psychrerythraea 
           34H] 
          Length = 169 
 
 Score =  115 bits (289), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 59/161 (36%), Positives = 86/161 (53%), Gaps = 2/161 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVE 65 
            V IR     D++++C I NH+IE + V F  E  T  + +  + ++  D  PW VAE E 
Sbjct: 6   KVMIRAVKEQDVSSICTIYNHFIENTVVTFEEEVVTASDILKRITKITADDLPWFVAEDE 65 
 
Query: 66  -GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G + G AYA  W+ R +Y ++VE TVY+S  H   GLG+ LY  L + ++     S +  
Sbjct: 66  SGNIMGYAYATKWRDRFSYRFSVEVTVYLSPEHTSKGLGTKLYQVLFEELKRIKIHSAIG 125 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            I +PN+ S+ LHE  G       +  G K   W DVG+WQ 
Sbjct: 126 GITIPNEASIALHEKFGMVKVAHFKEVGLKFDRWLDVGYWQ 166 
 
 
>ref|YP_003679970.1| phosphinothricin acetyltransferase [Nocardiopsis dassonvillei 
           subsp. dassonvillei DSM 43111] 
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 gb|ADH67464.1| Phosphinothricin acetyltransferase [Nocardiopsis dassonvillei 
           subsp. dassonvillei DSM 43111] 
          Length = 175 
 
 Score =  115 bits (289), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 57/158 (36%), Positives = 88/158 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R AT AD  A   I + Y+  + + F  EP T ++  + +   Q R+ W+V E     
Sbjct: 10  LTVRDATPADAPACAAIYSPYVTDTAITFEYEPPTAEQMAERIAAAQRRHAWIVLEDADG 69 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AY GP++ R+AY W+ E +VY++   +R G G  LY  LL  +  +G ++ VA +  
Sbjct: 70  VVGYAYGGPFRTRDAYRWSCEVSVYLAMGRRRTGAGRALYRELLPRLAERGMRTAVACMT 129 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           LPN+ S+ LH +LG+   G +R  G K   WHDV + Q 
Sbjct: 130 LPNEASLGLHRSLGFEDVGVMRRVGRKFDAWHDVAWAQ 167 
 
 
>ref|YP_003484882.1| putative acetyltransferase [Streptococcus mutans NN2025] 
 dbj|BAH87990.1| putative acetyltransferase [Streptococcus mutans NN2025] 
          Length = 163 
 
 Score =  115 bits (289), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 52/159 (32%), Positives = 92/159 (57%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D   +  I   Y+E + + F  +  + +E+ + +E+ + ++P+LVAE EG+ 
Sbjct: 1   MKIRNACKEDAKQLIAIYAPYVEKTAITFEYQVPSLEEFEERIEKTKQKFPYLVAEEEGI 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +  R AYDWTVE ++Y+  + +   +GS LY  L ++++  GF +++  I  
Sbjct: 61  LQGYAYASAYYNRAAYDWTVELSIYIREKARGKHIGSQLYASLERNLQETGFVNLLVCIA 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           LPN+ S+  H+  GY      +  GYK   WHD+ + Q+ 
Sbjct: 121 LPNNASLTFHKKHGYEQVAHFKKVGYKFDKWHDIVWMQK 159 
 
 
>ref|YP_003749344.1| phosphinothricin n-acetyltransferase (ppt n-acetyltransferase) 
           (phosphinothricin-resistance protein) [Ralstonia 
           solanacearum PSI07] 
 emb|CBJ34703.1| Phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Ralstonia 
           solanacearum PSI07] 
          Length = 183 
 
 Score =  115 bits (288), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 65/164 (39%), Positives = 92/164 (56%), Gaps = 3/164 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + +RPA  AD+ AV  I  H++ T T +F  +P    E     + LQD   P+LVAE +G 
Sbjct: 20  IVVRPARLADLPAVAAIYAHHVRTGTASFELDPPDLAEMTRRFQALQDTGMPYLVAEADG 79 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYAGP +AR AY  TVE ++Y+    Q  G+G+ L   L++   A+GF+ +VAV+ 
Sbjct: 80  NLLGYAYAGPHRARPAYRHTVEDSIYLDTAAQGRGVGTLLLDTLVRECTARGFRQMVAVV 139 
 
Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             G  N  S+RLH   G+   G L   GYK G W D+   QR+  
Sbjct: 140 GGGQENLGSMRLHARCGFREVGVLAKVGYKFGRWLDIVLMQREL 183 
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>ref|YP_002551041.1| acetyltransferase [Agrobacterium vitis S4] 
 gb|ACM38029.1| acetyltransferase [Agrobacterium vitis S4] 
          Length = 209 
 
 Score =  115 bits (287), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 61/162 (37%), Positives = 92/162 (56%), Gaps = 2/162 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE 65 
           PV+IR AT AD+  + +I  H I T   ++   P    E    +E +  + YP++VAE + 
Sbjct: 26  PVQIRAATPADIPHITEIYRHAILTGKASYEITPPDEAEMAHRMETITSQFYPYIVAEDD 85 
 
Query: 66  -GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G + G AYA  ++ R AY W VE ++Y++   Q  G+G  L T L+    A GF+ ++A 
Sbjct: 86  DGSLLGYAYASAFRTRPAYRWLVEDSIYLAEAAQGKGIGKALLTDLVAQCTALGFRQMIA 145 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VIG  N  S+ +H +LG+T  G +  +G+KHG W D  F QR 
Sbjct: 146 VIGGANPASIGVHRSLGFTHAGGINGSGFKHGTWLDTVFMQR 187 
 
 
>ref|ZP_08044113.1| GCN5-related N-acetyltransferase [Haladaptatus paucihalophilus 
           DX253] 
 gb|EFW92929.1| GCN5-related N-acetyltransferase [Haladaptatus paucihalophilus 
           DX253] 
          Length = 196 
 
 Score =  115 bits (287), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 57/138 (41%), Positives = 79/138 (57%) 
 
Query: 29  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 88 
           +  +T++F T P    E  D ++     YPW+V E +  + G AYAG  ++R AY W+ + 
Sbjct: 23  VRETTISFETTPPDEDEMADRIQTTLPTYPWVVCEHDDELLGYAYAGSHRSREAYQWSAD 82 
 
Query: 89  STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            +VYV   H+R G+G+ LY  L   +E QGF +  A I LPN  SV LHE+LG+   GT  
Sbjct: 83  VSVYVHRDHRRSGVGNGLYESLFSLLERQGFYNAYAGIALPNPASVGLHESLGFEHVGTY 142 
 
Query: 149 RAAGYKHGGWHDVGFWQR 166 
            A GYK   W  VG+W R 
Sbjct: 143 EAVGYKDDAWRSVGWWHR 160 
 
 
>ref|ZP_07343113.1| phosphinothricin N-acetyltransferase [Burkholderiales bacterium 
           1_1_47] 
 gb|EFL83667.1| phosphinothricin N-acetyltransferase [Burkholderiales bacterium 
           1_1_47] 
          Length = 176 
 
 Score =  114 bits (286), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 60/165 (36%), Positives = 93/165 (56%), Gaps = 2/165 (1%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA 62 
           E+  V IR A  AD+  +  I    +   T +F   P + +E +  ++ ++   YP+LVA 
Sbjct: 2   EKLFVNIRKAEPADIGGIASIYEQAVLLGTASFEVTPPSEEEMLSRMQTIEAGHYPYLVA 61 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E+E  + G AYAG ++ R AY +TVE ++YV    +RLG+G+ L T L+   + +GF+ + 
Sbjct: 62  ELEHQILGFAYAGQYRPRKAYRYTVEDSIYVHPECRRLGVGTQLLTSLIAECDLRGFREM 121 
 
Query: 123 VAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +AVIG   N  S++LHE  G+   G L+  GYK   W D    QR 
Sbjct: 122 IAVIGDSENTASIKLHEHCGFRHVGVLKNVGYKFDRWLDSVLMQR 166 
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>ref|ZP_03755566.1| hypothetical protein ROSEINA2194_04006 [Roseburia inulinivorans 
DSM 
           16841] 
 gb|EEG92136.1| hypothetical protein ROSEINA2194_04006 [Roseburia inulinivorans DSM 
           16841] 
          Length = 189 
 
 Score =  114 bits (286), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 62/166 (37%), Positives = 86/166 (51%), Gaps = 8/166 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD   +  I   YIE + + F     + +E+   +    +R+P+L AE +G +A 
Sbjct: 4   IRVATEADAEEILAIYAKYIEQTAITFEYVVPSIEEFRGRIRHTLERFPYLAAEKDGKIA 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY  P+K R AYDW+VE+++YV    +R G+G  LY  L   ++ QG  +V A I  P 
Sbjct: 64  GYAYVSPFKERAAYDWSVETSIYVDMEQKRSGIGRRLYEELENILKQQGILNVNACIAYP 123 
 
Query: 130 N-------DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
                     SV  HE LGYT  GT    GYK   W+D+  W   F 
Sbjct: 124 QAEDEYLTKDSVLFHEKLGYTMVGTFHQCGYKFHRWYDM-VWMEKF 168 
 
 
>ref|ZP_08196974.1| phosphinothricin N-acetyltransferase [Nocardioidaceae bacterium 
           Broad-1] 
 gb|EGD43547.1| phosphinothricin N-acetyltransferase [Nocardioidaceae bacterium 
           Broad-1] 
          Length = 170 
 
 Score =  114 bits (285), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 59/159 (37%), Positives = 85/159 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D AA   I   Y+  + ++F TEP T +E  D ++  Q  + WLV E +  V  
Sbjct: 12  IRDATPDDAAACAAIYEPYVRDTVISFETEPPTTEEMADRIKAAQAEHAWLVLEADDRVV 71 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA   + R AY W  + ++Y+    +R G G  LY  LL  +  +G++  +A I LP 
Sbjct: 72  GYAYATSHRTRAAYRWACDVSIYLETGRRRSGAGKALYAALLPILRERGYRRALAGIALP 131 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N+ S+ LH + G+T  G  R  G+K   WHDV + Q D  
Sbjct: 132 NEASIGLHRSFGFTDVGVYRRIGWKLDAWHDVAWMQLDL 170 
 
 
>ref|YP_003766886.1| acetyltransferase [Amycolatopsis mediterranei U32] 
 gb|ADJ46484.1| acetyltransferase [Amycolatopsis mediterranei U32] 
          Length = 171 
 
 Score =  114 bits (284), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 63/159 (39%), Positives = 84/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D AA   +   Y+  + V+F TEP    E      R+   + WLV E  G VA 
Sbjct: 2   IRHATTEDAAACATLYAPYVTDTVVSFETEPPDTAEMA---RRIAGAHAWLVLEDHGRVA 58 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AY W+ E+++Y+    +R G G  LY  LL+ +  +G     A + LP 
Sbjct: 59  GYAYATRFAARAAYRWSCETSIYLEQGRRRTGAGRALYEALLERLRERGLCRAFAGMTLP 118 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
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           ND S  LH ALG+   G  R  G+KHG W DV + Q+D  
Sbjct: 119 NDASAGLHRALGFEPAGVYRRVGWKHGAWRDVAWVQKDL 157 
 
 
>ref|ZP_03797973.1| hypothetical protein COPCOM_00226 [Coprococcus comes ATCC 27758] 
 gb|EEG91531.1| hypothetical protein COPCOM_00226 [Coprococcus comes ATCC 27758] 
          Length = 189 
 
 Score =  114 bits (284), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 62/184 (33%), Positives = 99/184 (53%), Gaps = 8/184 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IRPAT AD A + +I   YI  + + F  +  T +E+   +    ++YP+LVA  +   
Sbjct: 6   IKIRPATEADAAEILNIYAPYITDTAITFEYDVPTLEEFTGRIRHTLEKYPYLVAVRDSE 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG +  R AYDW+ E+T+YV    + +G+G  LY  L  +++AQ   ++ A IG 
Sbjct: 66  IIGYAYAGAFYGRAAYDWSAETTIYVKKGCRHIGVGKLLYQALETALKAQNIINLYACIG 125 
 
Query: 128 LPNDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRP 179 
            P +        S + HE LGY   G  R  GYK G W+ + + ++   E P  P  V+  
Sbjct: 126 YPEEDDEYLTKNSKQFHEHLGYRLIGEFRKCGYKFGRWYHMVWMEKMIGEHPEKPEQVKR 185 
 
Query: 180 VTQI 183 
            ++I 
Sbjct: 186 FSEI 189 
 
 
>ref|ZP_02434166.1| hypothetical protein BACSTE_00385 [Bacteroides stercoris ATCC 
           43183] 
 gb|EDS16710.1| hypothetical protein BACSTE_00385 [Bacteroides stercoris ATCC 
           43183] 
          Length = 161 
 
 Score =  113 bits (283), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 60/161 (37%), Positives = 82/161 (50%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP    D+  + DI N YI  ST  F TEP +  E    +  +   +P+ V E +  V  
Sbjct: 2   IRPVQPQDVKYITDIYNEYILNSTYTFETEPISEDEMRLRIAEIFPHFPFFVCETDHKVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA PWK R AY +T+E+TVY+S RH+  GLG  L   L++      + +++A I    
Sbjct: 62  GYCYAHPWKQRTAYRYTLETTVYLSARHRGKGLGKLLMQVLIEECRQHNYHTLIACITAC 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S  LH  LG+T     +  G K G W DV     D+EL 
Sbjct: 122 NTASCSLHSKLGFTQVSHFKEVGMKFGEWLDVA----DYEL 158 
 
 
>ref|YP_003392558.1| GCN5-related N-acetyltransferase [Conexibacter woesei DSM 14684] 
 gb|ADB49183.1| GCN5-related N-acetyltransferase [Conexibacter woesei DSM 14684] 
          Length = 176 
 
 Score =  113 bits (283), Expect = 9e-24,   Method: Compositional matrix adjust. 
 Identities = 65/154 (42%), Positives = 82/154 (53%), Gaps = 6/154 (3%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+  S  +F   P    E    +E+L   + +LV E +G VAG AYAGP + R AY W   
Sbjct: 21  YVVDSAASFEETPPGAAELARRIEQLSHTHAFLVDERDGRVAGYAYAGPHRTRAAYRWAA 80 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           + +VYV    QR G+G  LY  LL  +  +GF+   A I LPN  SV LHEA G+   G  
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Sbjct: 81  DVSVYVDAAFQRRGVGRALYEPLLALLRERGFRIACAGITLPNAGSVGLHEAFGFEQVGI 140 
 
Query: 148 LRAAGYKHGGWHDVGFWQ------RDFELPAPPR 175 
            RA G+K G W DVG+WQ       D   P PPR 
Sbjct: 141 YRAIGWKAGAWRDVGWWQLQLAPREDGAQPEPPR 174 
 
 
>ref|YP_001913381.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. 
oryzae 
           PXO99A] 
 gb|ACD58849.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. oryzae 
           PXO99A] 
          Length = 170 
 
 Score =  113 bits (283), Expect = 9e-24,   Method: Compositional matrix adjust. 
 Identities = 61/156 (39%), Positives = 83/156 (53%), Gaps = 3/156 (1%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEGVVAGIAYAGPWKA 79 
           + DI N+YI  + + F  +P T  E    +  +Q    PWLVA     V G AYA  W+A 
Sbjct: 14  LADIYNYYIANTRITFEMDPVTSVEMAKRIADVQSIGLPWLVALEGDQVVGYAYATQWRA 73 
 
Query: 80  RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 139 
           R AY  +VESTVY++  H+  GLG+ LY  L++ +      +++  +  PND S RLHEA 
Sbjct: 74  RKAYQSSVESTVYLADGHRGRGLGTALYGKLIEELRGLELHAIIGGVAQPNDASARLHEA 133 
 
Query: 140 LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
           LG+         GYK G W DV +WQ    LP   R 
Sbjct: 134 LGFKKVAHFEQVGYKLGQWVDVAYWQ--LLLPVSSR 167 
 
 
>ref|YP_003388108.1| GCN5-related N-acetyltransferase [Spirosoma linguale DSM 74] 
 gb|ADB39309.1| GCN5-related N-acetyltransferase [Spirosoma linguale DSM 74] 
          Length = 185 
 
 Score =  113 bits (283), Expect = 9e-24,   Method: Compositional matrix adjust. 
 Identities = 65/173 (37%), Positives = 92/173 (53%), Gaps = 1/173 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A  AD +A+  +   YI  ST+ F  E     E+   +  +Q ++P+LVAE EG  
Sbjct: 1   MTIRFAQPADASAILAVYAPYITGSTITFEYEVPPIAEFAGRIRAIQQQFPYLVAEEEGS 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA   + R AY W+VE++VYV     R G+   LYT L   +  QG+ +  A I  
Sbjct: 61  LLGYAYASRHRDRPAYQWSVETSVYVHPAGHRRGIARQLYTRLFDLLVQQGYYNAYAGIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
            PN  S   H ++G+   GT    GYK G WHDV ++QR  + P    PV P+ 
Sbjct: 121 SPNPQSESFHRSMGFDYIGTYAKIGYKMGAWHDVSWFQRTLQ-PHQINPVIPM 172 
 
 
>ref|ZP_05034621.1| acetyltransferase, GNAT family [Brevundimonas sp. BAL3] 
 gb|EDX82050.1| acetyltransferase, GNAT family [Brevundimonas sp. BAL3] 
          Length = 189 
 
 Score =  113 bits (283), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 66/166 (39%), Positives = 89/166 (53%), Gaps = 2/166 (1%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE 63 
           R  V+IR AT ADMAA+  I    +      F  EP    E       +Q    P LVAE 
Sbjct: 2   RSEVQIREATPADMAAITAIYAESVANGRGTFELEPPDEIEMTARFAAVQALGLPRLVAE 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           ++G V G AYAGP++ R AY + VE ++YV+   +  G+   L   L+ + EA G + +V 
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Sbjct: 62  IDGAVVGYAYAGPFRTRQAYRYMVEDSIYVAPEARGRGVAGALLDALIVACEALGLRQMV 121 
 
Query: 124 AVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           AVIG   N  S+ LH A G+   G  +AAG+KH  W DV F QR+  
Sbjct: 122 AVIGDSDNAGSIALHRARGFADAGVFKAAGWKHDDWRDVVFMQREL 167 
 
 
>ref|YP_003268792.1| phosphinothricin acetyltransferase [Haliangium ochraceum DSM 
14365] 
 gb|ACY16899.1| Phosphinothricin acetyltransferase [Haliangium ochraceum DSM 14365] 
          Length = 190 
 
 Score =  113 bits (283), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 66/153 (43%), Positives = 87/153 (56%), Gaps = 3/153 (1%) 
 
Query: 29  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 88 
           +  + ++F  EP    E +  L  +Q RYPWLV E  G +AG AYA  ++ R AY WT E 
Sbjct: 32  VRDTAISFELEPPDEAEMVRRLAAVQGRYPWLVLERAGALAGYAYASSFRERPAYRWTAE 91 
 
Query: 89  STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            +VYV   H+R G+   LY  LL  + AQG ++ VAVI LP+  S  +HE LG+   G + 
Sbjct: 92  VSVYVHAEHRRRGVARALYGELLARLRAQGLRTAVAVITLPDAGSATMHERLGFAPAGRI 151 
 
Query: 149 RAAGYKHGGWHDVGFWQRDF---ELPAPPRPVR 178 
             AGYK   W+D+GFWQ        PA PRP R 
Sbjct: 152 ARAGYKFDRWYDIGFWQLALGGDGAPASPRPPR 184 
 
 
>ref|ZP_02041092.1| hypothetical protein RUMGNA_01858 [Ruminococcus gnavus ATCC 29149] 
 gb|EDN77703.1| hypothetical protein RUMGNA_01858 [Ruminococcus gnavus ATCC 29149] 
          Length = 183 
 
 Score =  113 bits (283), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 63/175 (36%), Positives = 94/175 (53%), Gaps = 2/175 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D  A+  I  +YI+T  + F  E  T  E+   +  + + YP+L+ E  G +  
Sbjct: 2   IRFATEEDAQALLAIYAYYIDTE-ITFEYELPTEAEFRKRIRTVLEEYPYLIYEDAGNIL 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA     R AY W VE TVY+       G+G  LY  LL+ +  QG  +  ++I  P 
Sbjct: 61  GYAYAHRHLERAAYQWNVELTVYLHPDAVSRGIGRRLYEELLRILTEQGICNAYSLITRP 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRPVTQI 183 
           N+ S +LHEA+G+T  G L+  GYK+G W DV ++++     P  P P R + ++ 
Sbjct: 121 NEKSEKLHEAMGFTLMGVLKNTGYKNGKWRDVSWYEKQLNPYPEHPVPFRKIDEL 175 
 
 
>ref|ZP_08157709.1| putative phosphinothricin N-acetyltransferase [Ruminococcus albus 
           8] 
 gb|EGC04391.1| putative phosphinothricin N-acetyltransferase [Ruminococcus albus 
           8] 
          Length = 188 
 
 Score =  113 bits (283), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 61/180 (33%), Positives = 93/180 (51%), Gaps = 8/180 (4%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           +  + IR A   D A + DI  +Y+E + + F  +  +  E+ + + +   RYP++VAE  
Sbjct: 2   KSEITIRTAVPDDAAELLDIYAYYVEKTAITFEYDVPSLAEFKERISQTLMRYPYIVAEK 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+AG AYAG +K R AYD++VE TVY      + GLG  LYT L   ++  G  ++ A 
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Sbjct: 62  NGVIAGYAYAGVFKDRAAYDYSVEVTVYTHRSCHKQGLGRLLYTELEAMLKQMGITNLYA 121 
 
Query: 125 VIGLPNDP--------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
            IG+P D         S+  H  +GY   G     GYK G W+D+ + ++     A   P 
Sbjct: 122 CIGVPADSADEYLDNNSMDFHTHMGYVLAGRFHKCGYKFGRWYDMVWLEKLISQHAENMP 181 
 
 
>ref|YP_003178172.1| GCN5-related N-acetyltransferase [Halomicrobium mukohataei DSM 
           12286] 
 gb|ACV48465.1| GCN5-related N-acetyltransferase [Halomicrobium mukohataei DSM 
           12286] 
          Length = 196 
 
 Score =  113 bits (282), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 61/156 (39%), Positives = 78/156 (50%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D  A  DI   Y+  S V+F   P    E  D L    + YPWLV E E  V  
Sbjct: 4   IRRARPDDATACADIYAPYVRDSAVSFEETPPASGEMRDRLRATLETYPWLVCEREDRVV 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA   + R AY W+VE ++YV   H+R G+ + LY  L   +  QGF +  A + LP 
Sbjct: 64  GFAYASDHRDRTAYQWSVELSIYVDGDHRRAGIATALYESLFAVLGEQGFYNGYAGVTLP 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           N  SV  H  +G+   GT    GY  G W DV +W+ 
Sbjct: 124 NRASVEFHREMGFEPVGTYENVGYTAGEWQDVQWWR 159 
 
 
>ref|ZP_07669863.1| phosphinothricin N-acetyltransferase [Erysipelotrichaceae 
bacterium 
           3_1_53] 
 gb|EFP63119.1| phosphinothricin N-acetyltransferase [Erysipelotrichaceae bacterium 
           3_1_53] 
          Length = 195 
 
 Score =  113 bits (282), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 57/165 (34%), Positives = 89/165 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A  +D  A+  I  +Y+  S + F  E  T +E+   +  +Q  YP+LV E++  +  
Sbjct: 4   IRFAQLSDAPALLSIYAYYVGNSVITFEYEAPTLEEFEGRMMHIQQEYPYLVCEIDQKIV 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA     R AY W VE +VY+  + Q   +G  LYT LL+ ++ Q  ++ ++ I LP 
Sbjct: 64  GYAYAHRHMERAAYQWNVELSVYLQPQAQHRQIGKALYTALLEILKLQRLQTAISCITLP 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N  S+ LH++ G+   G L  AGYK   W DV + Q++ +    P 
Sbjct: 124 NTASLALHKSFGFKEMGILHNAGYKFDAWRDVIWLQKELQKHTVP 168 
 
 
>ref|YP_002490995.1| GCN5-related N-acetyltransferase [Anaeromyxobacter dehalogenans 
           2CP-1] 
 gb|ACL63929.1| GCN5-related N-acetyltransferase [Anaeromyxobacter dehalogenans 
           2CP-1] 
          Length = 197 
 
 Score =  112 bits (281), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 72/176 (40%), Positives = 94/176 (53%), Gaps = 1/176 (0%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +IR AT  D   V +I    +  + ++F  EP  P E    +  + +  PWLV E +G V 
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Sbjct: 3   QIRMATLDDAGDVAEIYGAVVAGTPISFELEPPGPGEMARRMAAVLELAPWLVCEEDGRV 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  YA     R AY W+V+ TVYV    +R GLG  LYT LL+ + AQGF +  A I L 
Sbjct: 63  DGYVYASRHHDRAAYRWSVDVTVYVRDGRRRGGLGRALYTALLELLRAQGFHAAHAGITL 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           PN  SV LHEALG+   G     G+K G WHDVG+WQ +  E    P P+  V  + 
Sbjct: 123 PNAGSVGLHEALGFRPIGVYPRVGWKMGAWHDVGYWQLELRERTRAPGPILAVDAL 178 
 
 
>ref|YP_001523874.1| GCN5-related N-acetyltransferase [Azorhizobium caulinodans ORS 
571] 
 dbj|BAF86956.1| GCN5-related N-acetyltransferase [Azorhizobium caulinodans ORS 571] 
          Length = 174 
 
 Score =  112 bits (281), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 63/162 (38%), Positives = 95/162 (58%), Gaps = 3/162 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA-EVEGV 67 
           +RPAT AD+ A+ DI +  + T T +F  +P    E     + L    YP+LVA + +   
Sbjct: 3   LRPATLADVPAIADIYDDAVRTGTASFELDPPGVGEMTRRFDALMAGDYPYLVAVDTDET 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG ++ R AY +TVE+++YV+   QR G+G  L T L++  EA+GF+ +VAVIG 
Sbjct: 63  LLGYAYAGAFRPRIAYRFTVENSIYVAPGAQRRGVGKALLTALVRECEARGFRQMVAVIG 122 
 
Query: 128 -LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ +H A G+   G ++++G K G W D    QRD  
Sbjct: 123 DSANAGSIGVHRACGFRDVGIIKSSGLKFGRWLDTVLMQRDL 164 
 
 
>ref|YP_001363663.1| GCN5-related N-acetyltransferase [Kineococcus radiotolerans 
           SRS30216] 
 gb|ABS05399.1| GCN5-related N-acetyltransferase [Kineococcus radiotolerans 
           SRS30216] 
          Length = 176 
 
 Score =  112 bits (281), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 62/152 (40%), Positives = 85/152 (55%), Gaps = 3/152 (1%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+  + ++F  EP    E    +E    R+ WLV E  G VAG AYA P+ AR AYDW+  
Sbjct: 24  YVRDTAISFELEPPDAAEVARRIEASGQRHAWLVLEDAGRVAGYAYASPFAARPAYDWSC 83 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           E +VY++   +R G G  LYT L   +E +GF+++VA + +PN+ S+ LH A G+   GT 
Sbjct: 84  EVSVYLAPGLRRSGAGRALYTELFARLEQRGFRTLVAGVTVPNEASLGLHRATGFEVVGT 143 
 
Query: 148 LRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
            R  G+K G W DV   QR      P R V P 
Sbjct: 144 FRDIGFKLGRWWDVTRLQRPL---GPGRDVAP 172 
 
 
>ref|ZP_08014935.1| hypothetical protein HMPREF9464_00154 [Sutterella wadsworthensis 
           3_1_45B] 
 gb|EFW02716.1| hypothetical protein HMPREF9464_00154 [Sutterella wadsworthensis 
           3_1_45B] 
          Length = 192 
 
 Score =  112 bits (281), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 63/176 (35%), Positives = 94/176 (53%), Gaps = 5/176 (2%) 
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Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 70 
           R A   D  A+  I + YI  ST+ F     T +E+ + +  +   YP++VAE +G   G 
Sbjct: 4   RLAVPEDAPALLQIYSEYIH-STITFEYTLPTTEEFAERIRTIAGFYPYIVAEEDGRCMG 62 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
            AYA     R AY W  E +VY++      GLG  LY+ L+  ++AQG  SV   +  PN 
Sbjct: 63  YAYAHRHMERAAYQWNAELSVYLAKSAVGCGLGGGLYSRLMTLLKAQGVLSVFGCVTSPN 122 
 
Query: 131 DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----DFELPAPPRPVRPVTQ 182 
            PS RLH+ +G+   GT   AG+K+G WHDV ++Q+      + P PP P+  + + 
Sbjct: 123 PPSDRLHKRMGFKLVGTYLQAGFKNGAWHDVNWYQKMLGDHLDDPKPPVPLSALEK 178 
 
 
>ref|YP_003383991.1| phosphinothricin acetyltransferase [Kribbella flavida DSM 17836] 
 gb|ADB35192.1| Phosphinothricin acetyltransferase [Kribbella flavida DSM 17836] 
          Length = 178 
 
 Score =  112 bits (281), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 59/139 (42%), Positives = 81/139 (58%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+  + ++F  EP TP E  + +   Q  + WLV E  G V G AY GP KAR AY W+  
Sbjct: 27  YVRETAISFELEPPTPAEMAERITAAQSTHAWLVLEDAGRVVGYAYGGPMKARAAYRWSC 86 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           E +VY+    +R G G  LY  L + +  +G+++ +A + LPND SV LH ALG+   GT 
Sbjct: 87  EVSVYLESGRRRTGGGRLLYEALFERLAERGYRTAIAGMTLPNDASVGLHRALGFEPIGT 146 
 
Query: 148 LRAAGYKHGGWHDVGFWQR 166 
            R  G+KH  WHDV + QR 
Sbjct: 147 YRRIGWKHNAWHDVAWAQR 165 
 
 
>ref|YP_002720780.1| Sortase related acyltransferase [Brachyspira hyodysenteriae WA1] 
 gb|ACN83076.1| Sortase related acyltransferase [Brachyspira hyodysenteriae WA1] 
          Length = 190 
 
 Score =  112 bits (280), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 54/180 (30%), Positives = 101/180 (56%), Gaps = 6/180 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66 
           ++IR A   D + +  I + YI+TS + F  +  T +E+ + +E +  +YP+LV E E   
Sbjct: 1   MKIRLANIEDASQILSIYSQYIDTS-ITFEYKLPTLEEFKNRIENIIKKYPYLVCEDENN 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G  YA  +  R AY+W+ E ++Y+   +   G+G  L + +++ ++ QG K++ + I 
Sbjct: 60  KIIGYCYANKFLEREAYNWSSELSIYLDKNNINRGIGKKLCSIIIEILKYQGIKNIYSKI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----DFELPAPPRPVRPVTQ 182 
            +PN  S +LH +LG+   GT    GYK+G WH V  +++    D++ P    P++ + + 
Sbjct: 120 TVPNTKSEKLHHSLGFNLIGTYNNIGYKNGKWHSVRLFEKELIFDYDNPKAIIPIKEIDK 179 
 
 
>ref|YP_567667.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris BisB5] 
 gb|ABE37766.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris BisB5] 
          Length = 181 
 
 Score =  112 bits (280), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 65/159 (40%), Positives = 87/159 (54%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRPAT  D+ AV  I +  + T T  F   P    E     E L    +P+LV  ++G V 
Sbjct: 6   IRPATTDDLPAVTAIYDEAVRTGTATFELTPPDLAEMTRRFETLTGGGFPYLVGLLDGRV 65 
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Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYAGP++ R AY +TVE++VY+     R GLG+ L   L+   EA+GF+ ++AVIG  
Sbjct: 66  AGYAYAGPYRPRPAYRFTVENSVYLDPATHRRGLGTALMRELIAQCEARGFRQMIAVIGD 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  SV +H   G+   GT R  G+K G W D    QR 
Sbjct: 126 SANSGSVGVHRKTGFDMIGTHRNVGFKFGRWLDTVMMQR 164 
 
 
>emb|CBK80336.1| Sortase and related acyltransferases [Coprococcus catus GD/7] 
          Length = 197 
 
 Score =  112 bits (280), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 60/162 (37%), Positives = 87/162 (53%), Gaps = 9/162 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR AT  D A +  I  HY+  + ++F  E  + +E+ + +E    RYP++VAE EG  
Sbjct: 5   VMIRLATPKDAAEMLKIYAHYVVNTAISFEYEVPSEEEFRERIESTLKRYPYIVAEQEGH 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY   +  R AYDW VE+++YV   ++R G G  LY  L K ++ Q   ++ A I  
Sbjct: 65  IIGYAYVSIFHERKAYDWAVETSIYVDKDYKRSGCGKLLYQALEKILKKQHISNLYACIA 124 
 
Query: 128 --------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                   L ND S+  HE LGY   GT +  GYK   W+D+ 
Sbjct: 125 YTEQEDEHLTND-SMHFHEHLGYELVGTFKQCGYKFNKWYDM 165 
 
 
>ref|NP_347494.1| phosphinothricin acetyltransferase [Clostridium acetobutylicum ATCC 
           824] 
 gb|AAK78834.1|AE007601_5 Phosphinothricin acetyltransferase [Clostridium 
acetobutylicum ATCC 
           824] 
 gb|ADZ19909.1| Phosphinothricin acetyltransferase [Clostridium acetobutylicum EA 
           2018] 
          Length = 196 
 
 Score =  112 bits (279), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 51/175 (29%), Positives = 95/175 (54%), Gaps = 1/175 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D   + +I   +I+ + + F  +  + Q++ + +  + ++Y +LV E++  VA 
Sbjct: 4   IRLVKKEDSEEILNIYKPFIQNTAITFDYDIPSIQKFTEKVSNISNKYAYLVCEIDEKVA 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +  R AYDW V+ ++YV  ++Q  G+G  LY  L+++++ QG+ ++ A++    
Sbjct: 64  GYAYASSFNERAAYDWAVDLSIYVDDKYQGKGIGKALYYTLIETLKIQGYCNMYALVTSS 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVTQI 183 
           N  S   HE   +   GT  ++GYK   WHDV  +++  E  A  P  +  + +I 
Sbjct: 124 NTRSKNFHEYFDFKLSGTYHSSGYKFEKWHDVDVFEKIIEDNAKNPHEIIAINKI 178 
 
 
>ref|ZP_07458488.1| phosphinothricin acetyltransferase [Streptococcus sp. oral taxon 
           071 str. 73H25AP] 
 gb|EFM35556.1| phosphinothricin acetyltransferase [Streptococcus sp. oral taxon 
           071 str. 73H25AP] 
          Length = 170 
 
 Score =  112 bits (279), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 58/170 (34%), Positives = 91/170 (53%), Gaps = 3/170 (1%) 
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Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +IR    +D+  +  I   Y+  + + F  E  + +E+   +++   +YP+LV E EG + 
Sbjct: 3   KIRTVRESDIPDLLAIYAPYVLNTAITFEYEVPSVEEFQRRIQKTLLKYPYLVLEEEGKI 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  +  R AYDW+VE ++Y+    +  GLGS LY  L + +E++G+   +A I L 
Sbjct: 63  LGYAYASTYYDRRAYDWSVEVSIYLHQEAEGRGLGSLLYDCLEEELESRGYLRFLACIAL 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           PND S+ LH   GY         GYK G WHD+ + Q+      PP  +R 
Sbjct: 123 PNDRSILLHRKRGYEQVAHFPEIGYKFGKWHDIVWMQKSL---TPPDDMR 169 
 
 
>ref|ZP_04115199.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar kurstaki str. T03a001] 
 ref|ZP_04203535.1| Phosphinothricin N-acetyltransferase [Bacillus cereus F65185] 
 ref|ZP_04212527.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock4-2] 
 ref|ZP_04279228.1| Phosphinothricin N-acetyltransferase [Bacillus cereus m1550] 
 gb|EEK89195.1| Phosphinothricin N-acetyltransferase [Bacillus cereus m1550] 
 gb|EEL55830.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock4-2] 
 gb|EEL64774.1| Phosphinothricin N-acetyltransferase [Bacillus cereus F65185] 
 gb|EEM53115.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar kurstaki str. T03a001] 
          Length = 170 
 
 Score =  111 bits (278), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 60/170 (35%), Positives = 98/170 (57%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP +V E++  V 
Sbjct: 2   IREATKKDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEEYPIIVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+L   L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNGIGSSLMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPIE 169 
 
 
>ref|YP_001033220.1| phosphinothricin N-acetyltransferase [Lactococcus lactis subsp. 
           cremoris MG1363] 
 emb|CAL98527.1| phosphinothricin N-acetyltransferase [Lactococcus lactis subsp. 
           cremoris MG1363] 
 gb|ADJ60933.1| phosphinothricin N-acetyltransferase [Lactococcus lactis subsp. 
           cremoris NZ9000] 
          Length = 186 
 
 Score =  111 bits (277), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 53/154 (34%), Positives = 85/154 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E R A  AD   + +I   Y+E + + F  E  T +E+ + +E++  ++P+L+A   G  
Sbjct: 1   MEFRLAKKADAQRLLEIYRPYVEKTAITFEYEVPTLEEFENRIEKIGSQFPYLLAIENGK 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG ++ R AYDW VE ++Y+  + ++ G GS LY  LL ++ A  ++   A I  
Sbjct: 61  IIGYAYAGAYRERAAYDWVVELSIYLDEKERQHGAGSALYQKLLTALAALNYQRAYACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            PN  SV  HE  G+   G    AGYK   W+ + 
Sbjct: 121 YPNPASVAFHEKFGFQQIGLFPKAGYKFEQWYGI 154 
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>ref|ZP_04186528.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH1271] 
 gb|EEL81776.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH1271] 
          Length = 179 
 
 Score =  111 bits (277), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 60/174 (34%), Positives = 99/174 (56%), Gaps = 3/174 (1%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA 62 
           ER+ V IR A   D+  + DI N  I  +T  +  +P T +  ID  E+ + + YP LV  
Sbjct: 5   ERKKVMIREARKQDVTYILDIYNDAILYTTAVYTYKPVTLENRIDWYEQKKAESYPILVY 64 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E++  V G A  GP++A +AY +++E +VYV   +++ G+G++L   L+   + + + ++ 
Sbjct: 65  ELDNKVVGFATFGPFRAWSAYKYSIEHSVYVHKEYRKNGIGTSLMKALITVAKEREYMTL 124 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           +A I   N  S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P +P 
Sbjct: 125 IAGIDAENKKSIALHENYGFVHAGTIKKAGYKFNRWLDLAFYQ--LELNGPKKP 176 
 
 
>ref|YP_779246.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
           BisA53] 
 gb|ABJ04266.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
           BisA53] 
          Length = 179 
 
 Score =  110 bits (276), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 66/176 (37%), Positives = 95/176 (53%), Gaps = 7/176 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + IRPATAAD  A+  I    +   T  F   P + +E     + L    +P+LVA+++G 
Sbjct: 4   ILIRPATAADFPAITAIYREAVLHGTATFELTPPSLEEMTRRFDSLTGGGFPYLVADLDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYAGP++ R AY +TVE++VY+S    R G+G  L   L+   EA+G++ ++AVI 
Sbjct: 64  ELVGYAYAGPYRPRPAYRFTVENSVYLSPAVHRRGIGGLLLRRLIADSEARGYRQMIAVI 123 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPPRP 176 
           G   N  S+ LH +LG+   GT  A G K G W D    QR        +P  P P 
Sbjct: 124 GDAANAGSIGLHRSLGFALIGTHPAVGLKFGRWLDTVMMQRALGQGGETVPTTPEP 179 
 
 
>ref|YP_001557413.1| GCN5-related N-acetyltransferase [Clostridium phytofermentans 
ISDg] 
 gb|ABX40674.1| GCN5-related N-acetyltransferase [Clostridium phytofermentans ISDg] 
          Length = 184 
 
 Score =  110 bits (276), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 58/175 (33%), Positives = 91/175 (52%), Gaps = 1/175 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D   + +I   Y+  + + F     T QE+   + ++  RYP+LVAE EG +  
Sbjct: 7   IRMATILDAPKLLEIYAPYVRETAITFEYTVPTVQEFESRIAKILTRYPYLVAEKEGEIL 66 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY   +K R AYDW VE+T+Y++   +  G+G  LY  L + ++ Q   ++ A I  P 
Sbjct: 67  GYAYVSSFKERAAYDWAVETTIYINQNQRGSGVGKRLYLKLEEIVKRQNIINMNACIAYP 126 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL-PAPPRPVRPVTQI 183 
           N  S+  HE LGY         GYK   W+D+ + ++  E  P  P+   P+ ++ 
Sbjct: 127 NPGSIAFHEHLGYKTVAHFTKCGYKLDRWYDMIWMEKILEEHPEKPKEFIPINKL 181 
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>ref|ZP_02027156.1| hypothetical protein EUBVEN_02425 [Eubacterium ventriosum ATCC 
           27560] 
 gb|EDM50473.1| hypothetical protein EUBVEN_02425 [Eubacterium ventriosum ATCC 
           27560] 
          Length = 192 
 
 Score =  110 bits (276), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 58/162 (35%), Positives = 87/162 (53%), Gaps = 7/162 (4%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            V IR AT  D   +  I ++Y+E + + F  +     E+   +  ++  YP+LV+EV+G 
Sbjct: 2   EVMIRFATEEDAEELLRIYSYYVENTAITFEYDTPALDEFKYRIRTIKAMYPYLVSEVDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA  +K R AYDW VE+T+Y+    +  G G  LY  L K+++AQ   ++ A I 
Sbjct: 62  KIVGYAYANTFKDRAAYDWAVETTIYLDKDARGKGYGKELYEALEKALKAQNITNLYACI 121 
 
Query: 127 GLP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           G P          SV+ HE LGY   GT +  GYK   W+D+ 
Sbjct: 122 GYPEVEDQYLTKNSVQYHEHLGYRFIGTFKKCGYKFNRWYDM 163 
 
 
>ref|ZP_03110621.1| acetyltransferase, GNAT family [Bacillus cereus 03BB108] 
 gb|EDX64361.1| acetyltransferase, GNAT family [Bacillus cereus 03BB108] 
          Length = 170 
 
 Score =  110 bits (276), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 59/170 (34%), Positives = 96/170 (56%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++AVI   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAVIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
 
 
>ref|NP_721464.1| putative acetyltransferase [Streptococcus mutans UA159] 
 gb|AAN58770.1|AE014945_7 putative acetyltransferase [Streptococcus mutans UA159] 
          Length = 163 
 
 Score =  110 bits (276), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 90/159 (56%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D   +  I   Y+E + + F  +  + +E+ + +E+ + ++P+LVAE EG+ 
Sbjct: 1   MKIRNACKEDAQQLIAIYASYVEKTAITFEYQVPSLEEFEERIEKTKQKFPYLVAEEEGI 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +    AYDWTVE ++Y+    +   +GS LY  L ++++  GF +++  I  
Sbjct: 61  LQGYAYASVYYNHAAYDWTVELSIYIKEEARGKHIGSQLYASLERNLQEAGFVNLLVCIA 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           LPN+ S+  H+  GY      +  GYK   W+D+ + Q+ 
Sbjct: 121 LPNNASLTFHKKHGYEQVAHFKKVGYKFDKWYDIVWMQK 159 
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>ref|NP_105235.1| phosphinotricin acetyltransferase [Mesorhizobium loti MAFF303099] 
 dbj|BAB51021.1| phosphinotricin acetyltransferase [Mesorhizobium loti MAFF303099] 
          Length = 194 
 
 Score =  110 bits (276), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 64/161 (39%), Positives = 90/161 (55%), Gaps = 3/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           + IR A+AAD+  + +I    +   T ++  EP +  E       L    +P+LVAE +G 
Sbjct: 4   IVIRAASAADLDTITEIYADAVTHGTASYELEPPSRAEMGTRFATLTAGGFPYLVAEKDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAG ++ R AY + VE +VYV+   +  G+G  L   L+ + EA GF+ +VAVI 
Sbjct: 64  AVLGYAYAGAFRPRPAYRFIVEDSVYVAPDAKGQGIGLKLMRSLITAAEAAGFRQIVAVI 123 
 
Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             G  +  SVRLHE LG+   G L  +GYKHG W D  F Q 
Sbjct: 124 GDGHADSASVRLHEKLGFRHSGRLEGSGYKHGRWLDTVFMQ 164 
 
 
>ref|YP_002559467.1| acetyltransferase family protein [Macrococcus caseolyticus 
           JCSC5402] 
 dbj|BAH16771.1| acetyltransferase family protein [Macrococcus caseolyticus 
           JCSC5402] 
          Length = 162 
 
 Score =  110 bits (276), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 91/159 (57%), Gaps = 5/159 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+  + DI NH I  +T  +  E  +    ++W+  +E+ +  YP  + E++G 
Sbjct: 2   IRHATQNDLPKILDIYNHAILNTTAIYTYEKTSLLERKQWL--MEKEKQGYPVFIFEIDG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  GP++   AY +TVE +VYVS   + +G+G  L +H++ S   +G+K++VA I 
Sbjct: 60  RVAGFATYGPFRNFPAYQFTVEHSVYVSPYFRHMGIGEKLLSHIIDSARKEGYKTMVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S+ LH+   +   GTL+  GYK   W D+ F+Q 
Sbjct: 120 DSENKGSIYLHKKFNFKYTGTLKDVGYKFNKWLDLDFYQ 158 
 
 
>ref|ZP_04084797.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar huazhongensis BGSC 4BD1] 
 gb|EEM83565.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar huazhongensis BGSC 4BD1] 
          Length = 170 
 
 Score =  110 bits (275), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 60/170 (35%), Positives = 97/170 (57%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKKDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+L   L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKSGIGSSLMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPIE 169 
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>ref|ZP_04671490.1| phosphinothricin N-acetyltransferase [Clostridiales bacterium 
           1_7_47_FAA] 
 gb|EEQ58471.1| phosphinothricin N-acetyltransferase [Clostridiales bacterium 
           1_7_47FAA] 
          Length = 189 
 
 Score =  110 bits (275), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 57/155 (36%), Positives = 82/155 (52%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+ IR A+ +D  A+  I   Y+E + + F     T +++   + R   RYP+LVAE  G 
Sbjct: 5   PITIRTASVSDAPALLSIYAPYVERTAITFEYTVPTLEDFRSRISRTLARYPYLVAECSG 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +  G AYA  +  R AYDW+ E ++YVS   +  G+G+ LY  L   ++ Q   +V A I 
Sbjct: 65  IAMGYAYASAFHPRAAYDWSAEVSIYVSEDARGTGIGTRLYGALEDILKQQNIINVNACI 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             PN  S+  HE LGY   G     GYK G W D+ 
Sbjct: 125 AYPNPGSISFHEKLGYRTVGHFTKCGYKLGKWWDM 159 
 
 
>ref|ZP_02188752.1| GCN5-related N-acetyltransferase [alpha proteobacterium BAL199] 
 gb|EDP64580.1| GCN5-related N-acetyltransferase [alpha proteobacterium BAL199] 
          Length = 180 
 
 Score =  110 bits (275), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 68/178 (38%), Positives = 97/178 (54%), Gaps = 2/178 (1%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPW 59 
           M+     V +RP+T  D+AA+  I  H++     +F   P    E  +    + +R  P  
Sbjct: 1   MTDRDASVHVRPSTTDDLAAIHAIYAHHVTNGLGSFEEVPPGIDEMAERRLAIVERGMPH 60 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVAE  G + G AY GP++ R AY +TVE++VYV+    RLG+G  L   L++  EA  + 
Sbjct: 61  LVAEANGRLLGYAYVGPYRPRPAYRYTVENSVYVAPEATRLGVGRALLGTLIEICEAGRW 120 
 
Query: 120 KSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           + +VAVIG   N  S+ LH ALG+   G L+A G+KHG W DV   QR   +    RP 
Sbjct: 121 RQMVAVIGDRGNTASIALHAALGFHEAGHLKAVGFKHGRWVDVVIMQRALGVGDDERP 178 
 
 
>ref|ZP_03234565.1| acetyltransferase, GNAT family [Bacillus cereus H3081.97] 
 gb|EDZ59192.1| acetyltransferase, GNAT family [Bacillus cereus H3081.97] 
          Length = 170 
 
 Score =  110 bits (275), Expect = 9e-23,   Method: Compositional matrix adjust. 
 Identities = 59/170 (34%), Positives = 96/170 (56%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A IG  
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIGA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
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>ref|YP_713648.1| putative N-acetyltransferase [Frankia alni ACN14a] 
 emb|CAJ62083.1| putative N-acetyltransferase [Frankia alni ACN14a] 
          Length = 184 
 
 Score =  110 bits (274), Expect = 9e-23,   Method: Compositional matrix adjust. 
 Identities = 66/174 (37%), Positives = 90/174 (51%), Gaps = 3/174 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR A  +D A +  I   Y+  S   F  E  TP + +        R PWLVAE  G  
Sbjct: 2   VTIRAAHPSDAAGIRAIYAPYVAGSPSTFEEELPTPAD-LQARMLASPRRPWLVAEAGGE 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA   + R +Y W+V+++VY++  H R GLG  LY  L+  +   G+ ++ A I  
Sbjct: 61  IVGYAYASAHRTRASYRWSVDTSVYLAAGHHRRGLGRRLYDELIAQVRTLGYLNLYACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPVRP 179 
           LPN  SV LH ++G+   G     GYK G WHDVG++      E PA P   RP 
Sbjct: 121 LPNAASVALHTSVGFRPIGVFTDVGYKLGAWHDVGWFGLTLVDEHPAEPAEPRP 174 
 
 
>ref|YP_003340665.1| phosphinothricin acetyltransferase [Streptosporangium roseum DSM 
           43021] 
 gb|ACZ87922.1| Phosphinothricin acetyltransferase [Streptosporangium roseum DSM 
           43021] 
          Length = 170 
 
 Score =  110 bits (274), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 66/163 (40%), Positives = 87/163 (53%), Gaps = 3/163 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64 
           RP  IR A   D+ AV +I  HY+  S   F   P+   +W   LE L +R  P+LVA++ 
Sbjct: 5   RPT-IRAAAPEDLKAVAEINAHYVTNSVATFDETPRAFDDWRPWLEELAERGLPFLVADL 63 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G VAG AYAGPW+ + AY  TVE T+Y++  H   GLG+ L   L+      G + ++A 
Sbjct: 64  SGEVAGYAYAGPWRPKPAYRHTVEDTIYIAPGHLGRGLGTALLGTLVAESAQAGMRHMIA 123 
 
Query: 125 VIGLPND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI    D  S  LH   G+T  G L   G+KHG W D    QR 
Sbjct: 124 VIADTGDGASAALHRRSGFTEAGRLTGVGFKHGRWIDTLLMQR 166 
 
 
>ref|NP_744077.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas putida 
           KT2440] 
 gb|AAN67541.1|AE016383_3 phosphinothricin N-acetyltransferase, putative [Pseudomonas 
putida 
           KT2440] 
          Length = 186 
 
 Score =  110 bits (274), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 65/178 (36%), Positives = 95/178 (53%), Gaps = 2/178 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D   +  I    +  + ++F     + ++  + +      YP+LVA  EG  
Sbjct: 5   IDIRVARPEDAEEIQIIYAPIVLNTAISFEEAVPSVEQMRERISTTLQTYPYLVAVREGR 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA   +AR AY W V+ TVYV+   +R G+   LY  LL  ++  G++S  A I  
Sbjct: 65  VVGYAYASQHRARAAYRWAVDVTVYVAEGQRRSGIARQLYDVLLPVLKRLGYRSAYAGIA 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPVRPVTQI 183 
           LPN+ SV LHE LG+   GT    G+K   WHDVG+W+ DF  E   P  P+  ++QI 
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Sbjct: 125 LPNEGSVGLHERLGFQHIGTFPQVGFKLDAWHDVGYWRFDFGDEGLHPEAPLGFLSQI 182 
 
 
>ref|ZP_04174994.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH1273] 
 ref|ZP_04180759.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH1272] 
 gb|EEL87532.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH1272] 
 gb|EEL93335.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH1273] 
          Length = 170 
 
 Score =  110 bits (274), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 59/170 (34%), Positives = 94/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR A   D+  + DI N  I  ST  +   P T +  ID  E+ + D YP LV E++  V 
Sbjct: 2   IREAMKKDVTFILDIYNDAILNSTAVYAYNPVTLENRIDWYEQKKADGYPILVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++ E +VYV   +++ G+GS+L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSAEHSVYVDREYRKNGIGSSLMEELITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ +H+  G+   GT++ AGYK  GW D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIAMHKNFGFVYSGTIKKAGYKFNGWLDLAFYQ--LELNGPGNPIE 169 
 
 
>ref|YP_003738151.1| phosphinothricin N-acetyltransferase [Halalkalicoccus jeotgali 
B3] 
 gb|ADJ16359.1| phosphinothricin N-acetyltransferase [Halalkalicoccus jeotgali B3] 
          Length = 196 
 
 Score =  109 bits (273), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 61/157 (38%), Positives = 85/157 (54%), Gaps = 1/157 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +RPATA D  A+  I   ++E S V+F T P T  E    +    +R+PWLV   +G V  
Sbjct: 5   LRPATADDAPAIRRIYAPFVEESAVSFETRPPTATEVGTRIATTTERHPWLVC-TDGDVI 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA   + R AY W+++ +VYV   + R G+   LY  L      QGF +  A I LP 
Sbjct: 64  GYAYATSHREREAYRWSIDVSVYVDPAYHRRGIARALYGALFALAGEQGFLNAYAGISLP 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S   HE++G+   GT    G+K G WHDV +++R 
Sbjct: 124 NPASTAFHESMGFEPVGTYHDVGHKDGEWHDVRWYER 160 
 
 
>ref|ZP_05136289.1| phosphinothricin N-acetyltransferase [Stenotrophomonas sp. SKA14] 
 gb|EED40350.1| phosphinothricin N-acetyltransferase [Stenotrophomonas sp. SKA14] 
          Length = 176 
 
 Score =  109 bits (273), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 65/172 (37%), Positives = 92/172 (53%), Gaps = 2/172 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE 65 
            V IR A  AD+ A+  I    +      +  +     E +  +  + DR +P+LVAE++ 
Sbjct: 2   AVLIRDAGLADIDAITAIYAVEVTDFVNTYEYDIPDASEMLRRMRDIIDRGFPYLVAEID 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G VAG AYA  ++ R AY WTVE++VYV  R Q  G+G+ L   L+ +  A+G++ +VAV 
Sbjct: 62  GQVAGYAYANTYRTRVAYQWTVENSVYVDARFQGKGVGTGLLQALIDACVARGYRQMVAV 121 
 
Query: 126 IGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           IG P N  S++LHE  G+   G  R  G KHG W D    QR     A   P 
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Sbjct: 122 IGEPTNTASIKLHERFGFELVGVFRGLGRKHGRWLDTVQMQRALGDGADTAP 173 
 
 
>ref|ZP_06897931.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
 gb|EFH10302.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
          Length = 190 
 
 Score =  109 bits (273), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 66/161 (40%), Positives = 92/161 (57%), Gaps = 3/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE-VE 65 
           V IRPA  ADM AV  I  H++   T  F TE  T ++       + +R  P+LVAE  + 
Sbjct: 16  VTIRPAREADMDAVATIYRHHVLHGTATFETEAPTAEDMRQRRIAITERGLPYLVAEDTD 75 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G AYAG ++ R AY  T+E++VY+S   +  G+G  L   L++   A G++ +VAV 
Sbjct: 76  CRVLGYAYAGAYRPRPAYRNTLENSVYISEEARGRGIGRRLLEALIQECAALGYRQMVAV 135 
 
Query: 126 IG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           IG   N+ S+RLH+A G+   GTLR+ G KHG W D    Q 
Sbjct: 136 IGDSANEASIRLHKAFGFQPIGTLRSVGRKHGRWLDTVLMQ 176 
 
 
>ref|ZP_04120739.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar pakistani str. T13001] 
 ref|ZP_04239831.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock1-15] 
 gb|EEL28513.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock1-15] 
 gb|EEM47615.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar pakistani str. T13001] 
          Length = 170 
 
 Score =  109 bits (273), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 60/169 (35%), Positives = 97/169 (57%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+L   L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNGIGSSLMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFIHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|YP_811544.1| sortase related acyltransferase [Lactococcus lactis subsp. cremoris 
           SK11] 
 gb|ABJ73431.1| Sortase related acyltransferase [Lactococcus lactis subsp. cremoris 
           SK11] 
          Length = 186 
 
 Score =  109 bits (273), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 53/154 (34%), Positives = 84/154 (54%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E R A  AD   + +I   Y+E   + F  E  T +E+ + +E++  ++P+L+A   G  
Sbjct: 1   MEFRLAKKADAQRLLEIYRPYVEKIAITFEYEVPTLEEFENRIEKIGSQFPYLLAIENGK 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
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           + G AYAG ++ R AYDW VE ++Y+  + ++ G GS LY  LL ++ A  ++   A I  
Sbjct: 61  IIGYAYAGAYRERAAYDWVVELSIYLDEKERQHGAGSVLYQKLLTALAALNYQRAYACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            PN  SV  HE  G+   G    AGYK   W+ + 
Sbjct: 121 YPNPASVAFHEKFGFQQIGLFPKAGYKFEQWYGI 154 
 
 
>ref|ZP_04169245.1| Phosphinothricin N-acetyltransferase [Bacillus mycoides DSM 2048] 
 gb|EEL99000.1| Phosphinothricin N-acetyltransferase [Bacillus mycoides DSM 2048] 
          Length = 170 
 
 Score =  109 bits (273), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 59/170 (34%), Positives = 96/170 (56%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATKKDLACILDIYNDAIVYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+GS+L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKNGIGSSLMEELITFAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHQNYGFVHAGTIQKAGYKFNRWLDLAFYQ--LELNGPENPIE 169 
 
 
>ref|NP_959023.1| hypothetical protein MAP0089 [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
 gb|AAS02406.1| hypothetical protein MAP_0089 [Mycobacterium avium subsp. 
           paratuberculosis K-10] 
          Length = 192 
 
 Score =  109 bits (273), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 66/177 (37%), Positives = 92/177 (51%), Gaps = 1/177 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R AT+ D A V  +   Y+  + ++F T+  + +E    L       PWLV       
Sbjct: 1   MTLRMATSDDAAGVAAVYLPYVRDTAISFETQQPSVEEMRSRLTTTLATLPWLVITDGPR 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA P +AR AY W+V+ ++Y+     R G G  LYT LL  + AQG+ +  A I  
Sbjct: 61  VKGYAYASPHRAREAYRWSVDVSLYLDASIHRQGQGRRLYTALLNLLGAQGYINAYAAIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           LPN  SV LHEAL +   G     G+K   W DVG+W R   + PA P   RP T++ 
Sbjct: 121 LPNAASVGLHEALAFRRVGVFPRVGFKQQRWWDVGWWHRRLADPPAVPEEPRPWTRL 177 
 
 
>ref|YP_002367523.1| acetyltransferase, GNAT family [Bacillus cereus B4264] 
 gb|ACK58907.1| acetyltransferase, GNAT family [Bacillus cereus B4264] 
          Length = 170 
 
 Score =  109 bits (272), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 59/169 (34%), Positives = 96/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVCELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++ E +VYV   +++ G+GS+L   L+K  + + + +++A I   
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Sbjct: 62  VGFATFGPFRAWPAYKYSFEHSVYVDKAYRKNGIGSSLMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQKYGFVHAGTIKQAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|ZP_05130852.1| phosphinothricin acetyltransferase [Clostridium sp. 7_2_43FAA] 
 gb|EEH97746.1| phosphinothricin acetyltransferase [Clostridium sp. 7_2_43FAA] 
          Length = 197 
 
 Score =  109 bits (272), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 53/177 (29%), Positives = 91/177 (51%), Gaps = 1/177 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A+  D   +  I   Y++ + + F  E  T  E+   + ++   YP+LV  ++   
Sbjct: 3   IKIRMASENDAEEILRIYAPYVKNTIITFEYEVPTVDEFKKRIRKISKDYPYLVCTLDDK 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY+   K R AY W VE +VY+ + + R GLG   YT L++  + Q  K++  V+  
Sbjct: 63  IIGYAYSYRHKERAAYQWNVELSVYIDNAYLRYGLGKAFYTALIEISKLQNIKNIYGVVT 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
             N    +LHE  G+   G     GYK G WHDV ++++   E    P+P++ +  + 
Sbjct: 123 SNNMNIEKLHEYFGFKKLGIYHNTGYKFGKWHDVTWFEKSINEEYCEPKPLKSIKDV 179 
 
 
>ref|ZP_05346405.1| phosphinothricin N-acetyltransferase [Bryantella formatexigens 
DSM 
           14469] 
 gb|EET60728.1| phosphinothricin N-acetyltransferase [Bryantella formatexigens DSM 
           14469] 
          Length = 199 
 
 Score =  109 bits (272), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 59/180 (32%), Positives = 95/180 (52%), Gaps = 10/180 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IRP T AD   + DI   Y+E + ++F  +  +P+ +   + +   RYP++ AE  G  
Sbjct: 8   IRIRPVTPADARQLLDIYAPYVEKTAISFEYDVPSPEAFEKRIRKTLQRYPYIAAERNGE 67 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY  P+  R AYDW VE+++Y+    +++G+G  LY  + +   AQ   S+ A IG 
Sbjct: 68  LLGYAYTSPFVGRAAYDWAVETSIYLREDCRKMGIGKMLYAKIEEISRAQNILSLNACIG 127 
 
Query: 128 LP-NDP--------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPV 177 
            P ND         S++ H  LG+   G     GYK G W+++ + ++   E PA P PV 
Sbjct: 128 CPENDAADAHLDRNSMQFHAHLGFRLVGEFYKCGYKFGTWYNMVWMEKIIGEHPAVPAPV 187 
 
 
>ref|YP_004267013.1| Phosphinothricin acetyltransferase [Syntrophobotulus glycolicus 
DSM 
           8271] 
 gb|ADY57012.1| Phosphinothricin acetyltransferase [Syntrophobotulus glycolicus DSM 
           8271] 
          Length = 190 
 
 Score =  109 bits (272), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 55/156 (35%), Positives = 83/156 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A+  D   +  I + Y+E + ++F T   +  E    + ++ D++ WLV E EG +  
Sbjct: 5   IRLASTKDAEQIRQIYSPYVENTVISFETAGPSAAEMEMRIRQVMDKHLWLVYEQEGEIL 64 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA     R+AY W V+ ++YV       G+G +LY+   K ++ QGF +  A+I LP 
Sbjct: 65  GYAYASSHHERSAYSWAVDVSIYVKADRVGRGIGKSLYSPFFKLLKLQGFCNAYAIIALP 124 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           N  S  LHE  G+   G     GYK G W DV +W+ 
Sbjct: 125 NQASTALHEYFGFKPIGISSKVGYKFGKWIDVQWWE 160 
 
 
>ref|ZP_04126827.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar sotto str. T04001] 
 gb|EEM41473.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar sotto str. T04001] 
          Length = 170 
 
 Score =  108 bits (271), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 59/169 (34%), Positives = 95/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  + E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFIYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS     L+K  E + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKTYRKNGIGSLFMKELIKIAEEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>emb|CAM74335.1| GCN5-related N-acetyltransferase [Magnetospirillum gryphiswaldense 
           MSR-1] 
          Length = 195 
 
 Score =  108 bits (271), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 70/181 (38%), Positives = 94/181 (51%), Gaps = 11/181 (6%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVE 65 
           PV +RPAT ADM  V  I  +Y+  S  +F  E P   +      + +    P+LVAE + 
Sbjct: 10  PVLVRPATPADMDQVQAIYAYYVTRSAASFEEEVPSVAEMRRRRDDVVDRNLPYLVAEDD 69 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G  YAGPW+ R+AY +TVE ++YV+   Q  G+G  L   L+      G++ ++AV 
Sbjct: 70  GEVLGYTYAGPWRPRSAYRYTVEDSIYVAPFVQGRGIGKALLGALIDRCTELGYRRMIAV 129 
 
Query: 126 IG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP----APPR 175 
           IG   N  S+ LH +LG+   G LR  G K G W DV    R     D  LP    APP  
Sbjct: 130 IGDSANQGSIGLHRSLGFRQEGVLRGVGLKFGRWVDVVIMHRVLGDDDRPLPDGGSAPPL 189 
 
Query: 176 P 176 
           P 
Sbjct: 190 P 190 
 
 
>ref|NP_832560.1| phosphinothricin N-acetyltransferase [Bacillus cereus ATCC 14579] 
 ref|ZP_04257129.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-Cer4] 
 gb|AAP09761.1| Phosphinothricin N-acetyltransferase [Bacillus cereus ATCC 14579] 
 gb|EEL11278.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-Cer4] 
          Length = 170 
 
 Score =  108 bits (271), Expect = 2e-22,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 96



 Identities = 60/169 (35%), Positives = 96/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKRDLAFILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS L   L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNGIGSALMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFIHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>emb|CBK99483.1| Sortase and related acyltransferases [Faecalibacterium prausnitzii 
           L2-6] 
          Length = 186 
 
 Score =  108 bits (271), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 57/161 (35%), Positives = 86/161 (53%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT AD   + +I  +Y+E + + F ++  +  E+   +  +  +YP+LV E +G  
Sbjct: 4   ITIRNATLADAPRILEIYAYYVEHTVITFESDVPSLAEFKGRMRDIMKKYPYLVIERDGR 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +  R AYDW  E T+Y+ H  +R GLG  LY  L   ++A G  ++ A IG 
Sbjct: 64  IEGYAYAHAFVGRAAYDWAAELTIYLDHDARRGGLGRVLYEALADRLKAMGVLNLYARIG 123 
 
Query: 128 LPN-------DPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            P          S + HE LG+T  GT    GYK G W+D+ 
Sbjct: 124 YPQVEDEYLTKNSAQFHEHLGFTPAGTFHNCGYKFGRWYDM 164 
 
 
>ref|YP_003354349.1| GNAT family acetyltransferase [Lactococcus lactis subsp. lactis 
           KF147] 
 gb|ADA65524.1| Acetyltransferase, GNAT family [Lactococcus lactis subsp. lactis 
           KF147] 
          Length = 187 
 
 Score =  108 bits (271), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 54/176 (30%), Positives = 91/176 (51%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E R A  +D   + +I   Y+E + + F  E  T  E+   +E++  RYP++VA      
Sbjct: 1   MEFRLAKKSDAKRLLEIYKPYVEKTAITFEYEVPTIAEFEKRIEKIGSRYPYIVAIENDK 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG ++ R AYDW VE ++Y+    ++ G GS LY  LL ++ A  ++   A I  
Sbjct: 61  IIGYAYAGAYRERVAYDWVVELSIYLDENERQHGAGSALYQKLLTALSALNYQRAYACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183 
            PN  SV  H+ +G+   G    AGYK   W+ + + +R  +       ++ +T + 
Sbjct: 121 YPNPASVAFHKKIGFEQIGLFPKAGYKFEQWYGIVWLERSLQTTDKVTAIKLLTDL 176 
 
 
>ref|YP_004106813.1| phosphinothricin acetyltransferase [Rhodopseudomonas palustris 
           DX-1] 
 gb|ADU42080.1| Phosphinothricin acetyltransferase [Rhodopseudomonas palustris 
           DX-1] 
          Length = 176 
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 Score =  108 bits (271), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 62/161 (38%), Positives = 86/161 (53%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V IRPAT+AD+ AV  I    +   T  F   P    E     E L    +P+LVA  +G 
Sbjct: 4   VLIRPATSADLPAVTAIYEQAVRFGTATFELTPPDLAEMTRRFEALTGAGFPYLVASADG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG AYAGP++ R AY +TVE+++Y+     R G+GS L   L+    ++GF+ ++AVI 
Sbjct: 64  AIAGYAYAGPYRPRPAYRFTVENSIYLDPAAHRRGIGSALLDDLVAICTSRGFRQMIAVI 123 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH   G+   GT    G+K G W D    QR 
Sbjct: 124 GDSANAASIALHRKAGFVPIGTHTDVGFKFGRWLDSVLMQR 164 
 
 
>ref|ZP_03232858.1| acetyltransferase, GNAT family [Bacillus cereus AH1134] 
 gb|EDZ50467.1| acetyltransferase, GNAT family [Bacillus cereus AH1134] 
          Length = 170 
 
 Score =  108 bits (271), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 59/170 (34%), Positives = 96/170 (56%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKKDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++   AY ++VE +VYV   +++ G+GS+L   L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRTWPAYKYSVEHSVYVDKAYRKNGIGSSLMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPIE 169 
 
 
>ref|ZP_02075451.1| hypothetical protein CLOL250_02227 [Clostridium sp. L2-50] 
 gb|EDO57041.1| hypothetical protein CLOL250_02227 [Clostridium sp. L2-50] 
          Length = 182 
 
 Score =  108 bits (271), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 54/161 (33%), Positives = 91/161 (56%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++I   + AD   +  I   Y+E + ++F  E  +  E+ + +E++  +YP++ A V+G  
Sbjct: 1   MKIEKVSTADAEELLAIYAPYVEETAISFEYEVPSVDEFRNRIEQISAKYPYIKAVVDGK 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG AYA  +K R AYDW+VE+T+Y+    ++LGLG  LY +L K ++  G  ++ A I  
Sbjct: 61  IAGYAYAAGFKDRKAYDWSVETTIYIRKDCRQLGLGKALYENLEKLLKEMGILNMNACIA 120 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            P        D S R H+ +G+T  G    +GYK   W+D+ 
Sbjct: 121 SPAAESGHLTDDSYRFHKKMGFTLVGRFHNSGYKFCEWYDM 161 
 
 
>ref|ZP_04146050.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar tochigiensis BGSC 4Y1] 
 gb|EEM22249.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar tochigiensis BGSC 4Y1] 
          Length = 170 
 
 Score =  108 bits (270), Expect = 3e-22,   Method: Compositional matrix adjust. 
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 Identities = 58/170 (34%), Positives = 94/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID   E+  D YP  V E++  V 
Sbjct: 2   IREATEKDVICILDIYNDAILNTTAVYTYKPVTLENRIDWYEEKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
 
 
>ref|YP_002028028.1| GCN5-related N-acetyltransferase [Stenotrophomonas maltophilia 
           R551-3] 
 gb|ACF51345.1| GCN5-related N-acetyltransferase [Stenotrophomonas maltophilia 
           R551-3] 
          Length = 176 
 
 Score =  108 bits (270), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 65/171 (38%), Positives = 92/171 (53%), Gaps = 2/171 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V IR A  AD+ A+  I    +      +  +     E +  +  + DR +P+LVAE++G 
Sbjct: 3   VLIRDAGPADIDAITAIYAVEVTDFVNTYEYDIPDTSEMLRRMRDIIDRGFPYLVAEIDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AYA  ++ R AY WTVE++VYV  R Q  G+G+ L   L+ +  A+G++ +VAVI 
Sbjct: 63  QVAGYAYANTYRTRIAYQWTVENSVYVDARFQGQGVGTGLLQALIDACVARGYRQMVAVI 122 
 
Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           G P N  S++LHE  G+   G  R  G KHG W D    QR     A   P 
Sbjct: 123 GEPTNAASIKLHERFGFELVGVFRGLGRKHGRWLDTVQMQRALGDGADTAP 173 
 
 
>ref|ZP_03011953.1| hypothetical protein BACCOP_03879 [Bacteroides coprocola DSM 
17136] 
 gb|EDU99131.1| hypothetical protein BACCOP_03879 [Bacteroides coprocola DSM 17136] 
          Length = 160 
 
 Score =  108 bits (270), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 58/156 (37%), Positives = 77/156 (49%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  T  D +A+  I N YI  ST  F  EP + +E    +  +  RYP+ V E +G +  
Sbjct: 2   IRAVTLQDTSAITAIYNEYIAHSTSTFDIEPVSEEEMQKRISEISARYPYFVYETDGEIV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA PWK R AY+ T+E+TVY+S  H   GLG  L   L      +G   ++A I    
Sbjct: 62  GYCYAHPWKEREAYNRTLETTVYLSPAHTGKGLGRLLMQRLTDECRRRGIHVLIACITSE 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           N  S   HEALG+    +    G K G W  V  +Q 
Sbjct: 122 NTASCAFHEALGFRKASSFEEVGMKFGRWLGVTDYQ 157 
 
 
>ref|YP_001971847.1| putative acetyltransferase [Stenotrophomonas maltophilia K279a] 
 emb|CAQ45545.1| putative acetyltransferase [Stenotrophomonas maltophilia K279a] 
          Length = 176 
 
 Score =  108 bits (270), Expect = 3e-22,   Method: Compositional matrix adjust. 
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 Identities = 65/171 (38%), Positives = 92/171 (53%), Gaps = 2/171 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V IR A  AD+AA+  I    +      +  +     E +  +  + DR +P+LVAE++G 
Sbjct: 3   VLIRDAGPADIAAITAIYAVEVTDFVNTYEYDIPDASEMLRRMRDIIDRGFPYLVAEIDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AYA  ++ R AY WTVE++VYV    Q  G+G+ L   L+ +  A+G++ +VAVI 
Sbjct: 63  QVAGYAYANTYRTRVAYQWTVENSVYVDAAFQGKGVGTGLLQALIDACVARGYRQMVAVI 122 
 
Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           G P N  S++LHE  G+   G  R  G KHG W D    QR     A   P 
Sbjct: 123 GEPTNTASIKLHERFGFELVGVFRGLGRKHGRWLDTVQMQRALGDGADTAP 173 
 
 
>ref|ZP_08127907.1| phosphinothricin N-acetyltransferase [Clostridium sp. D5] 
 gb|EGB93900.1| phosphinothricin N-acetyltransferase [Clostridium sp. D5] 
          Length = 190 
 
 Score =  108 bits (269), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 58/181 (32%), Positives = 92/181 (50%), Gaps = 1/181 (0%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           E+    +R A   D   + DI   Y++ + + F  EP + +E+   + R  ++YPWL A  
Sbjct: 2   EKEKFVVRMADIRDAQEMLDIYVPYVKETAITFEYEPPSVEEFSARIVRTLEKYPWLAAV 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G + G  Y   +K R AYDW+VE+TVY+    +  G+G  LY  L + ++ Q   ++  
Sbjct: 62  DNGRIVGYCYVSQFKEREAYDWSVETTVYIRPEDKGRGIGRLLYEKLEEILKVQHILNLN 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQ 182 
           A I  P+  S+  HE +GY         GYK G W+D+ + ++   E P  P  V PV + 
Sbjct: 122 ACIAYPHPESIAFHEKMGYKTVAHFHKCGYKLGEWYDMVWMEKMLGEHPDRPLSVIPVGE 181 
 
Query: 183 I 183 
           I 
Sbjct: 182 I 182 
 
 
>gb|EFV98070.1| phosphinothricin acetyltransferase [Streptococcus agalactiae ATCC 
           13813] 
          Length = 163 
 
 Score =  108 bits (269), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 52/157 (33%), Positives = 85/157 (54%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D   +  I   Y+  +T+ F  +  +  E+ + ++ +   +P+LVAE  G V  
Sbjct: 3   IRPVLPSDAKELLAIYAPYVTDTTITFEYDIPSISEFTNRIKNISKSFPYLVAEENGKVV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AYDWT E ++Y+    +   +GS LY  L K + +QG+ +++A I LP 
Sbjct: 63  GYAYASTYYARAAYDWTCELSIYLDKDARSKKIGSQLYDTLEKELVSQGYVNLLACISLP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           ND S+  H+  G+         G+K   WHD+ + Q+ 
Sbjct: 123 NDISIAFHKKRGFNQVAHFPKIGFKFEQWHDIVWLQK 159 
 
 
>ref|YP_001591522.1| hypothetical protein SPAB_05416 [Salmonella enterica subsp. 
           enterica serovar Paratyphi B str. SPB7] 
 gb|ABX70689.1| hypothetical protein SPAB_05416 [Salmonella enterica subsp. 
           enterica serovar Paratyphi B str. SPB7] 
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          Length = 171 
 
 Score =  108 bits (269), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 54/163 (33%), Positives = 94/163 (57%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           ++I  A    + A+CDI  H++   T +F TEP    E +  L++++++  PW+VA  E  
Sbjct: 1   MKIVNAEEKHIPAICDIYAHHVIHGTASFETEPPDTHEMLARLKKIRNQALPWVVALEEE 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY  T+E ++Y+    QR G G  L  H++   E  G++ ++A++ 
Sbjct: 61  KVIGYCYLTRYRERYAYRHTLEDSIYIHPDSQRQGTGKALLRHVIAWAETHGYRQMIAIV 120 
 
Query: 127 GLPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G  N+  S+++H+ +G+T +GTL+  G+KHG W D    QR+  
Sbjct: 121 GDSNNEGSLKVHQQVGFTEKGTLKDIGFKHGRWLDTVLLQRNL 163 
 
 
>ref|ZP_04102502.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar berliner ATCC 10792] 
 ref|ZP_04133415.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar thuringiensis str. T01001] 
 ref|ZP_04139734.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
Bt407] 
 gb|EEM28565.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis Bt407] 
 gb|EEM34884.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar thuringiensis str. T01001] 
 gb|EEM65904.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar berliner ATCC 10792] 
          Length = 170 
 
 Score =  108 bits (269), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 59/169 (34%), Positives = 96/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P   +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVNLENRIDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+L   L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNGIGSSLMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|YP_003399412.1| GCN5-related N-acetyltransferase [Acidaminococcus fermentans DSM 
           20731] 
 gb|ADB48097.1| GCN5-related N-acetyltransferase [Acidaminococcus fermentans DSM 
           20731] 
          Length = 191 
 
 Score =  108 bits (269), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 60/182 (32%), Positives = 95/182 (52%), Gaps = 8/182 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D AA+  +   Y+E++ + F  +  + +E+   +   ++RYP+ VAE +G V  
Sbjct: 6   IREATVEDAAAIRSVYAPYVESTVITFEYQVPSVEEFRRRIAHTRERYPYFVAEEDGRVL 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYAG +  R AYDW+ E ++YV    ++ GLG  LY  LL++++  G   V A IG P 
Sbjct: 66  GYAYAGSFVGRPAYDWSAELSIYVDRHLRKKGLGKKLYGALLEALKKMGILDVYACIGYP 125 
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Query: 130 NDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVT 181 
             P       S + H  LG+   G  +  GYK   W+ + +  ++  E      PVRP   
Sbjct: 126 EQPDEYLDFNSAQFHAHLGFEPVGIFKNCGYKFNRWYHMIWMGKNLGEHGKNQPPVRPYP 185 
 
Query: 182 QI 183 
           ++ 
Sbjct: 186 EV 187 
 
 
>ref|ZP_02213075.1| acetyltransferase, GNAT family [Bacillus anthracis str. A0488] 
 ref|ZP_02390648.1| acetyltransferase, GNAT family [Bacillus anthracis str. A0442] 
 ref|ZP_02876521.1| acetyltransferase, GNAT family [Bacillus anthracis str. A0465] 
 ref|YP_002814387.1| acetyltransferase, GNAT family [Bacillus anthracis str. CDC 684] 
 ref|ZP_05149233.1| acetyltransferase, GNAT family protein [Bacillus anthracis str. 
           CNEVA-9066] 
 ref|ZP_05200683.1| acetyltransferase, GNAT family protein [Bacillus anthracis str. 
           Kruger B] 
 ref|ZP_05204180.1| acetyltransferase, GNAT family protein [Bacillus anthracis str. 
           Vollum] 
 gb|EDR20658.1| acetyltransferase, GNAT family [Bacillus anthracis str. A0488] 
 gb|EDR95255.1| acetyltransferase, GNAT family [Bacillus anthracis str. A0442] 
 gb|EDT21396.1| acetyltransferase, GNAT family [Bacillus anthracis str. A0465] 
 gb|ACP16794.1| acetyltransferase, GNAT family [Bacillus anthracis str. CDC 684] 
          Length = 170 
 
 Score =  108 bits (269), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 58/170 (34%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ +D  YP  V E++  V 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKDDGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
 
 
>ref|ZP_04301002.1| Phosphinothricin N-acetyltransferase [Bacillus cereus MM3] 
 gb|EEK67430.1| Phosphinothricin N-acetyltransferase [Bacillus cereus MM3] 
          Length = 182 
 
 Score =  108 bits (269), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 58/174 (33%), Positives = 98/174 (56%), Gaps = 3/174 (1%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA 62 
           ER+   IR A   D+  + DI N  I  +T  +  +P T +  ID  E+ + + YP LV  
Sbjct: 8   ERKNAMIREARKQDVTYMLDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKANGYPILVC 67 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E++  + G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + ++ 
Sbjct: 68  ELDNKIVGFATFGPFRAWPAYKYSIEHSVYVHKEYRKNGIGTSLMKALITVAKEREYMTL 127 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           +A I   N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P +P 
Sbjct: 128 IAGIDAENEKSIALHENYGFVHAGTIKKAGYKFNRWLDLAFYQ--LELNGPKKP 179 
 
 
>ref|ZP_04262522.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-ST196] 
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 gb|EEL05740.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-ST196] 
          Length = 170 
 
 Score =  108 bits (269), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 95/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR A   D+  + DI N  I  ST  +  +P T +  ID  E+ + D YP LV E++  V 
Sbjct: 2   IREAMKEDVTFILDIYNDAIFNSTAVYAYKPVTLENRIDWYEQKKADGYPILVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A +AY +++E ++YV   +++ G+G +L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWSAYKYSIEHSIYVDKEYRKNGIGKSLMKELIAIAQKREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNRWLDLAFYQ--LELNGPGNPI 168 
 
 
>ref|ZP_04223012.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock3-42] 
 gb|EEL45297.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock3-42] 
          Length = 170 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 58/170 (34%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYMYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
 
 
>emb|CBL02997.1| Sortase and related acyltransferases [Faecalibacterium prausnitzii 
           SL3/3] 
          Length = 184 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 54/161 (33%), Positives = 80/161 (49%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R A   D   + DI  +Y+E + + F     T  ++   +E    RYP+LV E +G  
Sbjct: 3   ILVRDAKLEDAERILDIYAYYVENTAITFEYVVPTLMDFQKRMEMTMKRYPYLVIEKDGA 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG +  R AYDW+ E TVY+ H  Q+ GLG  +Y  L   +   G  ++ A IG 
Sbjct: 63  IQGYAYAGAFVGRAAYDWSCELTVYLDHTAQKCGLGRKIYEALENRLSEMGILNLYACIG 122 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            P       N  S   H  LG++  G     GYK G W+++ 
Sbjct: 123 YPRVEDEYLNSNSAEFHAHLGFSKVGEFYKCGYKFGRWYNM 163 
 
 
>ref|ZP_04273770.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-ST24] 
 ref|YP_003665045.1| phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           BMB171] 
 gb|EEK94661.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-ST24] 
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 gb|ADH07325.1| phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           BMB171] 
          Length = 170 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 58/169 (34%), Positives = 97/169 (57%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  +D  E+ + + YP  V E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVTLENRVDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+L   L++  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNGIGSSLMKELIRIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|ZP_04323719.1| Phosphinothricin N-acetyltransferase [Bacillus cereus m1293] 
 gb|EEK44614.1| Phosphinothricin N-acetyltransferase [Bacillus cereus m1293] 
          Length = 170 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 58/170 (34%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPKNPLE 169 
 
 
>ref|ZP_04197844.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH603] 
 gb|EEL70485.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH603] 
          Length = 170 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 59/169 (34%), Positives = 96/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATKRDVAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+GS+L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKNGIGSSLMEELITFAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIQKAGYKFNRWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|YP_001645441.1| GCN5-related N-acetyltransferase [Bacillus weihenstephanensis 
           KBAB4] 
 gb|ABY43813.1| GCN5-related N-acetyltransferase [Bacillus weihenstephanensis 
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           KBAB4] 
          Length = 170 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 60/170 (35%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR A   D+  + DI N  I  ST  +  +P T +  ID  E+ + D YP LV E++  V 
Sbjct: 2   IREAMKKDVTFILDIYNDAILNSTAVYAYKPVTLENRIDWYEQKKADGYPILVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKEYRKNGVGSSLIEELITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNRWLDLAFYQ--LELNGPGNPIE 169 
 
 
>ref|YP_003550782.1| GCN5-like N-acetyltransferase [Candidatus Puniceispirillum 
marinum 
           IMCC1322] 
 gb|ADE38698.1| GCN5-related N-acetyltransferase [Candidatus Puniceispirillum 
           marinum IMCC1322] 
          Length = 182 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 62/163 (38%), Positives = 90/163 (55%), Gaps = 3/163 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVA-EVEGV 67 
           IR  T  D+ A   I  H++ET T +F T   + ++       L++  YP LVA   + + 
Sbjct: 17  IRALTDDDIVAATAIYAHHVETGTGSFETVAPSVKDMAARFAELRNAHYPTLVAVNADEL 76 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI- 126 
           V G AYAGP+K R AY  TVE ++Y+   H  +G+G  L   ++     QG+K ++AVI  
Sbjct: 77  VMGFAYAGPYKPRAAYKHTVEDSIYIHPDHMGMGIGRALLISIIDQARLQGYKQMMAVIG 136 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           G  N  S++LH +LG+T  GT +  G+K     DV F QRD E 
Sbjct: 137 GSDNHGSIKLHASLGFTLIGTAQNIGFKFNDMVDVVFMQRDLE 179 
 
 
>ref|YP_895314.1| phosphinothricin N-acetyltransferase acetyltransferase [Bacillus 
           thuringiensis str. Al Hakam] 
 ref|ZP_03099863.1| acetyltransferase, GNAT family [Bacillus cereus W] 
 ref|ZP_03109013.1| acetyltransferase, GNAT family [Bacillus cereus NVH0597-99] 
 ref|YP_002338807.1| acetyltransferase, GNAT family [Bacillus cereus AH187] 
 ref|YP_002451767.1| acetyltransferase, GNAT family [Bacillus cereus AH820] 
 ref|YP_002530364.1| phosphinothricin N-acetyltransferase [Bacillus cereus Q1] 
 ref|YP_002750161.1| acetyltransferase, GNAT family [Bacillus cereus 03BB102] 
 ref|ZP_04090908.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar pondicheriensis BGSC 4BA1] 
 ref|ZP_04108742.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar monterrey BGSC 4AJ1] 
 ref|ZP_04251572.1| Phosphinothricin N-acetyltransferase [Bacillus cereus 95/8201] 
 ref|ZP_04284481.1| Phosphinothricin N-acetyltransferase [Bacillus cereus ATCC 4342] 
 ref|ZP_04312215.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BGSC 6E1] 
 gb|ABK85807.1| phosphinothricin N-acetyltransferase, acetyltransferase, GNAT 
           family [Bacillus thuringiensis str. Al Hakam] 
 gb|EDX59154.1| acetyltransferase, GNAT family [Bacillus cereus W] 
 gb|EDX66107.1| acetyltransferase, GNAT family [Bacillus cereus NVH0597-99] 
 gb|ACJ78537.1| acetyltransferase, GNAT family [Bacillus cereus AH187] 
 gb|ACK90482.1| acetyltransferase, GNAT family [Bacillus cereus AH820] 
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 gb|ACM13075.1| possible phosphinothricin N-acetyltransferase [Bacillus cereus Q1] 
 gb|ACO26316.1| acetyltransferase, GNAT family [Bacillus cereus 03BB102] 
 gb|EEK56130.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BGSC 6E1] 
 gb|EEK83797.1| Phosphinothricin N-acetyltransferase [Bacillus cereus ATCC 4342] 
 gb|EEL16833.1| Phosphinothricin N-acetyltransferase [Bacillus cereus 95/8201] 
 gb|EEM59584.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar monterrey BGSC 4AJ1] 
 gb|EEM77512.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar pondicheriensis BGSC 4BA1] 
 gb|ADY22036.1| acetyltransferase, GNAT family protein [Bacillus thuringiensis 
           serovar finitimus YBT-020] 
          Length = 170 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 58/170 (34%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
 
 
>ref|YP_001202590.1| phosphinothricin acetyltransferase (PPT N-acetyltransferase) 
           [Bradyrhizobium sp. ORS278] 
 emb|CAL74344.1| phosphinothricin acetyltransferase (PPT N-acetyltransferase) 
           [Bradyrhizobium sp. ORS278] 
          Length = 175 
 
 Score =  107 bits (268), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 59/160 (36%), Positives = 87/160 (54%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEG 66 
           ++IRP T AD++A+  I    +   T  F  +P    E       L D  +P+  A ++G 
Sbjct: 4   IDIRPTTEADLSAITAIYGQAVREGTATFELDPPDLAEMTRRFRALTDGDFPYFAAVLDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAGP++ R AY +TVE+++Y++   QR G+G  L   L+ + E +GF+ ++AVI 
Sbjct: 64  QVVGYAYAGPYRPRPAYRFTVENSIYLAPASQRRGIGMRLMRQLIAACEEKGFRQMIAVI 123 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           G   N  SV LH A G+   GT  + G K G W D    Q 
Sbjct: 124 GDSANAGSVGLHTACGFQMIGTHPSVGLKFGRWLDTVMMQ 163 
 
 
>ref|YP_421541.1| phosphinothricin N-acetyltransferase [Magnetospirillum magneticum 
           AMB-1] 
 dbj|BAE50982.1| Phosphinothricin N-acetyltransferase [Magnetospirillum magneticum 
           AMB-1] 
          Length = 197 
 
 Score =  107 bits (268), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 64/161 (39%), Positives = 88/161 (54%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V+IR AT  DMAAV  I   Y+  S  +F  E  + +E       +  R  P+LVA  EG 
Sbjct: 10  VQIRDATDDDMAAVQSIYAFYVSRSAASFEEEVPSVEEMKARRAAITGRGLPFLVAVEEG 69 
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Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  YAGP++ R+AY +TVE ++YV+    R G+G TL   L+    A G++ ++AVI 
Sbjct: 70  EVLGYTYAGPFRQRSAYRYTVEDSIYVAPFVARRGIGRTLLAALIDRCTALGYRQMIAVI 129 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ +H A+G+   G LR  G K G W DV    R 
Sbjct: 130 GDSANQGSIGVHRAMGFGQEGVLRGVGLKFGRWVDVVIMHR 170 
 
 
>ref|YP_818802.1| sortase related acyltransferase [Leuconostoc mesenteroides subsp. 
           mesenteroides ATCC 8293] 
 gb|ABJ62429.1| Sortase related acyltransferase [Leuconostoc mesenteroides subsp. 
           mesenteroides ATCC 8293] 
          Length = 177 
 
 Score =  107 bits (268), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 54/177 (30%), Positives = 90/177 (50%), Gaps = 2/177 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R    AD   + +I   Y+E +T  F     T Q++ D +    ++YP++V E +   
Sbjct: 2   MNVRTVKLADAPTLLNIYKPYVERTTSTFEYNVPTIQDFEDRIANTLEKYPYIVIEEDNT 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + +R AY WTVE +VYVS   +  G+G  LY+ +   ++ Q    ++A I  
Sbjct: 62  ILGYAYAHEFNSRGAYKWTVEISVYVSQEARSRGIGKMLYSEIENILKKQNVVHIIACIT 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA-PPRPVRPVTQI 183 
             N+ S + HE +GY   G  +  G+K G W D  FW +    P+  P+   P + + 
Sbjct: 122 EENETSKKFHERMGYENVGLFKKIGFKSGKWLD-NFWMQKTLCPSDQPKEFVPFSSL 177 
 
 
>ref|ZP_04072392.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis IBL 
           200] 
 gb|EEM95919.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis IBL 
           200] 
          Length = 170 
 
 Score =  107 bits (267), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 96/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  +D  E+ + + YP  + E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVTLENRVDWYEQKKAEGYPIFIYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+    L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKTYRKNGIGSSFMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|ZP_02948867.1| phosphinothricin N-acetyltransferase [Clostridium butyricum 5521] 
 ref|ZP_04525470.1| acetyltransferase, GNAT family [Clostridium butyricum E4 str. 
BoNT 
           E BL5262] 
 gb|EDT76236.1| phosphinothricin N-acetyltransferase [Clostridium butyricum 5521] 
 gb|EEP55981.1| acetyltransferase, GNAT family [Clostridium butyricum E4 str. BoNT 
           E BL5262] 
          Length = 179 
 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 107



 Score =  107 bits (267), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 54/178 (30%), Positives = 91/178 (51%), Gaps = 3/178 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +++R A + D   + +I   Y+E + + F  E  T +E+   +++   +YP++V E + + 
Sbjct: 1   MKLRVAKSEDAKQLVEIYKFYVEKTDITFEYEVPTVEEFAQRIKKTLVKYPYIVLEKDDI 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYDW+VE+++YV    +  G+G+ LY  L + +  Q   +V A I  
Sbjct: 61  ILGYAYASAFKERKAYDWSVETSIYVKDGERGGGIGTLLYNELERYLIKQNIINVNACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPVRPVTQI 183 
            PN  S   HE  GY         GYK G W D+  W   F  E    P+ +   +++ 
Sbjct: 121 HPNKKSELFHEKFGYKKVAHFTKCGYKFGVWKDM-IWMEKFIGEHKDKPKEIIEFSKL 177 
 
 
>ref|ZP_01962684.1| hypothetical protein RUMOBE_00397 [Ruminococcus obeum ATCC 29174] 
 gb|EDM89274.1| hypothetical protein RUMOBE_00397 [Ruminococcus obeum ATCC 29174] 
          Length = 190 
 
 Score =  107 bits (267), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 54/174 (31%), Positives = 91/174 (52%), Gaps = 5/174 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D   + DI ++Y++ + V F  E  + +E+ + +  +   YP+L+AE EG  
Sbjct: 3   IKIRTAKVEDAEKLLDIYSYYVKKTAVTFEYEVPSVEEFQERIRHISSHYPYLIAEEEGE 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G +YA   + R A+ W VE T+Y+    +R GLG  +YT +   +  QG  + V++I  
Sbjct: 63  IIGYSYADRLRPRAAFAWDVEMTIYLKQDIRRNGLGRHMYTLMEDILREQGVVNAVSLIT 122 
 
Query: 128 LPNDP-----SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
            P D      SV+ HE +GY   G L+  GYK   W+ + +  +   +P    P 
Sbjct: 123 KPTDEYSDFNSVQFHEKMGYKHAGELKDCGYKFNRWYALLYMDKQIGIPQEEMP 176 
 
 
>ref|ZP_00743946.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar israelensis ATCC 35646] 
 ref|YP_002446242.1| acetyltransferase, GNAT family [Bacillus cereus G9842] 
 ref|ZP_04065539.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis IBL 
           4222] 
 gb|EAO51781.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar israelensis ATCC 35646] 
 gb|ACK94161.1| acetyltransferase, GNAT family [Bacillus cereus G9842] 
 gb|EEN02739.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis IBL 
           4222] 
          Length = 170 
 
 Score =  107 bits (267), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 58/169 (34%), Positives = 95/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  + E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFIYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS     L+K  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKTYRKNGIGSLFMKELIKIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
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>ref|YP_001477588.1| GCN5-related N-acetyltransferase [Serratia proteamaculans 568] 
 gb|ABV40460.1| GCN5-related N-acetyltransferase [Serratia proteamaculans 568] 
          Length = 181 
 
 Score =  107 bits (267), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 60/165 (36%), Positives = 92/165 (55%), Gaps = 3/165 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE 65 
           P+ +  ATA DMAAV  I  H++     +F   P T +E    L ++Q+   PWLVA+   
Sbjct: 6   PLMLTDATADDMAAVQQIYTHHVLYGAASFEETPPTLEEMQQRLSKVQEAGLPWLVAKQA 65 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
            +V G  YA P++ R AY +TVE++VY++   Q  G+G  L + L+   E   ++ ++A  
Sbjct: 66  DLVVGYCYATPYRPRPAYRFTVENSVYIAEGQQGKGIGKALLSALIARFELGPWRQMLAT 125 
 
Query: 126 IG--LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +G    N  S+ LH+ LG+++ GTL A G+K G W D    QR   
Sbjct: 126 VGNAKENQGSLALHKKLGFSSVGTLSAVGFKLGEWRDTHIMQRTL 170 
 
 
>ref|NP_267934.1| acyltransferase [Lactococcus lactis subsp. lactis Il1403] 
 gb|AAK05875.1|AE006407_11 acyltransferase [Lactococcus lactis subsp. lactis Il1403] 
 gb|ADZ64335.1| phosphinothricin acetyltransferase [Lactococcus lactis subsp. 
           lactis CV56] 
          Length = 187 
 
 Score =  107 bits (267), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 53/176 (30%), Positives = 89/176 (50%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E R A  +D   + +I   Y+E + + F  E  T  E+   +E++  RYP++VA      
Sbjct: 1   MEFRLAKKSDAKRLLEIYKPYVEKTAITFEYEVPTIAEFEKRIEKIGSRYPYIVAIENDK 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG ++ R AYDW VE ++Y+    ++ G GS LY  LL ++    ++   A I  
Sbjct: 61  IIGYAYAGAYRERAAYDWVVELSIYLDENERQHGAGSALYQKLLTALSVLNYQRAYACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183 
            PN  SV  H+  G+   G    AGYK   W+ + + +R  +       ++ +T + 
Sbjct: 121 YPNPASVAFHKKFGFEQIGLFPKAGYKFEQWYGIVWLERSLQTTDKVTAIKLLTDL 176 
 
 
>ref|YP_003211166.1| phosphinothricin N-acetyltransferase [Cronobacter turicensis 
z3032] 
 emb|CBA32211.1| Phosphinothricin N-acetyltransferase [Cronobacter turicensis z3032] 
          Length = 181 
 
 Score =  107 bits (267), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 62/170 (36%), Positives = 91/170 (53%), Gaps = 8/170 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEGVV 68 
           IR  T  D+ A+C I   ++E    +F   P T  E    +  + Q   PWLVAE++ +V 
Sbjct: 11  IRDVTPEDIEAICAIYGWHVEHGRASFEETPPTLDEMSARVNAVTQQDLPWLVAEIDDIV 70 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-- 126 
            G +YA PW+ R AY +T+E ++Y+       G+GS L   L++  E   ++ ++AVI   
Sbjct: 71  VGYSYASPWRPRPAYRYTLEESIYIDASMVGRGIGSRLLQALIERCEQGPWRQLMAVIGD 130 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
           G  N  S RLH  LG+   G+LR+ G+K GGW D    QR     D+ LP 
Sbjct: 131 GENNRGSTRLHRLLGFEVVGSLRSVGFKFGGWRDTLIMQRPLNQGDWTLP 180 
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>ref|ZP_03913843.1| possible Phosphinothricin acetyltransferase [Leuconostoc 
           mesenteroides subsp. cremoris ATCC 19254] 
 gb|EEJ42698.1| possible Phosphinothricin acetyltransferase [Leuconostoc 
           mesenteroides subsp. cremoris ATCC 19254] 
          Length = 177 
 
 Score =  107 bits (267), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 54/177 (30%), Positives = 90/177 (50%), Gaps = 2/177 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R    AD   + +I   Y+E +T  F     T Q++ D +    ++YP++V E +   
Sbjct: 2   MNVRTVKLADAPTLLNIYKPYVERTTSTFEYNVPTIQDFEDRIANTLEKYPYIVIEEDNT 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + +R AY WTVE +VYVS   +  G+G  LY+ +   ++ Q    ++A I  
Sbjct: 62  ILGYAYAHEFNSRGAYKWTVEISVYVSQEARSHGIGKMLYSEIENILKKQNVVHIIACIT 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA-PPRPVRPVTQI 183 
             N+ S + HE +GY   G  +  G+K G W D  FW +    P+  P+   P + + 
Sbjct: 122 EENETSKKFHERMGYENVGLFKKIGFKSGKWLD-NFWMQKTLCPSDQPKEFVPFSSL 177 
 
 
>ref|NP_945552.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
           CGA009] 
 ref|YP_001989232.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
TIE-1] 
 emb|CAE25643.1| putative phosphinothricin acetyltransferase [Rhodopseudomonas 
           palustris CGA009] 
 gb|ACE98756.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris TIE-1] 
          Length = 176 
 
 Score =  107 bits (267), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 59/159 (37%), Positives = 84/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRPAT+AD+ A+  I    +   T  F   P    E       L +  +P+L AE +G + 
Sbjct: 6   IRPATSADLPAITAIYEQAVRFGTATFELTPPDLAEMTQRFATLTEAGFPYLAAEADGAI 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYAGP++ R AY +TVE+++Y+     R G+GS L   L+     +GF+ ++AVIG  
Sbjct: 66  AGYAYAGPYRPRPAYRFTVENSIYLDPAAHRRGIGSALLRDLIAGCTERGFRQMIAVIGD 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH   G+   GT    G+K G W D    QR 
Sbjct: 126 SANAASIALHRKAGFAPIGTHADVGFKFGRWLDSVLMQR 164 
 
 
>ref|ZP_07674254.1| toxin-antitoxin system, toxin component, GNAT family [Ralstonia 
sp. 
           5_7_47FAA] 
 gb|EFP67370.1| toxin-antitoxin system, toxin component, GNAT family [Ralstonia sp. 
           5_7_47FAA] 
          Length = 178 
 
 Score =  107 bits (267), Expect = 8e-22,   Method: Compositional matrix adjust. 
 Identities = 63/166 (37%), Positives = 87/166 (52%), Gaps = 3/166 (1%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA 62 
           E   V IRPA  AD+  +  I  H++ T T +F  +     E       LQ+   P++VA 
Sbjct: 11  ESGAVAIRPAIEADLPTIVGIYAHHVRTGTASFEIDAPDLAEMTRRFHALQEAGMPYVVA 70 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
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           E  G + G AYAGP +AR AY  TVE ++Y+    Q  G+G+ L   L++  +A+ FK + 
Sbjct: 71  EAGGALLGYAYAGPHRARPAYRHTVEDSIYLDTAAQGRGVGTLLLEALIRECQARDFKQM 130 
 
Query: 123 VAVI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VAV+  G  N  S +LH   G+   G L A GYK G W D    QR 
Sbjct: 131 VAVVGGGRENPGSAKLHARCGFREVGVLEAVGYKFGRWLDCLLMQR 176 
 
 
>ref|YP_002235706.1| putative phosphinothricin N-acetyltransferase [Klebsiella 
           pneumoniae 342] 
 gb|ACI12185.1| putative phosphinothricin N-acetyltransferase [Klebsiella 
           pneumoniae 342] 
          Length = 178 
 
 Score =  107 bits (266), Expect = 8e-22,   Method: Compositional matrix adjust. 
 Identities = 60/160 (37%), Positives = 90/160 (56%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  A    + A+ +I  H++   T +F TEP   QE ++ L  +Q R +PW VA     
Sbjct: 1   MHIINAEEQHITAIRNIYAHHVLHGTGSFETEPPDTQEMLNRLRSIQSRGFPWYVALHGD 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R+AY +TVE+++Y+   +QR G+G  L  H LK  E+QG++ ++AV+ 
Sbjct: 61  TVIGYCYISRYRERHAYRFTVENSIYIDPTYQRQGVGKALLNHALKWAESQGYRQMIAVV 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           G   N  SV LH   G+T  GTL+  G+KHG W D    Q 
Sbjct: 121 GDSANVASVALHIRTGFTEIGTLKDIGFKHGRWLDTVLLQ 160 
 
 
>ref|YP_003602596.1| putative phosphinothricin N-acetyltransferase [Enterobacter 
cloacae 
           subsp. cloacae ATCC 13047] 
 gb|ADF64788.1| putative phosphinothricin N-acetyltransferase [Enterobacter cloacae 
           subsp. cloacae ATCC 13047] 
          Length = 178 
 
 Score =  107 bits (266), Expect = 8e-22,   Method: Compositional matrix adjust. 
 Identities = 60/160 (37%), Positives = 90/160 (56%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  A    + A+ +I  H++   T +F TEP   QE ++ L  +Q R +PW VA     
Sbjct: 1   MHIINAEEQHITAIRNIYAHHVLHGTGSFETEPPDTQEMLNRLRSIQSRGFPWYVALHGD 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R+AY +TVE+++Y+   +QR G+G  L  H LK  E+QG++ ++AV+ 
Sbjct: 61  TVIGYCYISRYRERHAYRFTVENSIYIDPTYQRQGVGKALLNHALKWAESQGYRQMIAVV 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           G   N  SV LH   G+T  GTL+  G+KHG W D    Q 
Sbjct: 121 GDSANVASVALHIRTGFTEIGTLKDIGFKHGRWLDTVLLQ 160 
 
 
>ref|ZP_04454120.1| hypothetical protein GCWU000342_00100 [Shuttleworthia satelles 
DSM 
           14600] 
 gb|EEP28759.1| hypothetical protein GCWU000342_00100 [Shuttleworthia satelles DSM 
           14600] 
          Length = 195 
 
 Score =  107 bits (266), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 59/161 (36%), Positives = 84/161 (52%), Gaps = 7/161 (4%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+RPAT AD   + +I   Y+E + ++F     TP ++ D +  + DRYP+ VAE  G  
Sbjct: 7   IELRPATPADAPRLLEIYRPYVEKTAISFELALPTPADFCDRIRAIMDRYPYYVAEEAGE 66 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +  R AYD +VE ++Y+       GLG  LY  L + + A G  +  A I  
Sbjct: 67  ILGYAYASAFIHREAYDHSVEMSIYLDQAACGQGLGRALYERLERELAAMGVTNANACIA 126 
 
Query: 128 LP--NDP-----SVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            P   DP     SV  H+ LGY   G     GYK G W+D+ 
Sbjct: 127 YPVGEDPYLTLNSVDFHKHLGYRMVGRFHKCGYKFGRWYDM 167 
 
 
>ref|ZP_05851266.1| phosphinothricin N-acetyltransferase [Granulicatella elegans ATCC 
           700633] 
 gb|EEW93212.1| phosphinothricin N-acetyltransferase [Granulicatella elegans ATCC 
           700633] 
          Length = 192 
 
 Score =  107 bits (266), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 87/159 (54%), Gaps = 7/159 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D AA+ +I  +Y+E + + F  +  + +E+   ++   ++YP+ V E EG V  
Sbjct: 3   IRVATIEDAAALVEIYRYYVEETAITFEYDVPSIEEFERRIQTTLEKYPYYVIEEEGEVL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY+GP+ +R A+ W+ E ++Y+    QR G G  LY  +   ++  G++++ A I  P 
Sbjct: 63  GYAYSGPFASRKAFSWSAEISIYLKQNQQRKGYGKKLYQLMEAKLQELGYQNIYACIATP 122 
 
Query: 130 N-------DPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                   + SV+ HE +GY+  G  +  GYK   W+ + 
Sbjct: 123 EVEDEYLTNNSVQYHEYMGYSLVGEFKRCGYKFDRWYHI 161 
 
 
>ref|ZP_04079000.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar pulsiensis BGSC 4CC1] 
 gb|EEM89408.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar pulsiensis BGSC 4CC1] 
          Length = 170 
 
 Score =  107 bits (266), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           +R AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   VREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPKNPLE 169 
 
 
>ref|NP_521958.1| phosphinothricin acetyltransferase protein [Ralstonia solanacearum 
           GMI1000] 
 emb|CAD17548.1| probable phosphinothricin acetyltransferase protein [Ralstonia 
           solanacearum GMI1000] 
          Length = 183 
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 Score =  107 bits (266), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 62/164 (37%), Positives = 88/164 (53%), Gaps = 3/164 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V +RPA  AD+ A+  I  H++ T T +F  +P    E     + LQD   P+LVA+    
Sbjct: 20  VVVRPARLADLPAIAAIYAHHVRTGTASFEIDPPDLAEMTRRFQTLQDTGMPYLVAQTGR 79 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYAGP +AR AY  TVE ++Y+    +  G+G+ L   L++   A+GF+ +VAV+ 
Sbjct: 80  KLLGFAYAGPHRARPAYRHTVEDSIYLDAAARGRGVGTLLLEALVRECVARGFRQIVAVV 139 
 
Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             G  N  S+RLH   G+   G L   GYK   W DV   QR   
Sbjct: 140 GGGQENLGSMRLHARCGFREVGVLAGVGYKFDRWLDVVLMQRTL 183 
 
 
>ref|YP_003792542.1| putative phosphinothricin N-acetyltransferase [Bacillus 
anthracis 
           CI] 
 gb|ADK05404.1| possible phosphinothricin N-acetyltransferase [Bacillus cereus 
           biovar anthracis str. CI] 
          Length = 170 
 
 Score =  107 bits (266), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           +R AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   VREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
 
 
>ref|ZP_02234915.1| hypothetical protein DORFOR_01789 [Dorea formicigenerans ATCC 
           27755] 
 gb|EDR46566.1| hypothetical protein DORFOR_01789 [Dorea formicigenerans ATCC 
           27755] 
          Length = 195 
 
 Score =  107 bits (266), Expect = 9e-22,   Method: Compositional matrix adjust. 
 Identities = 53/168 (31%), Positives = 89/168 (52%), Gaps = 7/168 (4%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MS  ++ + IR A   D   + +I   Y+  + + F  E  +P+E+ + +    ++YP+L 
Sbjct: 1   MSTLKKEIVIRVAALEDAEELLEIYAPYVRETAITFEYEVPSPEEFRERIAHTLEKYPYL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE +G + G AY  P+K R AY W VE+++YV    +R+G+G  L++ L   ++  G   
Sbjct: 61  VAEHDGKIVGYAYVSPFKERAAYAWAVETSIYVDQNCKRMGIGKKLHSALEHCLKEMGIL 120 
 
Query: 121 SVVAVIGLPNDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           ++ A IG P +        S + HE LGY   G     GYK   W+++ 
Sbjct: 121 NMEACIGYPEEDDEYLTKNSAQFHEHLGYRMIGEFEKCGYKFHRWYNM 168 
 
 
>ref|YP_760389.1| acetyltransferase [Hyphomonas neptunium ATCC 15444] 
 gb|ABI76675.1| acetyltransferase, GNAT family [Hyphomonas neptunium ATCC 15444] 
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          Length = 190 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 62/159 (38%), Positives = 87/159 (54%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           IR A  ADM AV  I  H++ TS   F    P  P+  +     L    P+LVAE +G+V 
Sbjct: 20  IRDADDADMEAVQAIYAHFVLTSPATFEEVPPSLPEMKMRRAGVLASSLPFLVAEADGLV 79 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  YA P+++R AY  TVE ++YVS      G+GS L   L+   EA  ++ ++AV+G  
Sbjct: 80  VGFCYASPYRSRAAYRHTVEDSIYVSEAFGGRGVGSALLGQLIARCEAGPWRQMLAVMGT 139 
 
Query: 129 P-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+  + LH +LG++  GTL+A G K G W D    QR 
Sbjct: 140 GRNEACIALHRSLGFSNVGTLKAVGLKFGQWEDTVMMQR 178 
 
 
>ref|YP_003101109.1| GCN5-related N-acetyltransferase [Actinosynnema mirum DSM 43827] 
 gb|ACU37263.1| GCN5-related N-acetyltransferase [Actinosynnema mirum DSM 43827] 
          Length = 168 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 59/160 (36%), Positives = 83/160 (51%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V IRP    D+AAV  I  HY+E     F     + ++W      +  R  P+LVAE++G 
Sbjct: 6   VTIRPCAGDDLAAVAAIYAHYVEHGVATFDEVAPSEEDWAGKRADIAARGLPFLVAELDG 65 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV+G AYA PW+ + AY  T E T+Y++      GLG  L   ++++    G + ++AVI 
Sbjct: 66  VVSGFAYAAPWRWKRAYRHTAEDTIYLAPGATGHGLGKALLGSVVEAAREAGIRQLIAVI 125 
 
Query: 127 GLPND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
               D  S  LH   G+   G LR  G+KHG W D   WQ 
Sbjct: 126 ADSGDGSSAALHRRFGFHEAGVLREVGHKHGRWIDTALWQ 165 
 
 
>ref|YP_001633138.1| acetyltransferase [Bordetella petrii DSM 12804] 
 emb|CAP44871.1| acetyltransferase [Bordetella petrii] 
          Length = 183 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 64/167 (38%), Positives = 93/167 (55%), Gaps = 3/167 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60 
           SP   P+ +R + AAD+ A+  I  H+++  T +F  +P T  E     E  L  R P+L 
Sbjct: 4   SPSAAPI-VRDSRAADIDAIQAIYGHHVQHGTASFELDPPTVDEMRARREAVLAQRLPYL 62 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE++G + G AY  P++ R AY  TVE +VYV   H   G+G  L   L++   A G++ 
Sbjct: 63  VAELDGELVGYAYCTPYRPRPAYRHTVEDSVYVKPGHAGHGIGGRLLAALIERCTAGGWR 122 
 
Query: 121 SVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            ++AV+G   N  S+ LH + G+   GTLR+ GYK G W D    QR 
Sbjct: 123 QMLAVVGDSRNAASLALHASQGFHPAGTLRSVGYKFGAWRDTVLMQR 169 
 
 
>ref|ZP_04579325.1| conserved hypothetical protein [Oxalobacter formigenes OXCC13] 
 gb|EEO30298.1| conserved hypothetical protein [Oxalobacter formigenes OXCC13] 
          Length = 188 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
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 Identities = 62/175 (35%), Positives = 90/175 (51%), Gaps = 2/175 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D  A+ +I   YIET  + F  E  T  E+   +  +   YP LV E EG V  
Sbjct: 2   IRFARPDDSVAILEIYGAYIETP-ITFECELPTESEFSKRMADISAFYPCLVCEEEGKVI 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA     R AY W  E +VY+       GLG  LY  L++ ++ QG ++V   + +P 
Sbjct: 61  GFAYAHRHMERQAYQWNAELSVYLDPSFTSKGLGKKLYAILIEMLKLQGVRTVYGGVTVP 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRPVTQI 183 
           N+ S  LH+A+G++  GT   AG+K G W DV ++++      + P PV  +  I 
Sbjct: 121 NEKSESLHKAMGFSVAGTYHHAGFKDGKWRDVTWFEKAIAPYDSYPEPVVSIGSI 175 
 
 
>ref|ZP_01168931.1| probable phosphinothricin acetyltransferase (antibiotic 
resistance) 
           protein [Bacillus sp. NRRL B-14911] 
 gb|EAR68000.1| probable phosphinothricin acetyltransferase (antibiotic resistance) 
           protein [Bacillus sp. NRRL B-14911] 
          Length = 163 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 84/159 (52%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D+  + DI N  I T T  F  E Q+ +      E+   RYP  VAE +G +A 
Sbjct: 3   IREAVKEDLPDILDIYNEAIRTLTATFDLEEQSLEHRTAWFEKYGGRYPLTVAEEDGQIA 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G    GP++ + AY+ T E +VY+S R +  G+G  L   +L    +  + ++++ +    
Sbjct: 63  GYCSIGPFRDKQAYEKTAELSVYISSRFRGKGIGKGLVEDMLSRAASLDYHTIISGLTAG 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N+ SVRLHE LG+   G  +  G+K G W DV F+Q  F 
Sbjct: 123 NEASVRLHERLGFHYIGIFKEVGFKFGEWQDVLFYQYFF 161 
 
 
>ref|NP_688817.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
           2603V/R] 
 ref|NP_736302.1| hypothetical protein gbs1868 [Streptococcus agalactiae NEM316] 
 ref|ZP_00780138.1| acyltransferase [Streptococcus agalactiae 18RS21] 
 ref|ZP_00790430.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
515] 
 emb|CAD47527.1| Unknown [Streptococcus agalactiae NEM316] 
 gb|EAO63273.1| acyltransferase [Streptococcus agalactiae 18RS21] 
 gb|EAO70837.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 515] 
          Length = 163 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 51/157 (32%), Positives = 84/157 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D   +  I   Y+  +T+ F  +  +  E+ + ++ +   +P+LVAE  G +  
Sbjct: 3   IRPVLPSDAKELLAIYAPYVADTTITFEYDIPSISEFTNRIKNISKSFPYLVAEENGKIL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AYDWT E ++Y+    +   +GS LY  L K +  QG+ +++A I LP 
Sbjct: 63  GYAYASTYYARAAYDWTCELSIYLDKDARSKKIGSQLYDTLEKELVNQGYVNLLACISLP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           ND S+  H+  G+         G+K   WHD+ + Q+ 
Sbjct: 123 NDISIAFHKKRGFNQVAHFPKIGFKFEQWHDIVWLQK 159 
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>ref|YP_003163209.1| GCN5-related N-acetyltransferase [Leptotrichia buccalis C-1013-b] 
 gb|ACV38218.1| GCN5-related N-acetyltransferase [Leptotrichia buccalis C-1013-b] 
          Length = 197 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 52/184 (28%), Positives = 96/184 (52%), Gaps = 1/184 (0%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M  +   +  R AT  D   + +I   Y+E +T+ F  E  + +E+ + + ++ + YP++ 
Sbjct: 1   MKLKNEDLIFRFATENDAKEILEIYRPYVENTTITFEYEVPSVKEFKERIMKILEEYPYI 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E +  + G AYA    +R AY W  E ++Y +  +   G+G  LY  L++ ++ Q    
Sbjct: 61  VCEYDKKIIGYAYAHRVWSRAAYQWDAELSIYTNENYSGNGIGKKLYKMLMEILKLQNVV 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD-FELPAPPRPVRP 179 
           +V   +  PN+ S +LHE LG+   G  + AGYK G W  V ++++   E    P+P++  
Sbjct: 121 NVYGCVTYPNENSDKLHEYLGFNKVGIFKNAGYKFGKWIGVTWFEKAILEHCENPKPLKK 180 
 
Query: 180 VTQI 183 
           +  + 
Sbjct: 181 ILDV 184 
 
 
>ref|ZP_08010212.1| phosphinothricin N-acetyltransferase [Coprobacillus sp. 29_1] 
 gb|EFW05667.1| phosphinothricin N-acetyltransferase [Coprobacillus sp. 29_1] 
          Length = 187 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 53/154 (34%), Positives = 79/154 (51%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR AT+ D  ++  I  +Y++ + + F  +    +E    +     +YP+LVA   G  
Sbjct: 1   MKIRIATSKDAKSIQKIYAYYVQNTNITFEYDAPNFEEIERRINNTLHQYPYLVAIENGE 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  + AR A+DW  E ++Y+     R G G+ LY  LL  ++    K+V A I  
Sbjct: 61  VIGYAYASRYSARKAFDWDCELSIYIKDGLSRKGCGTRLYKTLLSLLKKMNVKNVYACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            PN  S R HE  G+   G  +  GYK   WHDV 
Sbjct: 121 HPNANSERFHEVFGFQVVGIFQNCGYKFKKWHDV 154 
 
 
>ref|YP_004259793.1| Phosphinothricin acetyltransferase [Bacteroides salanitronis DSM 
           18170] 
 gb|ADY37320.1| Phosphinothricin acetyltransferase [Bacteroides salanitronis DSM 
           18170] 
          Length = 160 
 
 Score =  106 bits (265), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 55/149 (36%), Positives = 76/149 (51%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+ DI NHYI  ST  F   P   +E    +  L   +P+ V E EG +A 
Sbjct: 2   IRKVELQDAHALADIYNHYIAHSTATFDIRPIGEEEMRKRIATLSACHPYFVCEEEGKIA 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA PWK ++AY  T+E+TVY++   +R G+G+ L   L+         S++A I    
Sbjct: 62  GYCYAHPWKEKDAYSRTLETTVYLAPGQERKGIGTQLMRQLIDECRRSEVHSLIACITED 121 
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Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           N  S   HE LG+T     + AG+K G W 
Sbjct: 122 NQASCLFHERLGFTQVSHFKEAGFKFGKW 150 
 
 
>ref|ZP_03210120.1| hypothetical protein BACPLE_03811 [Bacteroides plebeius DSM 17135] 
 gb|EDY94357.1| hypothetical protein BACPLE_03811 [Bacteroides plebeius DSM 17135] 
          Length = 160 
 
 Score =  106 bits (264), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 54/161 (33%), Positives = 83/161 (51%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+  I NHYI  +T+ F  EP + +E    ++ + ++YP+ V E EG +A 
Sbjct: 2   IRKVRKEDTPAITAIYNHYIAHTTITFELEPVSEEEMWTRIQAISEKYPYFVYETEGQIA 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  Y   WK + AY+ + E+T+Y++  H   G+G  L  HL++     G  +++A I    
Sbjct: 62  GYCYVHGWKEKAAYNQSAETTIYLAPSHTGKGIGKELMLHLIEECRRYGLHALIACITEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N+ S  LHE LG+      R  G K G W  +     D+EL 
Sbjct: 122 NEASYALHEKLGFEKVSYFREVGRKFGKWLGI----VDYEL 158 
 
 
>ref|ZP_02868381.1| hypothetical protein CLOSPI_02223 [Clostridium spiroforme DSM 
1552] 
 gb|EDS73798.1| hypothetical protein CLOSPI_02223 [Clostridium spiroforme DSM 1552] 
          Length = 195 
 
 Score =  106 bits (264), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 50/154 (32%), Positives = 82/154 (53%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++I PA   D   + DI   YI  + + F     T +E+   +E    +YP+LVA+ + + 
Sbjct: 15  IKIEPAKKEDARRLLDIYTPYILNTAITFEYTIPTVEEFEQRIENTLIKYPYLVAKKDDL 74 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY   +K R AYDW VE+++Y+   ++ LG+G  LY  L K  + Q   ++ A I  
Sbjct: 75  IVGYAYTSAFKNRAAYDWAVETSIYIDMNYRGLGIGKLLYDELEKITKLQNILNMNACIA 134 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           +P++ SV  H+ +GY         GYK   W+D+ 
Sbjct: 135 IPDEGSVIFHKKMGYLEVAYFHQCGYKFDKWYDM 168 
 
 
>ref|ZP_04947527.1| hypothetical protein BDAG_03502 [Burkholderia dolosa AUO158] 
 gb|EAY70698.1| hypothetical protein BDAG_03502 [Burkholderia dolosa AUO158] 
          Length = 191 
 
 Score =  106 bits (264), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 66/179 (36%), Positives = 93/179 (51%), Gaps = 7/179 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           V +R AT AD+AA+  I  H++  S  +F  T P   +        L+   P+LVAE +G 
Sbjct: 9   VLVRDATDADLAAIHAIYAHHVRHSVASFEETPPDVAELGARRDAVLRHGLPYLVAECDG 68 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AYA P++ R+AY  TVE ++Y+    +  G+G  L   L++  EA  ++ ++AVI 
Sbjct: 69  RVAGYAYATPYRTRSAYRHTVEDSIYIDDTQRGRGIGRALLAALIERCEAGPWRQMIAVI 128 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPPRPVRP 179 
                  S  LH A G+   G L+A G+KHG W D    QR        LPAPP    P 
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Sbjct: 129 ADGGTGGSTSLHRAFGFEPAGVLKAVGFKHGRWIDTALMQRPLGDGARSLPAPPASSAP 187 
 
 
>ref|ZP_03297278.1| hypothetical protein COLSTE_01172 [Collinsella stercoris DSM 
13279] 
 gb|EEA90598.1| hypothetical protein COLSTE_01172 [Collinsella stercoris DSM 13279] 
          Length = 203 
 
 Score =  106 bits (264), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 63/185 (34%), Positives = 98/185 (52%), Gaps = 9/185 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IRPAT AD  A+  I   Y+  + + F  EP T + +   +      YP++VAE++G+ 
Sbjct: 12  VTIRPATEADAPALAAIYAPYVRDTAITFEYEPPTAEGFAARMRSTLAFYPYVVAELDGL 71 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G AYA  +K R AYDW VE+++YV+  +   G+G  L+  L  ++ AQG  ++ A I  
Sbjct: 72  PVGYAYASVFKGRPAYDWAVETSIYVARGYAGRGIGRALHDALEHALTAQGVLNMYACIA 131 
 
Query: 128 LPNDP--------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVR 178 
           +P+          S + HE LGY   G     GYK G W+++ + ++   E  A   PV+ 
Sbjct: 132 VPHGEDDETLTRNSQQFHEHLGYRLVGEFELCGYKGGRWYNMVWMEKMIGEHRADQPPVK 191 
 
Query: 179 PVTQI 183 
           P  +I 
Sbjct: 192 PFLEI 196 
 
 
>ref|YP_483910.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris HaA2] 
 gb|ABD04999.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris HaA2] 
          Length = 205 
 
 Score =  106 bits (264), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 64/159 (40%), Positives = 85/159 (53%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRPA AAD+ A+  I    + T T  F   P    E     E L    +P+LVA +   V 
Sbjct: 28  IRPAAAADLPAITAIYADAVRTGTATFELTPPDLAEMTRRFETLAGGGFPYLVALLGDRV 87 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYAGP++ R AY +TVE++VY+     R GLG+ L   L+   EA+GF+ ++AVIG  
Sbjct: 88  AGYAYAGPYRPRPAYRFTVENSVYLDPLAHRRGLGTALLHELIAQCEARGFRQMIAVIGD 147 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  SV +H   G+   G  R  G+K G W D    QR 
Sbjct: 148 STNAGSVAVHRKSGFDLIGVHRNVGFKFGRWLDTVMMQR 186 
 
 
>ref|ZP_04289658.1| Phosphinothricin N-acetyltransferase [Bacillus cereus R309803] 
 gb|EEK78769.1| Phosphinothricin N-acetyltransferase [Bacillus cereus R309803] 
          Length = 170 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 96/170 (56%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATIKDLAFILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L++  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKNGIGTSLMKTLIEIAKEREYMTLIAGIDA 121 
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Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LH+  G+   G ++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHQNYGFVPAGIIKKAGYKFDKWLDLAFYQ--LELNGPVNPIE 169 
 
 
>ref|ZP_04192159.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH676] 
 gb|EEL76168.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH676] 
          Length = 170 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 97/169 (57%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKRDLAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L++  + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKDYRKNGIGTSLMKTLIEIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFIHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|YP_775946.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria AMMD] 
 gb|ABI89612.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria AMMD] 
          Length = 207 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 64/179 (35%), Positives = 96/179 (53%), Gaps = 15/179 (8%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT +D+AA+  I  H++  S  +F    +TP + +D+L   +D       P+LVAE  
Sbjct: 30  VRDATESDLAAIHAIYAHHVRHSVASFE---ETPPD-VDELRARRDAVLRHGLPYLVAEC 85 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G +AG AYA P++ R+AY  T+E ++Y+    +  G+G  L   L+   E   ++ ++A 
Sbjct: 86  DGRIAGYAYATPYRTRSAYRHTIEDSIYIDDAQRGRGIGRALLAALIARCETGPWRQMIA 145 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPPRPV 177 
           VI       S  LH A G+ A G L+A G+KHG W D    QR        LPA P PV 
Sbjct: 146 VIADGGTGGSTSLHRAFGFEAAGVLKAVGFKHGRWIDTALMQRALGDGARTLPASPEPV 204 
 
 
>ref|ZP_04228286.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock3-29] 
 ref|ZP_04245710.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock1-3] 
 gb|EEL22604.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock1-3] 
 gb|EEL40051.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock3-29] 
          Length = 170 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 58/169 (34%), Positives = 96/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATKRDVAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++A  AY +++E +VYV   +++ G+GS+L   L+ + + + + +++A I   
Sbjct: 62  VGFATFGSFRAWPAYKYSIEHSVYVDKEYRKNGIGSSLMEKLIATAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
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            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIQKAGYKFNRWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|ZP_03682824.1| hypothetical protein CATMIT_01460 [Catenibacterium mitsuokai DSM 
           15897] 
 gb|EEF93932.1| hypothetical protein CATMIT_01460 [Catenibacterium mitsuokai DSM 
           15897] 
          Length = 177 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 54/167 (32%), Positives = 81/167 (48%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT  D  ++  I   Y+  +T+ F  EP T +E  D +    ++YP+LVA  EG  
Sbjct: 3   ITIRIATVEDAESIQKIYAPYVLNTTITFELEPPTVKEMADRIRHTLEKYPYLVAVEEGE 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYAG    R AYD + E ++Y+  R +  G+G  LY  L+  +      ++   I  
Sbjct: 63  VIGYAYAGTLYDRRAYDHSAELSIYIDDRKRHKGIGHLLYNALIDYLIRMNITNLYGCIT 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            PND S+  HE  G+         GYK   W DV + ++  +    P 
Sbjct: 123 YPNDASIAFHEKYGFKEAAHFHECGYKFDQWLDVVYLEKRLDKTTEP 169 
 
 
>ref|ZP_04889981.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1655] 
 gb|EDU10965.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1655] 
          Length = 247 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 61/163 (37%), Positives = 91/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P+++R+AY + +E ++YVS   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRSRSAYRYAIEDSIYVSEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_04317895.1| Phosphinothricin N-acetyltransferase [Bacillus cereus ATCC 10876] 
 gb|EEK50400.1| Phosphinothricin N-acetyltransferase [Bacillus cereus ATCC 10876] 
          Length = 170 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 58/170 (34%), Positives = 95/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + + YP  V E++  V 
Sbjct: 2   IREATKKDLAYILDIYNDAILYTTAVYAYKPVTLENKIDWYEQKKAEGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY ++VE +VYV   +++ G+GS+L   L+K  + + + +++A I   
Sbjct: 62  VGFATFGLFRTWPAYKYSVEHSVYVDKAYRKNGIGSSLMKELIKIAKEREYMTLIAGIDA 121 
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Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPENPIE 169 
 
 
>ref|YP_003634998.1| GCN5-related N-acetyltransferase [Brachyspira murdochii DSM 
12563] 
 gb|ADG72799.1| GCN5-related N-acetyltransferase [Brachyspira murdochii DSM 12563] 
          Length = 190 
 
 Score =  105 bits (263), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 90/161 (55%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           ++IR A   D   +  I + YI+   + F  +  T +E+   +E +  +YP+L+ E E G 
Sbjct: 1   MKIRLANVEDTLPILKIYSQYIDMP-ITFEYKLPTEEEFKKRIENITKKYPYLLCEDESG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA  +  R AY+W  E +VY+ +     G+G  L   ++  ++ QG +++ + + 
Sbjct: 60  KIIGYAYANKFMEREAYNWNTELSVYIDNSSTSKGIGKKLCYIIIDILKYQGIRNIYSKV 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
            LPN+ S +LH +LG+   GT    GYK+  W++VG ++++ 
Sbjct: 120 TLPNEKSEKLHYSLGFNLIGTYHNVGYKNNNWYNVGLFEKE 160 
 
 
>ref|NP_979141.1| acetyltransferase [Bacillus cereus ATCC 10987] 
 gb|AAS41749.1| acetyltransferase, GNAT family [Bacillus cereus ATCC 10987] 
          Length = 170 
 
 Score =  105 bits (262), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 94/169 (55%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IRDATEKDVTYILDIYNDAILNTTAVYAYKPVTFKNRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E ++YV+  ++  G+G++L   L+     + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSIYVNKEYRNRGIGTSLMKELIAIAREREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENERSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPKNPL 168 
 
 
>ref|YP_330444.1| phosphinothricin N-acetyltransferase, putative [Streptococcus 
           agalactiae A909] 
 ref|ZP_00782738.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
           H36B] 
 ref|ZP_00787883.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
           CJB111] 
 gb|ABA45966.1| phosphinothricin N-acetyltransferase, putative [Streptococcus 
           agalactiae A909] 
 gb|EAO73362.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
           CJB111] 
 gb|EAO78504.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
           H36B] 
          Length = 163 
 
 Score =  105 bits (262), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 50/157 (31%), Positives = 84/157 (53%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D   +  I   Y+  +T+ F  +  +  E+ + ++ +   +P+LVAE  G +  
Sbjct: 3   IRPVLPSDAKELLAIYAPYVTDTTITFEYDIPSISEFTNRIKNISKSFPYLVAEENGKIL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AYDWT E ++Y+    +   + S LY  L K + +QG+ +++A I LP 
Sbjct: 63  GYAYASTYYARAAYDWTCELSIYLDKDARSKKISSQLYDTLEKELVSQGYVNLLACISLP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           ND S+  H+  G+         G+K   WHD+ + Q+ 
Sbjct: 123 NDISIAFHKKRGFNQVAHFPKIGFKFEQWHDIVWLQK 159 
 
 
>ref|ZP_03777241.1| hypothetical protein CLOHYLEM_04290 [Clostridium hylemonae DSM 
           15053] 
 gb|EEG75554.1| hypothetical protein CLOHYLEM_04290 [Clostridium hylemonae DSM 
           15053] 
          Length = 193 
 
 Score =  105 bits (262), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 60/177 (33%), Positives = 97/177 (54%), Gaps = 1/177 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D AA+  +  +Y+E + V F  +  + +E+   +  ++++YP+L+AE +G  
Sbjct: 1   MKIRMAEEKDAAALLAVYAYYVEQTAVTFEYKVPSTEEFTRRMRSVKEKYPYLMAEEDGE 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AY   +K R AYDW VE+TVYV  + +  G+G  LY  L + ++ Q   ++ A I  
Sbjct: 61  VCGYAYVSAFKDRAAYDWAVETTVYVDRQKRSFGVGRRLYETLEEILKLQNIINLNACIA 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
            PN  S+  HE +GY   G     GYK G W+D+ + ++     P  P PV    +I 
Sbjct: 121 WPNPDSISFHERMGYKTAGHFTKCGYKQGRWYDMVWMEKMLGGHPLKPEPVVRADEI 177 
 
 
>ref|ZP_03715013.1| hypothetical protein EUBHAL_00046 [Eubacterium hallii DSM 3353] 
 gb|EEG38047.1| hypothetical protein EUBHAL_00046 [Eubacterium hallii DSM 3353] 
          Length = 178 
 
 Score =  105 bits (262), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 86/159 (54%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT  D  A+ +I  +Y++ + + F  E  + +E+ + + +  +RYP+LVAE EG  
Sbjct: 1   MNIRIATPEDAFAIQNIYRYYVDNTAITFELEVPSVKEFQERITKTLERYPYLVAEEEGE 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V   AYAG +  R AYDW+ E +VYV       G+G+ LY  + + ++ Q   ++ A I  
Sbjct: 61  VIAYAYAGIFYDRRAYDWSAEMSVYVQRGIHGKGVGTALYEKMEELLKKQNIVNLFACIT 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            PN  S   H A GY  +      GYK G W D+ + Q+ 
Sbjct: 121 HPNAESEAFHAARGYEKKAHFEQCGYKLGKWWDIVWMQK 159 
 
 
>ref|ZP_01438277.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Fulvimarina pelagi HTCC2506] 
 gb|EAU43274.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Fulvimarina pelagi HTCC2506] 
          Length = 187 
 
 Score =  105 bits (262), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 60/162 (37%), Positives = 87/162 (53%), Gaps = 3/162 (1%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV-EGV 67 
           IR AT AD+ A+  I    +   T  +   P    E     + L D  YP+ VA+  +G  
Sbjct: 7   IRAATEADIPAITAIYQDEVLNGTATYELVPPEAAEMQRRFQTLLDNDYPYTVAQTPDGA 66 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI- 126 
           + G AYAGP++ R AY+W VE T+Y++   +  GLG+ L   L+   EA GF+ ++AVI  
Sbjct: 67  LLGYAYAGPYRPRPAYNWMVEDTIYLAREARGQGLGTLLLADLIARSEALGFRQMIAVIG 126 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G  N+ S+R+H   G+   GT++A G K G W D    QR   
Sbjct: 127 GADNNGSIRVHARQGFEMIGTMKATGLKFGRWIDTVLMQRSL 168 
 
 
>ref|YP_001583998.1| GCN5-related N-acetyltransferase [Burkholderia multivorans ATCC 
           17616] 
 ref|YP_001948868.1| acetyltransferase [Burkholderia multivorans ATCC 17616] 
 gb|ABX17706.1| GCN5-related N-acetyltransferase [Burkholderia multivorans ATCC 
           17616] 
 dbj|BAG46332.1| acetyltransferase [Burkholderia multivorans ATCC 17616] 
          Length = 186 
 
 Score =  105 bits (262), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 63/172 (36%), Positives = 91/172 (52%), Gaps = 2/172 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT AD+AA+  I  H++  S  +F   P    E     +  L+   P+LVAE +G V 
Sbjct: 9   VRDATDADLAAIQAIYAHHVRHSVASFEEVPPDVAELAARRDAVLRHGLPYLVAECDGRV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY +TVE ++Y+    +  G+G  L   L+   EA  ++ ++AVI   
Sbjct: 69  AGYAYATPYRPRHAYRYTVEDSIYIDDAQRGRGIGRALLAALIARCEAGPWRQMIAVIAD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
                S  LH A G+   GTL+A G+KHG W D+   QR     A   P  P 
Sbjct: 129 GGTGGSTSLHRAFGFAPAGTLQAVGFKHGRWIDIALLQRPLGEGAATLPASP 180 
 
 
>ref|ZP_02084880.1| hypothetical protein CLOBOL_02410 [Clostridium bolteae ATCC 
           BAA-613] 
 gb|EDP17338.1| hypothetical protein CLOBOL_02410 [Clostridium bolteae ATCC 
           BAA-613] 
          Length = 182 
 
 Score =  105 bits (262), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 67/169 (39%), Positives = 87/169 (51%), Gaps = 1/169 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR A  AD AA+  I   Y+E + + F  E  T QE+ + +     RYP+L A  +G  
Sbjct: 6   VTIRMAEEADAAALLSIYAPYVEKTAITFEYEVPTVQEFKNRITSTLKRYPYLAAIRDGR 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R+AYDW VE++VYVS   +R G GS LY  L   +  Q   +V A I  
Sbjct: 66  IIGYAYASQFKERSAYDWAVETSVYVSGDARRTGAGSLLYEALENYLRRQNVINVNACIA 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
            PN  S+  HE  GY   G     GYK G W D+  W      P P +P 
Sbjct: 126 YPNPGSITFHEKYGYHTVGHFTKCGYKLGQWWDM-VWMEKMLGPHPEQP 173 
 
 
>ref|ZP_04295105.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH621] 
 gb|EEK73016.1| Phosphinothricin N-acetyltransferase [Bacillus cereus AH621] 
          Length = 170 
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 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 59/168 (35%), Positives = 95/168 (56%), Gaps = 3/168 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATKRDVAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY ++VE +VYV   +++ G+GS+L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSVEHSVYVDKEYRKNGVGSSLIEELITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
            N+ S+ LH+  G+   GT++ AGYK   W ++ F+Q   EL  P  P 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIKKAGYKFNRWLNLAFYQ--LELNGPKNP 167 
 
 
>ref|YP_001772764.1| GCN5-related N-acetyltransferase [Methylobacterium sp. 4-46] 
 gb|ACA20330.1| GCN5-related N-acetyltransferase [Methylobacterium sp. 4-46] 
          Length = 180 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 63/159 (39%), Positives = 86/159 (54%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +RP    D+ AV  I  H + T   +F  +P   P+        +   YP+LVA     + 
Sbjct: 9   VRPCGPEDIPAVQAIYAHAVRTGRASFELDPPDMPEMLRRHAGLVGAGYPYLVAVAGDAL 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AYAGP++ R AY  TVE++VYV       G+G  L   L+++  A+GF+ +VAVIG  
Sbjct: 69  LGYAYAGPYRTRPAYRGTVENSVYVDPARLGQGIGRRLLGDLVEAATARGFRQMVAVIGD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLH ALG+   G LRA G+KHG W D    QR 
Sbjct: 129 SANAASIRLHAALGFAQVGVLRAVGWKHGLWLDTVLMQR 167 
 
 
>ref|YP_535527.1| phosphinothricin N-acetyltransferase [Lactobacillus salivarius 
           UCC118] 
 ref|ZP_04008503.1| phosphinothricin N-acetyltransferase [Lactobacillus salivarius 
ATCC 
           11741] 
 ref|ZP_07205561.1| acetyltransferase, GNAT family [Lactobacillus salivarius 
           ACS-116-V-Col5a] 
 gb|ABD99444.1| Phosphinothricin N-acetyltransferase [Lactobacillus salivarius 
           UCC118] 
 gb|EEJ75057.1| phosphinothricin N-acetyltransferase [Lactobacillus salivarius ATCC 
           11741] 
 gb|EFK80717.1| acetyltransferase, GNAT family [Lactobacillus salivarius 
           ACS-116-V-Col5a] 
          Length = 198 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 57/183 (31%), Positives = 93/183 (50%), Gaps = 8/183 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +IR     D   +  I   Y+E + + F     T +E+ + +  +  +YP++VAE++G + 
Sbjct: 5   KIRLVNLNDAERILQIYRPYVENTAITFEYTVPTLEEFKNRIASIVKKYPYIVAEIDGKI 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  +K R AYDW+VE+++YV    +  GLG  LY  L   ++ QG  +V A I   
Sbjct: 65  MGYAYANTFKNREAYDWSVETSIYVDENSRGKGLGLQLYRALENLLKKQGILNVNACITN 124 
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Query: 129 PNDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPV 180 
           P+         S+  HE LGY   GT   +GYK   W D+ + ++   E    P  V  + 
Sbjct: 125 PSKESKYVTKGSILFHEKLGYRHVGTFHNSGYKFDEWFDMSWMEKSLGEHNLKPGKVIEI 184 
 
Query: 181 TQI 183 
           +++ 
Sbjct: 185 SKL 187 
 
 
>ref|YP_036893.1| phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar konkukian str. 97-27] 
 gb|AAT60066.1| possible phosphinothricin N-acetyltransferase [Bacillus 
           thuringiensis serovar konkukian str. 97-27] 
          Length = 170 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 56/170 (32%), Positives = 94/170 (55%), Gaps = 3/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           +R  T  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   VREETEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169 
 
 
>emb|CBL41830.1| Sortase and related acyltransferases [butyrate-producing bacterium 
           SS3/4] 
          Length = 189 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 55/182 (30%), Positives = 92/182 (50%), Gaps = 8/182 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R A  +D   + DI  +Y+E + + F  +  + +E+ + +  +  +YP+LV E +G  
Sbjct: 5   ITVRNAKLSDAPRILDIYTYYVENTVITFEYDVPSLEEFENRMIDIMKKYPYLVIERDGR 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  YA  +  R AYDW  E T+Y+ H  ++ GLG  LY  L   ++  G  ++ A IG 
Sbjct: 65  IEGYTYAHAFVGRAAYDWASELTIYLDHNAKKYGLGRKLYEALADRLKDMGVLNLYACIG 124 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRP 179 
            P       N  S + HE LG+   GT    GYK   W+D+ + ++   E      PV+P 
Sbjct: 125 YPKVEDEYLNKNSAQFHEHLGFRLCGTFENCGYKFNRWYDMIWMEKIIGEHTDDQAPVKP 184 
 
Query: 180 VT 181 
            + 
Sbjct: 185 YS 186 
 
 
>ref|YP_001703771.1| phosphinothricin N-acetyltransferase [Mycobacterium abscessus 
ATCC 
           19977] 
 emb|CAM63117.1| Hypothetical phosphinothricin N-acetyltransferase [Mycobacterium 
           abscessus] 
          Length = 177 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
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 Identities = 52/138 (37%), Positives = 76/138 (55%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+  + ++F   P +     + ++    R+ WLVAE  G + G AYA PWK+R AY W   
Sbjct: 21  YVTDTAISFEEVPPSDAVLAERIQTAAHRHAWLVAEDGGEILGYAYAAPWKSRTAYQWAC 80 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           E +VYV    ++ G G  LYT LL  +   G+++V+AV+  PN  S +LH  +G+      
Sbjct: 81  EVSVYVDGARRQRGTGRQLYTALLGRLRELGYRTVLAVVVTPNAASEKLHRTMGFEQVAL 140 
 
Query: 148 LRAAGYKHGGWHDVGFWQ 165 
            R  GYK G WHDV  +Q 
Sbjct: 141 YRRIGYKLGSWHDVTHFQ 158 
 
 
>ref|ZP_00785183.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
           COH1] 
 gb|EAO76097.1| phosphinothricin N-acetyltransferase [Streptococcus agalactiae 
           COH1] 
          Length = 163 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 50/157 (31%), Positives = 84/157 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D   +  I   Y+  +T+ F  +  +  E+ + ++ +   +P+LVAE  G +  
Sbjct: 3   IRPVLPSDAKELLAIYAPYVTDTTITFEYDIPSISEFTNRIKNISKSFPYLVAEENGKIL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR +YDWT E ++Y+    +   +GS LY  L K +  QG+ +++A I LP 
Sbjct: 63  GYAYASTYYARASYDWTCELSIYLDKDVRSKKIGSQLYDTLEKELVNQGYVNLLACISLP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           ND S+  H+  G+         G+K   WHD+ + Q+ 
Sbjct: 123 NDISIAFHKKRGFNQVAHFPKIGFKFEQWHDIVWLQK 159 
 
 
>ref|ZP_04234094.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock3-28] 
 gb|EEL34103.1| Phosphinothricin N-acetyltransferase [Bacillus cereus Rock3-28] 
          Length = 170 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 96/169 (56%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+A + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATKRDVAYILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++A  AY +++E +VYV   +++ G+GS+L   L+ + + + + +++A +   
Sbjct: 62  VGFATFGSFRAWPAYKYSIEHSVYVDKEYRKNGIGSSLMEKLIATAKEREYMTLIAGVDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LH+  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHQNYGFVHAGTIQKAGYKFNRWLDLAFYQ--LELNGPENPI 168 
 
 
>ref|YP_001412546.1| GCN5-like N-acetyltransferase [Parvibaculum lavamentivorans DS-1] 
 gb|ABS62889.1| GCN5-related N-acetyltransferase [Parvibaculum lavamentivorans 
           DS-1] 
          Length = 197 
 
 Score =  105 bits (261), Expect = 3e-21,   Method: Compositional matrix adjust. 
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 Identities = 58/152 (38%), Positives = 77/152 (50%), Gaps = 4/152 (2%) 
 
Query: 32  STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 91 
           + ++F T P    +    + + Q   PWLV E  G V G AYAGP + R AY W+V++ + 
Sbjct: 33  TAISFETVPPDEAQMAARIGKNQPVLPWLVHESGGSVTGYAYAGPHRERAAYRWSVDAAI 92 
 
Query: 92  YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 151 
           Y+     R G+GS LY  L  ++  QG+      I LPN  SV LHEA G+   G      
Sbjct: 93  YLDSGAHRKGIGSALYAVLFAALRLQGYHRAYGGITLPNAASVGLHEAQGFRPIGVYPEV 152 
 
Query: 152 GYKHGGWHDVGFWQRDF----ELPAPPRPVRP 179 
           G+K G W DVG+W  D       PA P P  P 
Sbjct: 153 GFKFGAWRDVGWWGLDLAPPDHEPAEPLPFTP 184 
 
 
>gb|ADI12551.1| GCN5-related N-acetyltransferase [Streptomyces bingchenggensis 
           BCW-1] 
          Length = 162 
 
 Score =  105 bits (261), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 63/154 (40%), Positives = 81/154 (52%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+RPA   D  A+  I NH IE ST  +   PQ+P E    L    +R    VAEVEG  
Sbjct: 1   MEVRPARPGDAEAIRAIRNHAIEHSTALWTQTPQSPAEGAAWLAAHLERGSAFVAEVEGE 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           VAG A  GPW+  + Y  TV+ +VYV      LG+GS L T L+ S    G   ++A I  
Sbjct: 61  VAGFAVYGPWRKLDGYQHTVDDSVYVREDRHGLGIGSALLTALIASARETGHHVMIADIE 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             N  S+RLHE  G+   GT+   G K G W D+ 
Sbjct: 121 AENSSSIRLHERFGFHHVGTVPEVGSKFGRWLDL 154 
 
 
>ref|ZP_06645478.1| phosphinothricin N-acetyltransferase [Erysipelotrichaceae 
bacterium 
           5_2_54FAA] 
 gb|EFE46705.1| phosphinothricin N-acetyltransferase [Erysipelotrichaceae bacterium 
           5_2_54FAA] 
          Length = 195 
 
 Score =  105 bits (261), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 61/171 (35%), Positives = 85/171 (49%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D A++  I   Y+   +  F  E  +  E+   +E +Q  YP+LV E EG +  
Sbjct: 2   IRLATKQDAASILAIYAEYVLHDSATFEYEVPSLTEFEQRMEVIQQVYPYLVYEEEGNIL 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +K R AY W VE +VYV+      G+GS LY  L   ++ Q      A I  P 
Sbjct: 62  GYAYAHRYKERAAYQWDVELSVYVNKDVHGKGIGSMLYEVLFILLKKQQVHHAYACITSP 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
           N  S R+HE LG+         GYK   W DV +  ++   P  P+P+ P+ 
Sbjct: 122 NPKSERMHERLGFQLVARFPHTGYKFEKWLDVVWMDKELLSPDVPQPIVPL 172 
 
 
>ref|YP_001437209.1| hypothetical protein ESA_01105 [Cronobacter sakazakii ATCC BAA-
894] 
 gb|ABU76373.1| hypothetical protein ESA_01105 [Cronobacter sakazakii ATCC BAA-894] 
          Length = 199 
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 Score =  104 bits (260), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 62/170 (36%), Positives = 91/170 (53%), Gaps = 8/170 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR  T  D+ A+  I   ++E    +F   P T  E    +  +  +  PWLVAE++G+V 
Sbjct: 29  IRDVTPGDIDAIRAIYGWHVEHGRASFEETPPTLDEMTARVNAVTAQGLPWLVAEMDGIV 88 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-- 126 
            G  YA PW+AR AY +T+E ++Y+       G+GS L   L++  E   ++ ++AVI   
Sbjct: 89  VGYCYASPWRARPAYRYTLEESIYIDASMVGRGIGSRLLQALIERCEQGPWRQLMAVIGD 148 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
           G  N  S RLH  LG+   G+LR+ G+K GGW D    QR     D+ LP 
Sbjct: 149 GENNRGSTRLHRLLGFEVVGSLRSVGFKFGGWRDTLIMQRPLNQGDWTLP 198 
 
 
>ref|ZP_01992495.1| phosphinothricin N-acetyltransferase [Vibrio parahaemolyticus 
           AQ3810] 
 gb|EDM57649.1| phosphinothricin N-acetyltransferase [Vibrio parahaemolyticus 
           AQ3810] 
          Length = 169 
 
 Score =  104 bits (260), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 58/154 (37%), Positives = 80/154 (51%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           +EIR     D+A + DI N YIE +   F   P TP   Q+W         +Y   VA   
Sbjct: 1   MEIRTGKLEDVAGITDIFNFYIEHTNARFEEVPFTPENRQKWFSQFSS-TTKYQLYVATK 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G A +  ++A +A+D TVE TVY++   +  GLGS LYT L  S+ A G   V++ 
Sbjct: 60  NGVLLGFACSQQYRAISAFDDTVEVTVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRVLS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPND SV LH+  G+   G       KHG + 
Sbjct: 120 GVALPNDTSVALHKRFGFREVGVFNEYAKKHGQY 153 
 
 
>ref|ZP_02886944.1| GCN5-related N-acetyltransferase [Burkholderia graminis C4D1M] 
 gb|EDT07414.1| GCN5-related N-acetyltransferase [Burkholderia graminis C4D1M] 
          Length = 193 
 
 Score =  104 bits (260), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 61/161 (37%), Positives = 92/161 (57%), Gaps = 2/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR AT AD+ A+  I  H++ T   +F   P +  E    L  +++   P++VAE++G V 
Sbjct: 21  IRDATEADLPAIQAIYAHHVLTGVASFEEVPPSVDELRTRLASVRNHGLPYMVAEIDGEV 80 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG  YA P++ R AY  T+E ++YVS  ++  GLG  L   L++  EA  ++ +VAVI   
Sbjct: 81  AGYCYATPYRPRAAYRNTIEDSIYVSDAYRGRGLGRVLLQALIERCEAGPWRQMVAVIAD 140 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             +  S+ LH+ LG+   GTL+A G+KHG W D    QR   
Sbjct: 141 GGSGGSLSLHQQLGFELIGTLKAVGFKHGRWLDSTLMQRTL 181 
 
 
>gb|ADJ78841.1| Phosphinothricin N-acetyltransferase [Lactobacillus salivarius CECT 
           5713] 
          Length = 195 
 
 Score =  104 bits (260), Expect = 4e-21,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 128



 Identities = 57/183 (31%), Positives = 93/183 (50%), Gaps = 8/183 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +IR     D   +  I   Y+E + + F     T +E+ + +  +  +YP++VAE++G + 
Sbjct: 5   KIRLVNLNDAERILQIYRPYVENTAITFEYTVPTLEEFKNRIASIVKKYPYIVAEIDGKI 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  +K R AYDW+VE+++YV    +  GLG  LY  L   ++ QG  +V A I   
Sbjct: 65  MGYAYANTFKNREAYDWSVETSIYVDENSRGKGLGLQLYRALENLLKKQGVLNVNACITN 124 
 
Query: 129 PNDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPV 180 
           P+         S+  HE LGY   GT   +GYK   W D+ + ++   E    P  V  + 
Sbjct: 125 PSKESKYVTKGSILFHEKLGYRHVGTFHNSGYKFDEWFDMSWMEKSLGEHNLKPGKVIEI 184 
 
Query: 181 TQI 183 
           +++ 
Sbjct: 185 SKL 187 
 
 
>gb|EFV81785.1| acetyltransferase [Achromobacter xylosoxidans C54] 
          Length = 181 
 
 Score =  104 bits (260), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 61/168 (36%), Positives = 91/168 (54%), Gaps = 2/168 (1%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPW 59 
           M P   P+ IR +  AD+ A+  I  H+++  T +F  +P + QE        L+   P+ 
Sbjct: 1   MPPSAAPILIRDSVDADLPAIKSIYAHHVQHGTASFELDPPSIQEMRQRRAAVLEKDMPY 60 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVAE++G V G AY  P++ R AY  TVE +VYV       G+G  L   L++   A G+ 
Sbjct: 61  LVAEIDGEVVGYAYVTPYRPRPAYRHTVEDSVYVKAGRAGQGIGGRLLATLVERCTAAGW 120 
 
Query: 120 KSVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           + ++AV+G   N  S+ +H   G+   GTLR+ G+KHG W D    QR 
Sbjct: 121 RQMLAVVGDSRNAASLAVHARQGFHPVGTLRSVGHKHGEWRDTVLMQR 168 
 
 
>ref|YP_004148646.1| Phosphinothricin N-acetyltransferase [Staphylococcus 
           pseudintermedius HKU10-03] 
 gb|ADV05010.1| Phosphinothricin N-acetyltransferase [Staphylococcus 
           pseudintermedius HKU10-03] 
 gb|ADX77212.1| phosphinothricin N-acetyltransferase, putative [Staphylococcus 
           pseudintermedius ED99] 
          Length = 165 
 
 Score =  104 bits (260), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 58/163 (35%), Positives = 93/163 (57%), Gaps = 5/163 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           +R AT  D+ A+  I NH I  +   +  EP   +E   W+ + +R  D YP  V E EG 
Sbjct: 5   VRRATLNDLEAIMAIYNHAILHTATVYTYEPTHIEERRQWLAEKQR--DGYPVFVYENEG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++   AY +T+E ++YVS   +R G+ S L T +++   A G++++VA I 
Sbjct: 63  TVLGFATYGPFRNWPAYQYTIEHSIYVSPDARRQGVASQLLTVVIEDATANGYQTIVAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N+ S++LHE +G+   GTL+  GYK   W ++ F+Q+  + 
Sbjct: 123 DDSNEGSLKLHEKMGFNYMGTLKKVGYKFERWLNLVFYQKQLK 165 
 
 
>ref|YP_002360568.1| GCN5-related N-acetyltransferase [Methylocella silvestris BL2] 
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 gb|ACK49206.1| GCN5-related N-acetyltransferase [Methylocella silvestris BL2] 
          Length = 193 
 
 Score =  104 bits (260), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 56/164 (34%), Positives = 91/164 (55%), Gaps = 9/164 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-----LQDRYPWLVA 62 
           + +R +T  D+ A+ DI  ++++    +++ EP       DDL+R     L+ R P +VA 
Sbjct: 8   IIVRHSTEVDVPAMVDIYAYHVQNGLGDYQPEPLRD----DDLKRRRKAMLKRRLPHIVA 63 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E+ G V G AYA P+  R AY + V+ ++YV   H   G+G  L   L+++  A GF+ + 
Sbjct: 64  ELGGAVVGYAYAVPFLKRPAYRYAVKHSIYVHKDHLNAGVGRMLLPVLIEACAAAGFRQM 123 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +  +   N PS+RLHE+ G+   G L++ G+K G W D    QR 
Sbjct: 124 ICYVDSANGPSLRLHESTGFERMGVLKSVGFKFGHWTDTVLLQR 167 
 
 
>ref|ZP_02406525.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           DM98] 
          Length = 247 
 
 Score =  104 bits (260), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 61/163 (37%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YVS   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVSEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_00054060.1| COG1247: Sortase and related acyltransferases [Magnetospirillum 
           magnetotacticum MS-1] 
          Length = 197 
 
 Score =  104 bits (260), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 62/161 (38%), Positives = 89/161 (55%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V+IR AT  DMAAV  I + Y+  S  +F  +  + +E       ++ R  P+LVA  EG 
Sbjct: 10  VQIRDATDDDMAAVQAIYSFYVTRSAASFEEDVPSVEEMKARRAAVEARGLPFLVAVEEG 69 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  YAGP++ R+AY +TVE ++YV+    R G+G  L   L++     G++ ++AVI 
Sbjct: 70  EVLGYTYAGPFRQRSAYRYTVEDSIYVAPFVVRRGIGRVLLAALIERCTESGYRQMIAVI 129 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ +H ALG+   G LR  G K G W DV    R 
Sbjct: 130 GDSANQGSIAVHRALGFGQEGVLRGVGLKFGRWVDVVIMHR 170 
 
 
>ref|YP_084124.1| phosphinothricin N-acetyltransferase [Bacillus cereus E33L] 
 gb|AAU17722.1| phosphinothricin N-acetyltransferase [Bacillus cereus E33L] 
          Length = 170 
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 Score =  104 bits (260), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 56/169 (33%), Positives = 94/169 (55%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID   ++  + YP LV E++  + 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYGQKKAEAYPILVYELDNKI 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV+  ++  G+G++L   L+     + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVNKEYRNRGIGTSLMKELIAIAREREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELNGPKNPL 168 
 
 
>ref|YP_004232049.1| phosphinothricin acetyltransferase [Burkholderia sp. CCGE1001] 
 gb|ADX58989.1| Phosphinothricin acetyltransferase [Burkholderia sp. CCGE1001] 
          Length = 195 
 
 Score =  104 bits (260), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 62/169 (36%), Positives = 93/169 (55%), Gaps = 2/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR AT AD+ A+  I  H++ T   +F   P +  +    L  ++    P++VAE++G V 
Sbjct: 20  IRDATEADLPAIQAIYAHHVLTGVASFEEVPPSVDDLRTRLASVRSHGLPYMVAEIDGEV 79 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG  YA P++ R AY  T+E ++YVS  ++  GLG  L   L++  EA  ++ +VAVI   
Sbjct: 80  AGYCYATPYRPRAAYRHTIEDSIYVSDAYRGRGLGRVLLQALIERCEAGPWRQMVAVIAD 139 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
             +  S+ LH  LG+   GTL+A G+KHG W D    QR   + A   P 
Sbjct: 140 GGSGGSLSLHTQLGFELTGTLKAVGFKHGRWLDTTLMQRTLGVGAATAP 188 
 
 
>ref|YP_001878529.1| GCN5-related N-acetyltransferase [Akkermansia muciniphila ATCC 
           BAA-835] 
 gb|ACD05748.1| GCN5-related N-acetyltransferase [Akkermansia muciniphila ATCC 
           BAA-835] 
          Length = 199 
 
 Score =  104 bits (259), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 86/167 (51%), Gaps = 9/167 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D A + +I   Y+E + V F  E     E+   ++ +  +YP+LVAE  G ++ 
Sbjct: 6   IRIATRRDAAKLLEIYAPYVEKTAVTFEYEVPAVTEFEKRIDHVLGKYPYLVAERAGDIS 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYAG +K R AY W VE+TVYV    +++G G  LY  L K +  Q   ++ A I  P 
Sbjct: 66  GYAYAGVFKDRAAYRWAVETTVYVREDMKKMGTGRELYAALEKILSMQNILNLNACIAYP 125 
 
Query: 130 ---NDP-----SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
               DP     SV+ H+ LGY   G     GYK G W+ +  W   F 
Sbjct: 126 CEAEDPYLTRDSVQFHKRLGYQFAGKFHRCGYKFGRWYHM-IWMEKF 171 
 
 
>ref|ZP_04446277.1| hypothetical protein COLINT_03009 [Collinsella intestinalis DSM 
           13280] 
 gb|EEP44194.1| hypothetical protein COLINT_03009 [Collinsella intestinalis DSM 
           13280] 
          Length = 198 
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 Score =  104 bits (259), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 58/190 (30%), Positives = 97/190 (51%), Gaps = 14/190 (7%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R A   D   +  I   Y+  + + F   P TP E+ + + +  + +P+LVAE++G  
Sbjct: 7   VRVRLARIEDAEELAAIYEPYVRETAITFEYVPPTPAEFAERMRKTMEFFPYLVAELDGR 66 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG +K R AYDW VE+++YV+  H   G+G  L+  L +++ AQG  ++ A I  
Sbjct: 67  LVGYAYAGTFKGRPAYDWAVETSIYVAQGHAGEGIGCALHDALERALAAQGVLNMYACIA 126 
 
Query: 128 LPNDP--------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF------ELPAP 173 
           +P+          S   HE +GY   G     G+K G W+++ + ++        + P   
Sbjct: 127 VPDGEDDETLTRNSQHFHEHMGYRLVGEFCRCGFKGGRWYNMVWMEKMLGEHRADQPPVT 186 
 
Query: 174 PRPVRPVTQI 183 
           P P   VT + 
Sbjct: 187 PFPETSVTCV 196 
 
 
>ref|ZP_04096923.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar andalousiensis BGSC 4AW1] 
 gb|EEM71388.1| Phosphinothricin N-acetyltransferase [Bacillus thuringiensis 
           serovar andalousiensis BGSC 4AW1] 
          Length = 170 
 
 Score =  104 bits (259), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 56/169 (33%), Positives = 94/169 (55%), Gaps = 3/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID   ++  + YP LV E++  + 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYGQKKAEAYPILVHELDNKI 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV+  ++  G+G++L   L+     + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVNKEYRNRGIGTSLMKELIAIAREREYMTLIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 122 ENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPL 168 
 
 
>ref|ZP_02384866.1| phosphinothricin N-acetyltransferase [Burkholderia thailandensis 
           Bt4] 
          Length = 188 
 
 Score =  104 bits (259), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 93/167 (55%), Gaps = 3/167 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60 
           +P   P+ +R AT  D+ A+  I  H++ T   +F   P +  +     E  L+   P+L 
Sbjct: 6   APAHSPI-VRDATEHDLEAIRSIYAHHVLTGVASFEETPPSADDLRARREAVLRHGLPYL 64 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE++GVVAG AYA P++ R+AY +T+E ++YV+   +  G+G  L   L+   EA  ++ 
Sbjct: 65  VAELDGVVAGYAYATPYRPRSAYRYTLEESIYVNDACRGRGIGRVLLAVLIARCEAGPWR 124 
 
Query: 121 SVVAVIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            ++AVI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 125 QMIAVIADGGRGGSTSLHRALGFEPVGTLRGVGFKHGRWIDTALMQR 171 
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>ref|YP_371912.1| GCN5-related N-acetyltransferase [Burkholderia sp. 383] 
 gb|ABB11268.1| GCN5-related N-acetyltransferase [Burkholderia sp. 383] 
          Length = 186 
 
 Score =  104 bits (259), Expect = 7e-21,   Method: Compositional matrix adjust. 
 Identities = 62/172 (36%), Positives = 91/172 (52%), Gaps = 2/172 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT AD+ A+  I  H++  S  +F   P    E     +  L+   P+LVAE +G V 
Sbjct: 9   VRDATDADLEAIHAIYAHHVHHSVASFEETPPDVAELRARRDAVLRQGLPYLVAECDGRV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY +T+E ++Y+    +  G+G  L   L++  EA  ++ ++AVI   
Sbjct: 69  AGYAYATPYRTRSAYRFTIEDSIYIDDAQRGRGIGRALLAALIERCEAGPWRQMIAVIAD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
                S  LH A G+   G L+AAG+KHG W D    QR     A   PV P 
Sbjct: 129 GGTGGSTSLHRAFGFEPAGMLKAAGFKHGRWIDTALLQRPLGEGARTLPVSP 180 
 
 
>ref|ZP_06074266.1| conserved hypothetical protein [Bacteroides sp. 2_1_33B] 
 gb|EEY84235.1| conserved hypothetical protein [Bacteroides sp. 2_1_33B] 
          Length = 165 
 
 Score =  103 bits (258), Expect = 7e-21,   Method: Compositional matrix adjust. 
 Identities = 58/165 (35%), Positives = 82/165 (49%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  +  D  A+ DI N Y+  S   F TEP   +E    +  +   YP+LV      V  
Sbjct: 2   IRNVSLRDAKAIVDIYNEYVVNSVATFETEPLRVEEMEGRIAGISASYPYLVYVDHDEVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK + AY +T+E+TVY+S R++  G+G  L   L++   A G+ +++A I    
Sbjct: 62  GYCYAHAWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S  LHE LG+         G K G W DV     D+EL   P 
Sbjct: 122 NEASCSLHEKLGFKKVSRFEKVGLKFGRWLDV----VDYELIIKP 162 
 
 
>ref|ZP_03569168.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           multivorans CGD2M] 
 ref|ZP_03575813.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           multivorans CGD2] 
 ref|ZP_03582796.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           multivorans CGD1] 
 gb|EEE02969.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           multivorans CGD1] 
 gb|EEE09156.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           multivorans CGD2] 
 gb|EEE15075.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           multivorans CGD2M] 
          Length = 186 
 
 Score =  103 bits (258), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 62/173 (35%), Positives = 90/173 (52%), Gaps = 2/173 (1%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT AD+AA+  I  H++  S  +F   P    E     +  L+   P+LVAE +G V 
Sbjct: 9   VRDATDADLAAIQAIYAHHVRHSVASFEEVPPDVAELAARRDAVLRHGLPYLVAECDGRV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY +TVE ++Y+    +  G+G  L   L+   EA  ++ ++A I   
Sbjct: 69  AGYAYATPYRPRHAYRYTVEDSIYIDDAQRGRGIGRALLAALIARCEAGPWRQMIAAIAD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
                S  LH A G+   GTL+A G+KHG W D+   QR     A   P  P  
Sbjct: 129 GGTGGSTSLHRAFGFAPAGTLQAVGFKHGRWIDIALLQRPLGEGAATLPASPA 181 
 
 
>ref|ZP_02370975.1| phosphinothricin N-acetyltransferase [Burkholderia thailandensis 
           TXDOH] 
          Length = 188 
 
 Score =  103 bits (258), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 62/167 (37%), Positives = 93/167 (55%), Gaps = 3/167 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60 
           +P   P+ +R AT  D+ A+  I  H++ T   +F   P +  +     E  L+   P+L 
Sbjct: 6   APAHSPI-VRDATEHDLEAIRAIYAHHVLTGVASFEETPPSADDLRARREAVLRHGLPYL 64 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE++GVVAG AYA P++ R+AY +T+E ++YV+   +  G+G  L   L+   EA  ++ 
Sbjct: 65  VAELDGVVAGYAYATPYRPRSAYRFTLEDSIYVNDACRGRGIGRVLLAALIARCEAGPWR 124 
 
Query: 121 SVVAVIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            ++AVI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 125 QMIAVIADGGRGGSTSLHRALGFEPVGTLRGVGFKHGRWIDTALMQR 171 
 
 
>ref|YP_003781205.1| putative acetyltransferase [Clostridium ljungdahlii DSM 13528] 
 gb|ADK16103.1| predicted acetyltransferase [Clostridium ljungdahlii DSM 13528] 
          Length = 194 
 
 Score =  103 bits (258), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 56/184 (30%), Positives = 93/184 (50%), Gaps = 8/184 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R AT AD   + DI   Y+  S ++F  +  + +E+ + +  +  +YP++VA      
Sbjct: 10  VTMRMATKADAKEILDIYEPYVRNSAISFEYDVPSIEEFTERINNILKKYPYIVAVDNNQ 69 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY   +K R AYDW VE+T+Y+S   +  G+G  LY  L K ++ Q   ++ A I  
Sbjct: 70  IIGYAYVSSFKERVAYDWAVETTIYLSQDCRGKGVGKKLYLALEKILKRQNIINLNACIA 129 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRP 179 
                     + S+  HE LGY         GYK G W+D+ + ++   E    P+PV P 
Sbjct: 130 YTTTDNAYLTNASMYFHENLGYRKVAHFTKCGYKFGNWYDMIWMEKIIGEHSENPKPVIP 189 
 
Query: 180 VTQI 183 
           ++ + 
Sbjct: 190 ISDL 193 
 
 
>ref|ZP_07634831.1| Sortase related acyltransferase [Ruminococcaceae bacterium D16] 
          Length = 189 
 
 Score =  103 bits (258), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 61/179 (34%), Positives = 91/179 (50%), Gaps = 10/179 (5%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R AT  D  A+  I   YI T  + F  E  +P+E+ D +    + YP+LV E  G    
Sbjct: 3   LRLATPMDAPALVGIYGQYIHTP-ITFEYELPSPREFQDRITHTLEGYPYLVWEENGTPV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +K R AY W  E +VYV+  H    +G  LY  L++ +  QG ++V  ++ +P 
Sbjct: 62  GYAYAHRFKERAAYQWGAELSVYVAQGHTSQKVGRKLYGALMELLAIQGVRTVYGIVTVP 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELPAPPRPVRPVTQI 183 
           N+ S  LH ++G+   G  R  GY  G W DV  +++     D E    P P+ P  Q+ 
Sbjct: 122 NEKSEGLHRSMGFQDAGICRNTGYVDGAWRDVQTFEKAIGPYDLE----PVPITPFPQL 176 
 
 
>ref|YP_548523.1| GCN5-related N-acetyltransferase [Polaromonas sp. JS666] 
 gb|ABE43625.1| GCN5-related N-acetyltransferase [Polaromonas sp. JS666] 
          Length = 178 
 
 Score =  103 bits (258), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 64/175 (36%), Positives = 93/175 (53%), Gaps = 11/175 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           IRP+   D+ A+  I  H++   T  F TEP +  +      + L    P+LVAE +G + 
Sbjct: 4   IRPSRDEDLPAITAIYGHHVLHGTGTFETEPPSLADMTARRADVLSKGLPYLVAEEDGRI 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AY   +K R AY ++VE ++Y++    R GLG  L T LL   EA G + ++A+IG  
Sbjct: 64  AGFAYGNWFKPRPAYRYSVEDSIYLAPDLHRKGLGRALLTALLAHCEAVGIRKMMAIIGD 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF---------ELPAP 173 
             N  SV +H ALG+T  G + + G+K G W D+   Q+           ELPAP 
Sbjct: 124 SANAGSVGVHLALGFTQVGIVESCGWKFGAWRDIVIMQKTLGVGDTQPPTELPAP 178 
 
 
>ref|ZP_02415035.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
14] 
          Length = 323 
 
 Score =  103 bits (257), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_07966268.1| acetyltransferase [Segniliparus rugosus ATCC BAA-974] 
 gb|EFV12512.1| acetyltransferase [Segniliparus rugosus ATCC BAA-974] 
          Length = 177 
 
 Score =  103 bits (257), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 59/152 (38%), Positives = 81/152 (53%), Gaps = 1/152 (0%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+  + + F  EP T +E    + + Q+R+ WLV E EG V G AYAGP+ +R AY W+  
Sbjct: 24  YVLDTAITFEEEPPTAEEMAARIGKAQERHAWLVLEQEGRVVGYAYAGPFASRAAYRWSC 83 
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Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           E +VY+     R G G  LY  LL  +  +G++       LPN  S  LH A+G+   G  
Sbjct: 84  EVSVYLEQGSVRRGGGKALYAALLARLAERGYRRAFGGYTLPNPASESLHRAMGFRLCGV 143 
 
Query: 148 LRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
            R  G+KHG W DV + QRD  +   P P  P 
Sbjct: 144 HREVGFKHGAWRDVAWAQRDLGVDGAP-PCSP 174 
 
 
>ref|YP_002131561.1| phosphinothricin N-acetyltransferase [Phenylobacterium zucineum 
           HLK1] 
 gb|ACG79132.1| phosphinothricin N-acetyltransferase [Phenylobacterium zucineum 
           HLK1] 
          Length = 179 
 
 Score =  103 bits (257), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 64/159 (40%), Positives = 86/159 (54%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRPA A D  A+  I  H++ T    F   P TP E       + DR  P++VAE+   V 
Sbjct: 3   IRPAQAGDADALAAIYGHHVLTGFGTFEEVPPTPAEMERRRAAVADRGLPYVVAELGRKV 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AYA P++ R AY +TVE +VYV+      G+G  L   +L    A G + VVAVIG  
Sbjct: 63  LGFAYAAPFRPRAAYRYTVEDSVYVAPDAIGRGVGRALLVRVLDECAALGVRQVVAVIGD 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH ALG+   G  R+ G+KHG W D+ + Q+ 
Sbjct: 123 SGNAASIGLHTALGFEPSGVGRSLGFKHGRWVDIVWMQK 161 
 
 
>gb|ACO70893.1| putative acetyltransferase [uncultured Verrucomicrobia bacterium] 
          Length = 164 
 
 Score =  103 bits (257), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 58/152 (38%), Positives = 79/152 (51%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD+AA+  I NHY+E ST  ++  P++    +    R    +P  VAE  G V  
Sbjct: 6   IRLATEADLAAINAIYNHYVEHSTCTYQLAPESEAARLAWFYRHGAAHPVTVAEAAGEVL 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A    +  R AY  TVE++VY+ H H R GLG  +   L+    A    +++A I    
Sbjct: 66  GWASLNVFNPREAYARTVENSVYIHHEHHRRGLGRAMLADLIARARALDHHTIIAGISAE 125 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
              S+RLH   G+   G LR  G+KHG W DV 
Sbjct: 126 QTASIRLHLGFGFEEIGRLRQVGFKHGQWLDV 157 
 
 
>ref|YP_001301874.1| phosphinothricin N-acetyltransferase [Parabacteroides distasonis 
           ATCC 8503] 
 gb|ABR42252.1| phosphinothricin N-acetyltransferase, putative [Parabacteroides 
           distasonis ATCC 8503] 
          Length = 167 
 
 Score =  103 bits (257), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 58/165 (35%), Positives = 83/165 (50%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  +  D  A+ DI N Y+  S   F TEP   +E    +  +   YP+LV   +  V  
Sbjct: 4   IRNVSLRDAKAIVDIYNEYVVNSVATFETEPLRVEEMEGRIAGISASYPYLVYVDQDEVV 63 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK + AY +T+E+TVY+S R++  G+G  L   L++   A G+ +++A I    
Sbjct: 64  GYCYAHTWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S  LHE LG+         G K G W DV     D+EL   P 
Sbjct: 124 NEASYSLHEKLGFRKVSHFEKVGLKFGRWLDV----VDYELIIKP 164 
 
 
>ref|ZP_05287381.1| phosphinothricin N-acetyltransferase, putative [Bacteroides sp. 
           2_1_7] 
          Length = 165 
 
 Score =  103 bits (257), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 58/165 (35%), Positives = 83/165 (50%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  +  D  A+ DI N Y+  S   F TEP   +E    +  +   YP+LV   +  V  
Sbjct: 2   IRNVSLRDAKAIVDIYNEYVVNSVATFETEPLRVEEMEGRIAGISASYPYLVYVDQDEVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK + AY +T+E+TVY+S R++  G+G  L   L++   A G+ +++A I    
Sbjct: 62  GYCYAHTWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S  LHE LG+         G K G W DV     D+EL   P 
Sbjct: 122 NEASYSLHEKLGFRKVSHFEKVGLKFGRWLDV----VDYELIIKP 162 
 
 
>ref|YP_003308709.1| phosphinothricin acetyltransferase [Sebaldella termitidis ATCC 
           33386] 
 gb|ACZ08778.1| Phosphinothricin acetyltransferase [Sebaldella termitidis ATCC 
           33386] 
          Length = 165 
 
 Score =  103 bits (257), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 56/160 (35%), Positives = 91/160 (56%), Gaps = 6/160 (3%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEV 64 
           R VEIR A  AD+AA   I N+YI  + + F TE     E  + +++ L+  YP++V E  
Sbjct: 3   RGVEIRDA--ADIAA---IYNYYIRETIITFETEEIDTAEMENRIKKILEAGYPFIVHEE 57 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              + G AY G ++ R+AY  ++E+++Y+    +  G+G  LY  L++  +  G   ++  
Sbjct: 58  NNKITGYAYVGKFRERSAYSESLETSIYLDINEKGRGIGRKLYKRLIELSQEAGVHVLIG 117 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 164 
           V+  PN  S RLHE++G+   G ++ AG K G + DV FW 
Sbjct: 118 VVSYPNLASQRLHESVGFEKAGVIKEAGKKFGKYIDVEFW 157 
 
 
>ref|YP_001308116.1| GCN5-related N-acetyltransferase [Clostridium beijerinckii NCIMB 
           8052] 
 gb|ABR33160.1| GCN5-related N-acetyltransferase [Clostridium beijerinckii NCIMB 
           8052] 
          Length = 170 
 
 Score =  103 bits (257), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 57/173 (32%), Positives = 88/173 (50%), Gaps = 7/173 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+A + +I N  I  +T  +       +E   W D  E+ +D  P LV E +  
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Sbjct: 2   IREATEKDLADILEIYNDAILNTTAIYDYTAHNLEERKQWFD--EKKKDGCPLLVFEKDD 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G A  G ++   A+ +T+E +VYV   ++ LG+G  L   L+ +     + ++VA I 
Sbjct: 60  KAVGFATYGSFRTYPAFKYTIEHSVYVHKNYRNLGIGKILLKELIDAANRDEYATMVACI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
              ND S+++HE  G+   GT+  AGYK G W D+ F+Q D  L  P  P+   
Sbjct: 120 DSLNDGSIKIHEKFGFKYSGTVTKAGYKFGKWLDLVFYQLD--LTGPKYPIEK 170 
 
 
>ref|ZP_04521588.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           pseudomallei MSHR346] 
 gb|EEP50502.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           pseudomallei MSHR346] 
          Length = 247 
 
 Score =  103 bits (257), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|YP_001062349.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           668] 
 gb|ABN88367.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           668] 
          Length = 247 
 
 Score =  103 bits (257), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_02501639.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           112] 
          Length = 247 
 
 Score =  103 bits (257), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_02493429.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           NCTC 13177] 
          Length = 247 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_02451118.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
91] 
          Length = 247 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_04967733.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           406e] 
 gb|EDO87006.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           406e] 
          Length = 247 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|YP_337680.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1710b] 
 ref|YP_001075309.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1106a] 
 ref|ZP_02474788.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           B7210] 
 ref|ZP_02485288.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           7894] 
 ref|ZP_02509533.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           BCC215] 
 ref|ZP_04810141.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1106b] 
 ref|ZP_04896533.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           Pasteur 52237] 
 ref|ZP_04899563.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           S13] 
 gb|ABA53754.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1710b] 
 gb|ABN94562.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1106a] 
 gb|EDO93371.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           Pasteur 52237] 
 gb|EDS82575.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           S13] 
 gb|EES20766.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1106b] 
          Length = 247 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|ZP_07894787.1| phosphinothricin acetyltransferase [Enterococcus italicus DSM 
           15952] 
 gb|EFU75064.1| phosphinothricin acetyltransferase [Enterococcus italicus DSM 
           15952] 
          Length = 185 
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 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 57/172 (33%), Positives = 88/172 (51%), Gaps = 2/172 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EGVV 68 
           +R A   D+A +  I   Y+E + + F  +  +  E+   ++ +Q RYP+LV E  EG + 
Sbjct: 8   VRSAELTDVAELLRIYTPYVEKTAITFEYDVPSIDEFTQRVKTIQQRYPYLVCESSEGEI 67 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  +K R AYDWTVE+++Y+    +  G GS LY  L + ++ Q    ++A I   
Sbjct: 68  VGYAYASTYKGRTAYDWTVETSIYMDQSLKGRGGGSVLYHALEEQLKKQNVYVLLACITA 127 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRP 179 
            N  SV  H    Y         GYK+G W DV + Q++ + +   P P  P 
Sbjct: 128 GNAESVGFHGKFAYREVAYFPNLGYKNGEWLDVLWMQKELQPIQGSPNPFIP 179 
 
 
>ref|ZP_01765750.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           305] 
 gb|EBA49537.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           305] 
          Length = 247 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|YP_439663.1| phosphinothricin N-acetyltransferase [Burkholderia thailandensis 
           E264] 
 ref|ZP_05591064.1| phosphinothricin N-acetyltransferase [Burkholderia thailandensis 
           E264] 
 gb|ABC35766.1| phosphinothricin N-acetyltransferase [Burkholderia thailandensis 
           E264] 
          Length = 188 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 60/159 (37%), Positives = 89/159 (55%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT  D+ A+  I  H++ T   +F   P +  +     E  L+   P+LVAE++GVV 
Sbjct: 13  VRDATEHDLEAIRSIYAHHVLTGVASFEETPPSADDLRARREAVLRHGLPYLVAELDGVV 72 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG AYA P++ R+AY +T+E ++YV+   +  G+G  L   L+   EA  ++ ++AVI   
Sbjct: 73  AGYAYATPYRPRSAYRYTLEESIYVNDACRGRGIGRVLLAVLIARCEAGPWRQMIAVIAD 132 
 
Query: 129 PN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 133 GGRGGSTSLHRALGFEPVGTLRGVGFKHGRWIDTALMQR 171 
 
 
>ref|YP_001180792.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
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           saccharolyticus DSM 8903] 
 gb|ABP67601.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
           saccharolyticus DSM 8903] 
          Length = 162 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 48/160 (30%), Positives = 86/160 (53%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           IR AT +D+  +  I N+ +  S+  F T P++ ++++   +    +YP ++V +    + 
Sbjct: 3   IRKATISDIPQILSIYNYEVLNSSSTFDTRPKSTEDFLKLFDMHSYKYPIYVVEDGTNSI 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  Y  P+  +  Y  TVE ++Y+ H H+  G+G  L   L++    +GFK+++A I   
Sbjct: 63  IGYGYLSPFSDKEGYSITVEDSIYIHHLHRGKGIGKMLLKFLIQKAREKGFKNIIAKICA 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS+ LH++LG+   G L + GYK   + DV   Q +  
Sbjct: 123 ENQPSLNLHKSLGFVEVGKLYSVGYKFNRYLDVIILQLNL 162 
 
 
>ref|ZP_02737400.1| putative acetyltransferase [Gemmata obscuriglobus UQM 2246] 
          Length = 167 
 
 Score =  103 bits (256), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 56/156 (35%), Positives = 78/156 (50%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR ATA D+ A+  I N+Y+E ST  ++ EP T  E          +YP  VAE +G V  
Sbjct: 6   IRLATAEDLEAIRAIYNYYVERSTCTYQVEPDTAAERAAWFRDRSAKYPATVAERDGAVI 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G     PWK+R  Y W+ E++VY+ H H R GLG  L   L+    A G  +++       
Sbjct: 66  GWGALSPWKSRCGYAWSAEASVYIHHEHHRRGLGKALLLDLIARGRAAGLHTIIGATSSD 125 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              S+ L  ++G+   GT R  G K   W DV + Q 
Sbjct: 126 QTASLALQVSVGFEVIGTHREVGRKFDRWLDVTYTQ 161 
 
 
>ref|YP_003981951.1| GNAT family acetyltransferase 28 [Achromobacter xylosoxidans A8] 
 gb|ADP19236.1| acetyltransferase, GNAT family protein 28 [Achromobacter 
           xylosoxidans A8] 
          Length = 181 
 
 Score =  102 bits (255), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 64/185 (34%), Positives = 95/185 (51%), Gaps = 10/185 (5%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-----LQD 55 
           MS     + IR +  AD+ A+  I  H+++    +F  +P +    I D+ +     L+  
Sbjct: 1   MSSPAPTILIRDSAEADLPAIKTIYAHHVQHGAASFELDPPS----IQDMRQRRAAVLEK 56 
 
Query: 56  RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
             P+LVAE+ G V G AY  P++ R AY  TVE +VYV      LG+G  L   L++    
Sbjct: 57  EMPYLVAEINGEVVGYAYVTPYRPRPAYRHTVEDSVYVKAGRSGLGIGGKLLATLIERCT 116 
 
Query: 116 AQGFKSVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           A G++ ++AV+G   N  S+ LH + G+   GTLR+ G+KHG W D    QR         
Sbjct: 117 AAGWRQMLAVVGDSRNAASLALHASQGFHPAGTLRSVGHKHGEWRDTVLMQRALGEGDAT 176 
 
Query: 175 RPVRP 179 
            P RP 
Sbjct: 177 PPQRP 181 
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>ref|ZP_06987509.1| phosphinothricin N-acetyltransferase [Bacteroides sp. 3_1_19] 
 gb|EFI07237.1| phosphinothricin N-acetyltransferase [Bacteroides sp. 3_1_19] 
          Length = 167 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 58/165 (35%), Positives = 83/165 (50%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  +  D  A+ DI N Y+  S   F TEP   +E    +  +   YP+LV   +  V  
Sbjct: 4   IRNVSLRDAKAIVDIYNEYVVNSVATFETEPLRVEEVEGRIAGISASYPYLVYVDQDEVV 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK + AY +T+E+TVY+S R++  G+G  L   L++   A G+ +++A I    
Sbjct: 64  GYCYAHTWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S  LHE LG+         G K G W DV     D+EL   P 
Sbjct: 124 NEASYSLHEKLGFRKVSHFEKVGLKFGRWLDV----VDYELIIKP 164 
 
 
>ref|YP_001236578.1| phosphinothricin acetyltransferase (PPT N-acetyltransferase) 
           [Bradyrhizobium sp. BTAi1] 
 gb|ABQ32672.1| phosphinothricin acetyltransferase (PPT N-acetyltransferase) 
           [Bradyrhizobium sp. BTAi1] 
          Length = 176 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 58/160 (36%), Positives = 85/160 (53%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           ++IRP   AD+ A+  I    +   T  F  +     E       L D  +P+ VA ++G 
Sbjct: 4   IDIRPTGEADLPAITAIYGQAVREGTATFELDAPDLTEMTRRFRALTDGGFPYFVALLDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAGP++ R AY +TVE+++Y++   QR G+G  L   L+ + E +GF+ ++AVI 
Sbjct: 64  EVVGYAYAGPYRPRPAYRFTVENSIYLAPASQRRGIGRRLMQRLITACEERGFRQMIAVI 123 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           G   N  SV LH A G+   GT  + G K G W D    Q 
Sbjct: 124 GDSANAGSVGLHRACGFQMIGTHPSVGLKFGRWLDTVMMQ 163 
 
 
>ref|ZP_02426951.1| hypothetical protein CLORAM_00328 [Clostridium ramosum DSM 1402] 
 gb|EDS19453.1| hypothetical protein CLORAM_00328 [Clostridium ramosum DSM 1402] 
          Length = 191 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 92/177 (51%), Gaps = 1/177 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +  ATA D A + +I   Y+ T+ + F  E  T +E+   +    ++YP+LVA+++   
Sbjct: 9   IRLAVATADDAARLLEIYRPYVLTTAITFEYEVPTLEEFRARIVSTLEKYPYLVAKLDDK 68 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY   +K+R AY W VE+++Y+   ++  G+GS LY  L +  + Q   ++ A I  
Sbjct: 69  IVGYAYTSAFKSRAAYQWAVETSIYIDLDYKGGGIGSMLYHKLEEITKQQNIINLNACIT 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
             N  S+  HE  GY         GYK   WHD+ + ++   E P  P PV P  ++ 
Sbjct: 129 AGNPESIVFHEHFGYQKVAYFTKCGYKFNQWHDMIWMEKMLGEHPGKPAPVIPFVKL 185 
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>ref|YP_001414928.1| GCN5-related N-acetyltransferase [Xanthobacter autotrophicus Py2] 
 gb|ABS65271.1| GCN5-related N-acetyltransferase [Xanthobacter autotrophicus Py2] 
          Length = 180 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 63/159 (39%), Positives = 85/159 (53%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEGVV 68 
           IRPAT AD+ A+  I +  + T T +F   P    E       L +  +P+LV +  GVV 
Sbjct: 3   IRPATPADIPAIAAIYDEAVRTGTASFELAPPGVSEMTRRHAALVEAGFPYLVMDEGGVV 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AY G ++ R AY  TVE+++YV+   Q  G+G  L   L+ + EA GF+ +VAVIG  
Sbjct: 63  LGYAYVGAFRPRIAYRHTVENSIYVAPAAQGRGVGRALLEALIAACEAAGFRQMVAVIGD 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH A G+   G L A G K G W D    QR 
Sbjct: 123 SANAGSIGLHRACGFADIGILPATGLKFGRWIDTVLMQR 161 
 
 
>ref|ZP_06189127.1| putative N-acetyltransferase [Serratia odorifera 4Rx13] 
 gb|EFA17429.1| putative N-acetyltransferase [Serratia odorifera 4Rx13] 
          Length = 178 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 62/177 (35%), Positives = 92/177 (51%), Gaps = 3/177 (1%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLV 61 
           P   P+ I  AT  D+AAV  I  +++     +F   P T +E      ++Q+   PWLV 
Sbjct: 2   PLSAPLIITDATPDDLAAVQQIYAYHVLYGAASFEETPPTCEEMQQRCSKVQEAGLPWLV 61 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           A+ E  V G  YA P++ R AY +TVE +VY++   Q  G+G  L   L+   E   ++  
Sbjct: 62  AKREDRVVGYCYATPYRPRPAYRFTVEDSVYIAEGLQGHGIGKALLAELIARCERGPWRQ 121 
 
Query: 122 VVAVIGLP--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           ++A++G    N  S+ LH  LG+T+ GTL+A G+K G W D    QR        RP 
Sbjct: 122 MLAIVGNAENNQGSLALHRTLGFTSVGTLKAVGFKLGEWRDTQIMQRALSGGDGSRP 178 
 
 
>ref|ZP_02459278.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 9] 
          Length = 210 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 35  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 90 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 91  DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 150 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 151 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 193 
 
 
>ref|ZP_02211453.1| hypothetical protein CLOBAR_01066 [Clostridium bartlettii DSM 
           16795] 
 gb|EDQ96664.1| hypothetical protein CLOBAR_01066 [Clostridium bartlettii DSM 
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           16795] 
          Length = 208 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 48/179 (26%), Positives = 91/179 (50%), Gaps = 1/179 (0%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           + ++ R A  +D   + DI   YI  + + F  +  + +E+   +E +   YP++V   + 
Sbjct: 18  KDIKFRLADVSDTKEILDIYAPYITDTAITFEYDIPSIEEFRGRIEHISLEYPYVVCTYK 77 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             + G AYA  +  R A+ W VE ++Y+   ++ LG+G  LY  +++ ++ Q  +++ A  
Sbjct: 78  DEIIGYAYAHRYGERAAFQWDVELSIYLDMNYKSLGIGKILYNKVIEILKLQNVQNIYAC 137 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG-FWQRDFELPAPPRPVRPVTQI 183 
           I   ND S++ HE +G+   G  +  GYK   W+D+  F  R  +    P  V+ +  I 
Sbjct: 138 ITSANDKSIKFHEKMGFEFIGIFKDTGYKFDKWYDITWFGMRVKDKNENPAKVKNIKDI 196 
 
 
>ref|NP_767103.1| acetyltransferase [Bradyrhizobium japonicum USDA 110] 
 dbj|BAC45728.1| acetyltransferase [Bradyrhizobium japonicum USDA 110] 
          Length = 176 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 61/162 (37%), Positives = 84/162 (51%), Gaps = 2/162 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGV 67 
           EIRP   AD+ A+  I    +   T  F  EP    E       L D  YP+ VA ++G  
Sbjct: 5   EIRPTLEADLPAITAIYQQAVRVGTATFELEPPDLAEMTRRYRALVDGGYPYFVAILDGR 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           VAG AYAG ++ R AY +TVE+++Y+     R G+GS L   L+   EA+GF+ ++AVIG 
Sbjct: 65  VAGYAYAGVYRPRPAYRFTVENSIYLDPSFHRRGVGSLLLERLIAECEARGFRQMIAVIG 124 
 
Query: 128 -LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ +H   G+   GT    G K G W D    QR+  
Sbjct: 125 DSANAGSIGVHTKGGFRMIGTHPNVGLKFGRWLDTVMMQREL 166 
 
 
>ref|ZP_03450133.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           576] 
 gb|EEC37945.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           576] 
          Length = 210 
 
 Score =  102 bits (255), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 35  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 90 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 91  DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 150 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 151 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 193 
 
 
>ref|YP_001908169.1| Putative N-acetyltransferase [Erwinia tasmaniensis Et1/99] 
 emb|CAO97291.1| Putative N-acetyltransferase [Erwinia tasmaniensis Et1/99] 
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          Length = 179 
 
 Score =  102 bits (254), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 58/160 (36%), Positives = 88/160 (55%), Gaps = 3/160 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEGVV 68 
           +R AT  DM+A+  +   ++     +F   P    E      +++D + PWLVAE++G V 
Sbjct: 9   VRDATTDDMSAMTSVYAGHVLHGCGSFEETPPDLAEMTARYVKVRDLQLPWLVAEMDGEV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-- 126 
           AG AYA  ++ R AY +TVE +VY++      G+GS L   L+   + Q F+ ++A +   
Sbjct: 69  AGFAYASLYRPRAAYRFTVEDSVYIAAHLGGRGIGSALLEALIVRCQQQSFQQMLANVGD 128 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G  N  SV LH+ +G+   G LRA G+KHG W D    QR 
Sbjct: 129 GYRNTASVSLHKKMGFEVVGHLRAVGFKHGEWRDTLLMQR 168 
 
 
>ref|ZP_02907912.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MEX-5] 
 gb|EDT40936.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MEX-5] 
          Length = 186 
 
 Score =  102 bits (254), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 63/179 (35%), Positives = 94/179 (52%), Gaps = 15/179 (8%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+AA+  I  H++  S  +F    +TP + +D+L   +D       P+LVAE  
Sbjct: 9   VRDATDTDLAAIHSIYAHHVRHSVASFE---ETPPD-VDELRARRDAVLRHGLPYLVAEC 64 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G +AG AYA P++ R+AY  T+E ++Y+    +  G+G  L   L+   E   ++ ++A 
Sbjct: 65  DGRIAGYAYATPYRPRSAYRHTIEDSIYIDDAQRGRGIGRALLAALIARCETGPWRQMIA 124 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPPRPV 177 
           VI       S  LH A G+   G L+A G+KHG W D    QR        LPA P PV 
Sbjct: 125 VIADGGTGGSTSLHRAFGFEPAGALKAVGFKHGRWVDTALMQRALGDGARTLPASPEPV 183 
 
 
>ref|YP_001811189.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MC40-6] 
 gb|ACB66973.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MC40-6] 
          Length = 187 
 
 Score =  102 bits (254), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 64/184 (34%), Positives = 92/184 (50%), Gaps = 7/184 (3%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPW 59 
           MS       IR +T AD+AA+  I  H++  S  +F   P    E     +  L+   P+ 
Sbjct: 1   MSATPAACVIRDSTDADLAAIHAIYAHHVRHSVASFEETPPDVGELRGRRDAVLRHGLPY 60 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVAE +G +AG AYA P++ R+AY  T+E ++Y+    +  G+G  L   L+   E   + 
Sbjct: 61  LVAECDGHIAGYAYATPYRTRSAYRHTIEDSIYIDDAQRGRGIGRALLATLIARCETGPW 120 
 
Query: 120 KSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAP 173 
           + ++AVI       S  LH A G+   G L+A G+KHG W D    QR        LPA  
Sbjct: 121 RQMIAVIADGGTGGSTSLHRAFGFEPAGVLKAVGFKHGRWIDTALMQRALGDGARTLPAS 180 
 
Query: 174 PRPV 177 
           P PV 
Sbjct: 181 PEPV 184 
 
 
>ref|YP_110939.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
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           K96243] 
 ref|ZP_04954575.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1710a] 
 emb|CAH38393.1| putative phosphinothricin N-acetyltransferase [Burkholderia 
           pseudomallei K96243] 
 gb|EET04097.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           1710a] 
          Length = 188 
 
 Score =  102 bits (254), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 13  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 68 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 69  DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 128 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 129 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 171 
 
 
>ref|YP_989894.1| phosphinothricin N-acetyltransferase [Burkholderia mallei SAVP1] 
 ref|YP_001024370.1| phosphinothricin N-acetyltransferase [Burkholderia mallei NCTC 
           10229] 
 ref|ZP_04881278.1| phosphinothricin N-acetyltransferase [Burkholderia mallei ATCC 
           10399] 
 ref|ZP_04911086.1| phosphinothricin N-acetyltransferase [Burkholderia mallei JHU] 
 gb|ABM47945.1| phosphinothricin N-acetyltransferase [Burkholderia mallei SAVP1] 
 gb|ABM99800.1| phosphinothricin N-acetyltransferase [Burkholderia mallei NCTC 
           10229] 
 gb|EDK61383.1| phosphinothricin N-acetyltransferase [Burkholderia mallei JHU] 
 gb|EDP85632.1| phosphinothricin N-acetyltransferase [Burkholderia mallei ATCC 
           10399] 
          Length = 247 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 89/163 (54%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 72  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E + YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 128 DGVVAGYAYATPYRPRSAYRYAIEDSTYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 187 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 188 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 230 
 
 
>ref|YP_003285848.1| toxin resistance protein [Vibrio sp. Ex25] 
 gb|ACY51383.1| toxin resistance protein [Vibrio sp. Ex25] 
          Length = 169 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 58/169 (34%), Positives = 86/169 (50%), Gaps = 4/169 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
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           +EIR     D+A + DI N YIE +   F   P T    Q+W         +Y   VA   
Sbjct: 1   MEIRTGKIKDVAGITDIFNFYIEHTNSRFEEVPFTLENRQKWFSQFSS-TTKYQLYVATE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G A +  ++A +A+D TVE TVY++   +  GLGS LYT L  S+ A G   V++ 
Sbjct: 60  NGVLLGFACSQQYRAISAFDDTVEVTVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRVLS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
            + LPND SV LH+  G+   G       KHG +    ++++ F + +  
Sbjct: 120 GVALPNDASVALHKRFGFREVGVFNEYAKKHGQYISSVWFEKAFNVESA 168 
 
 
>ref|ZP_03758704.1| hypothetical protein CLOSTASPAR_02725 [Clostridium asparagiforme 
           DSM 15981] 
 gb|EEG55206.1| hypothetical protein CLOSTASPAR_02725 [Clostridium asparagiforme 
           DSM 15981] 
          Length = 214 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 56/161 (34%), Positives = 89/161 (55%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V+IRPA AAD AA+ +I   Y+  +T+ F  E    + +   +E +   YP+LV E++G  
Sbjct: 18  VKIRPAVAADAAALLEIYAPYVRETTITFEYETPGKETFAGRIEAIAAEYPYLVCEIDGR 77 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A  AY      R AY W  E +VYV     R G+G  LY  +++ ++ Q  ++V  ++  
Sbjct: 78  IAAYAYGHRHMERAAYQWNAELSVYVDRGQLRRGIGRALYQAVMEILKLQNVQTVYGIVT 137 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            PN+ S RLH A+G+T R      GYK   W DV +++++  
Sbjct: 138 SPNENSERLHVAMGFTKRALFPQMGYKFDRWLDVAWYEKNL 178 
 
 
>ref|ZP_07357026.1| phosphinothricin N-acetyltransferase [Desulfovibrio sp. 3_1_syn3] 
 gb|EFL87430.1| phosphinothricin N-acetyltransferase [Desulfovibrio sp. 3_1_syn3] 
          Length = 189 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 62/177 (35%), Positives = 90/177 (50%), Gaps = 2/177 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R A   D AA+  I   YI+T  V F     +  E+   +  +   YP+LV E +G  
Sbjct: 1   MNVRWARPQDSAALLRIYAQYIDTP-VTFEYTLPSENEFAARIGAISAEYPYLVCEEDGE 59 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G AYA     R AY W  E +VY+       G+G+ LY  LL  +  QG ++  A++  
Sbjct: 60  TLGYAYAHRQAEREAYQWNAELSVYLDPASTSRGIGARLYRMLLDILLLQGVRTAYALVT 119 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRPVTQI 183 
           LPN  S RLH +LG+      R AG+K G WHDV ++ +      A P+P+ PV +I 
Sbjct: 120 LPNRKSERLHASLGFQTLTIQRKAGFKGGRWHDVAWYTKALAPHDADPQPILPVDRI 176 
 
 
>ref|ZP_04565925.1| phosphinothricin N-acetyltransferase [Mollicutes bacterium D7] 
 gb|EEO31280.1| phosphinothricin N-acetyltransferase [Coprobacillus sp. D7] 
          Length = 186 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 92/177 (51%), Gaps = 1/177 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +  ATA D A + +I   Y+ T+ + F  E  T +E+   +    ++YP+LVA+++   

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 148



Sbjct: 4   IRLAVATADDAARLLEIYRPYVLTTAITFEYEVPTLEEFRARIVSTLEKYPYLVAKLDDK 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY   +K+R AY W VE+++Y+   ++  G+GS LY  L +  + Q   ++ A I  
Sbjct: 64  IVGYAYTSAFKSRAAYQWAVETSIYIDLDYKGGGIGSMLYHKLEEITKQQNIINLNACIT 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
             N  S+  HE  GY         GYK   WHD+ + ++   E P  P PV P  ++ 
Sbjct: 124 AGNPESIVFHEHFGYQKVAYFTKCGYKFNQWHDMIWMEKMLGEHPGKPAPVIPFGKL 180 
 
 
>ref|ZP_03643045.1| hypothetical protein BACCOPRO_01407 [Bacteroides coprophilus DSM 
           18228] 
 gb|EEF75913.1| hypothetical protein BACCOPRO_01407 [Bacteroides coprophilus DSM 
           18228] 
          Length = 162 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 60/165 (36%), Positives = 79/165 (47%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D  A+ DI N YI  S   F T+P         +    + YP L+ E EG VA 
Sbjct: 2   IRNARPEDAGAMTDIYNFYIRESVATFDTDPLPTTTMSRHIASASEGYPCLICEEEGQVA 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA PWK + AY  T+E+TVY+   H   GLG  L   L+++    G   ++A I    
Sbjct: 62  GFCYAHPWKEKAAYRHTLETTVYLHPEHTGKGLGRQLMERLIETCRTNGSHVLIACITGG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S+ LH++LG+         G K G   DV     DFEL   P 
Sbjct: 122 NEASIALHQSLGFKQVSRFEKVGLKFGRQLDV----VDFELELQP 162 
 
 
>ref|ZP_03475670.1| hypothetical protein PRABACTJOHN_01332 [Parabacteroides johnsonii 
           DSM 18315] 
 gb|EEC97233.1| hypothetical protein PRABACTJOHN_01332 [Parabacteroides johnsonii 
           DSM 18315] 
          Length = 165 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 81/165 (49%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+ +I N Y+  S   F TEP   +E    +  +  R+P+ V E    +  
Sbjct: 2   IRQVELQDAKAITNIYNEYVLQSVATFDTEPVLEEEMRTRIAEISSRFPYFVYEENQEIT 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK R+AY +T+E+TVY+S  H   G+G  L   L+ +    G+++++A I    
Sbjct: 62  GYCYAHTWKERSAYRYTLETTVYLSPGHTGKGIGMLLMKKLIGACRENGYRALIACITEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S  LHE LG+      +  G K   W DV     D+EL   P 
Sbjct: 122 NEASNILHEKLGFKQVSHFKKVGLKFDRWLDVA----DYELLLTP 162 
 
 
>ref|ZP_08063150.1| phosphinothricin acetyltransferase [Streptococcus parasanguinis 
           ATCC 903] 
 gb|EFX39156.1| phosphinothricin acetyltransferase [Streptococcus parasanguinis 
           ATCC 903] 
          Length = 171 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 58/162 (35%), Positives = 91/162 (56%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP   +D AA+  I   Y+  + + F  +  T QE+   + +   ++P+LVAEV+G V  
Sbjct: 3   IRPVQLSDAAAIRAIYQPYVTETAITFEVDVPTVQEFESRIAKTLTQFPYLVAEVDGKVV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
             AYA  + AR AYDWT E ++YV+   +  G+GS LYT L + ++A+G+   +A I +P 
Sbjct: 63  AYAYASTYYARAAYDWTTELSIYVAKEARGQGIGSALYTALEEELQARGYLRFLACIAVP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           N+ S+ +H+  GY         GYK   WHD+ + Q+    P 
Sbjct: 123 NEASISMHKKRGYVQVAHFPKIGYKFNKWHDIVWMQKTLNGP 164 
 
 
>ref|YP_003452959.1| acetyltransferase [Azospirillum sp. B510] 
 dbj|BAI76415.1| acetyltransferase [Azospirillum sp. B510] 
          Length = 189 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 67/165 (40%), Positives = 94/165 (56%), Gaps = 9/165 (5%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-----LQDRYPWLV 61 
           PV IR +T  D+ A+ DI  ++I+     F  EP  P+E    L+R     L+ R P LV 
Sbjct: 7   PVIIRQSTELDVPAMLDIYGYHIQHGLGPFDIEPLHPEE----LKRRRKAMLKRRLPHLV 62 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AE  G +AG AYA P++ R AY +TVE ++Y+    Q   +G  L + L+ +  A G +  
Sbjct: 63  AESGGAIAGYAYAAPFRKRPAYRYTVEHSIYIHKDFQGRRIGHQLLSTLIDACTAAGCRQ 122 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +VAV+   N PS+RLHEA G+   G LR+ G+K G W D  F QR 
Sbjct: 123 MVAVVDSANIPSLRLHEACGFIQAGVLRSVGFKFGRWTDSVFLQR 167 
 
 
>ref|ZP_07312487.1| phosphinothricin N-acetyltransferase [Streptomyces griseoflavus 
           Tu4000] 
 gb|EFL40856.1| phosphinothricin N-acetyltransferase [Streptomyces griseoflavus 
           Tu4000] 
          Length = 172 
 
 Score =  102 bits (253), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 59/182 (32%), Positives = 91/182 (50%), Gaps = 24/182 (13%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M  E   V++RP    D+ A+ D+ NHY+  + + F T   TP+E          R PWL 
Sbjct: 1   MPSEHEEVQVRPGEEGDLRALTDLYNHYVRETAITFDTATFTPEE----------RLPWL 50 
 
Query: 61  VAE-VEG-------------VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 106 
           ++  V+G              + G A + P++ + AY  +VE+TVYV+    R G+G+ L 
Sbjct: 51  LSHPVDGPYRLMVATDTGSRRILGYATSSPFRPKPAYATSVETTVYVAPDAGRRGVGTLL 110 
 
Query: 107 YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           Y  L +++  Q      A +  PND S RLHE  G+   GT R  G K G W DV ++++ 
Sbjct: 111 YKTLFEALAGQDLHRAYAGVAQPNDASTRLHERFGFRHVGTYREVGRKFGRWWDVAWYEK 170 
 
Query: 167 DF 168 
           +  
Sbjct: 171 EL 172 
 
 
>ref|YP_003151289.1| sortase-like acyltransferase [Cryptobacterium curtum DSM 15641] 
 gb|ACU94607.1| sortase-like acyltransferase [Cryptobacterium curtum DSM 15641] 
          Length = 185 
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 Score =  101 bits (252), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 57/175 (32%), Positives = 86/175 (49%), Gaps = 1/175 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-V 68 
           IR AT  D  AV DI   Y+ TST  F  +  +  E    +E    +YP+LV   + + V 
Sbjct: 7   IRIATGDDAGAVADIYGEYVRTSTATFEEDAPSANECRLRIENTLAQYPFLVVCDQSLAV 66 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  YA   + R+AY  + E+T+Y+S R Q  G+ + LYT L + +  QG  ++ A I   
Sbjct: 67  VGFCYAHALRERSAYLHSAETTIYLSSRAQHTGVAAALYTELERILARQGVTNLYACITG 126 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183 
            N+ S+R H   GY       + GYK   W D+ + ++       P P  P +Q+ 
Sbjct: 127 ENEASLRFHSTCGYARCAQFNSCGYKFNRWLDIIWMEKLIADHGAPAPFIPFSQL 181 
 
 
>ref|ZP_03793115.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           Pakistan 9] 
 gb|EEH26161.1| phosphinothricin N-acetyltransferase [Burkholderia pseudomallei 
           Pakistan 9] 
          Length = 176 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 1   MRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 56 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E ++YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 57  DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 116 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 117 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 159 
 
 
>ref|ZP_07954371.1| acetyltransferase [Gemella moribillum M424] 
 gb|EFV35397.1| acetyltransferase [Gemella moribillum M424] 
          Length = 172 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 51/158 (32%), Positives = 81/158 (51%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D   + DI   Y+E + + F  E  +   + + +     +YP+LVAE +G V  
Sbjct: 3   IRDVNLEDAGRIADIYRPYVENTAITFDYEVPSVDFFEEKISNTLQKYPFLVAEKDGEVL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYAG +  + AY WT E T+Y+  + +  G+G  LY  L K +  +G   + + I  P 
Sbjct: 63  GYAYAGEFYPKAAYAWTTEITIYLDEQVRGEGIGDKLYNELEKRLYDKGICRITSCISYP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
           ++ SV  HE  G+      +  GYK   W+DV ++Q+D 
Sbjct: 123 DEGSVSFHEKHGFRKVAHFQNVGYKFNRWYDVVWYQKD 160 
 
 
>ref|ZP_02164455.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Hoeflea phototrophica DFL-43] 
 gb|EDQ35150.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Hoeflea phototrophica DFL-43] 
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          Length = 182 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 53/162 (32%), Positives = 83/162 (51%), Gaps = 1/162 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEG 66 
           ++IR AT AD+ A+  I    +     ++   P    E       +  + YP+LVAE +G 
Sbjct: 1   MQIRDATLADVPAITRIYTESVRNGVASYELTPPGEAEMTRRFSTICGNGYPYLVAEADG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYA  ++ R AY W+VE ++Y+    +  G G  L   L+   E  GF+ ++AVI 
Sbjct: 61  KVMGYAYASAFRTRPAYRWSVEDSIYLDPEARGRGYGKALLHALIAGCETLGFRQMIAVI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G  +  S+ +H+  G+   G +  +G+KHG W D  F QR   
Sbjct: 121 GGAHPASIAVHQKAGFVHSGMISGSGHKHGSWLDTVFMQRQL 162 
 
 
>ref|YP_003332566.1| phosphinothricin acetyltransferase [Dickeya dadantii Ech586] 
 gb|ACZ75861.1| Phosphinothricin acetyltransferase [Dickeya dadantii Ech586] 
          Length = 176 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 59/163 (36%), Positives = 83/163 (50%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  A    +AA+ DI  HY+   T  F TEP    E +    ++ D   PWLVA     
Sbjct: 4   ILIEDAREEHIAAIRDIYTHYVLHGTATFETEPPDEAEMLARWRKIHDAGLPWLVATENQ 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y G ++ R AY +T+E ++Y+       GLG  L +  L   E QG++ VV+V+ 
Sbjct: 64  QVLGYCYLGFYRPRYAYRFTLEDSIYLHPEQVGRGLGKRLLSEALLRAEQQGYRQVVSVV 123 
 
Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
               N  S++LH +LG+   GTLR+ G KHG W D    QR   
Sbjct: 124 ANSGNQASMQLHLSLGFELAGTLRSVGMKHGRWLDTALLQRSL 166 
 
 
>ref|YP_575598.1| GCN5-related N-acetyltransferase [Nitrobacter hamburgensis X14] 
 gb|ABE61138.1| GCN5-related N-acetyltransferase [Nitrobacter hamburgensis X14] 
          Length = 183 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 58/158 (36%), Positives = 86/158 (54%), Gaps = 2/158 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR A  AD+ A+  I +H +   T  F  +P    E       L+D  +P+LVAE+ G V 
Sbjct: 6   IRAANEADLPAITAIYDHAVRFGTATFELDPPDLTEMTRRFGALRDGGFPYLVAELAGAV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AYAGP++ R AY +TVE+++Y++    R G+G  L   L+   EA+G++ ++AVIG  
Sbjct: 66  VGYAYAGPYRPRPAYRFTVENSIYLAPASHRRGVGIQLLRRLIAECEARGYRQMIAVIGD 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ +H   G+   GT  + G K G W D    Q 
Sbjct: 126 SANAGSIGVHVRAGFKMIGTHPSVGLKFGRWLDTVMMQ 163 
 
 
>ref|ZP_07945011.1| acetyltransferase [Bilophila wadsworthia 3_1_6] 
 gb|EFV43821.1| acetyltransferase [Bilophila wadsworthia 3_1_6] 
          Length = 170 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
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 Identities = 56/168 (33%), Positives = 91/168 (54%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVAEVEG 66 
           IRPAT AD+ A+ DI N  +  +T  +   P T    ++W +  E  +   P  V E +G 
Sbjct: 2   IRPATEADLQAILDIYNDAVINTTAVYTYTPHTLDMRRQWFN--EHREAGLPVFVLEEDG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+AG A  G ++   AY +++E ++YV    +R  + + L   LL++    G+ +++A I 
Sbjct: 60  VIAGFATYGNFRPWPAYKYSIEHSIYVHKDFRRRHIATRLMEKLLEAANGAGYATMIAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
              N  S+R+HE  G+T  G +  AGYK G W D+ F+Q+  + P  P 
Sbjct: 120 DADNAASIRMHERFGFTFAGKIVKAGYKFGRWLDLVFYQKLLDGPKQP 167 
 
 
>ref|ZP_06053422.1| GCN5-related N-acetyltransferase [Grimontia hollisae CIP 101886] 
 gb|EEY70737.1| GCN5-related N-acetyltransferase [Grimontia hollisae CIP 101886] 
          Length = 171 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 55/161 (34%), Positives = 85/161 (52%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVE- 65 
           IR A  AD+ A+ +I NHY+  + + F  +P T    Q W+D L+R    Y  LV E E  
Sbjct: 8   IRKAQHADLPAINEIYNHYVTQTCITFDYDPWTLERRQRWLDKLQRSNGYYHVLVKESES 67 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G AY   ++ + A++ + E T+Y+    +  GLGS L   LL+ + +       ++ 
Sbjct: 68  GEIVGFAYNSEFREKQAFNVSSEITIYLHPERRAKGLGSELMAALLEEIASSPICRAYSL 127 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I LPN  S++LHE  G+   G L   GYK G +H V   ++ 
Sbjct: 128 ITLPNTASMKLHEKFGFKQVGLLTDVGYKFGQFHSVAMLEK 168 
 
 
>ref|YP_879394.1| phosphinothricin N-acetyltransferase [Mycobacterium avium 104] 
 ref|ZP_05214659.1| hypothetical protein MaviaA2_00456 [Mycobacterium avium subsp. 
           avium ATCC 25291] 
 gb|ABK66397.1| phosphinothricin N-acetyltransferase [Mycobacterium avium 104] 
          Length = 188 
 
 Score =  101 bits (252), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 60/157 (38%), Positives = 82/157 (52%), Gaps = 1/157 (0%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+  + ++F T+  + +E    L       PWLV      V G AYA P +AR AY W+V 
Sbjct: 17  YVRDTAISFETQQPSVEEMRSRLTTTLATLPWLVITDGPRVKGYAYASPHRAREAYRWSV 76 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           + ++Y+     R G G  LYT LL  + AQG+ +  A I LPN  SV LHEAL +   G  
Sbjct: 77  DVSLYLDASIHRQGQGRRLYTALLNLLGAQGYINAYAAITLPNAASVGLHEALAFRRVGV 136 
 
Query: 148 LRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
               G+K   W DVG+W R   + PA P   RP T++ 
Sbjct: 137 FPRVGFKQQRWWDVGWWHRRLADPPAVPEEPRPWTRL 173 
 
 
>ref|YP_003784563.1| UDP-3-O-[3-hydroxymyristoyl] glucosamine N-acyltransferase 
           [Brachyspira pilosicoli 95/1000] 
 gb|ADK30062.1| UDP-3-O-[3-hydroxymyristoyl] glucosamine N-acyltransferase 
           [Brachyspira pilosicoli 95/1000] 
          Length = 189 
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 Score =  101 bits (251), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 50/157 (31%), Positives = 84/157 (53%), Gaps = 1/157 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT+ D   + DI ++YI+T+ + F     + +E+   ++ +   YP+LV E    +  
Sbjct: 3   IRLATSEDTKQILDIYSNYIDTN-ITFEYSLPSIEEFEKRIKNIIKVYPYLVYEENEKIL 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +  R AY W  E ++Y+ + H+  GLG  L   L+  ++ QGFK++ + +    
Sbjct: 62  GYAYAHSFMEREAYKWDTELSIYMDYNHKSKGLGKKLCLALINILKYQGFKTLYSRVTSG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S + H+  G+   G L   GYK   WHDV  +++ 
Sbjct: 122 NVASEKFHDYFGFKKCGMLCNTGYKLSKWHDVTIYEK 158 
 
 
>ref|YP_105922.1| phosphinothricin N-acetyltransferase [Burkholderia mallei ATCC 
           23344] 
 ref|ZP_00441992.2| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           mallei GB8 horse 4] 
 ref|ZP_02266045.2| phosphinothricin N-acetyltransferase [Burkholderia mallei PRL-20] 
 gb|AAU46447.1| phosphinothricin N-acetyltransferase [Burkholderia mallei ATCC 
           23344] 
 gb|EEP87977.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Burkholderia 
           mallei GB8 horse 4] 
 gb|EES46057.1| phosphinothricin N-acetyltransferase [Burkholderia mallei PRL-20] 
          Length = 210 
 
 Score =  101 bits (251), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 89/163 (54%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 35  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 90 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E + YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 91  DGVVAGYAYATPYRPRSAYRYAIEDSTYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 150 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 151 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 193 
 
 
>ref|YP_001195120.1| GCN5-related N-acetyltransferase [Flavobacterium johnsoniae 
UW101] 
 gb|ABQ05801.1| GCN5-related N-acetyltransferase [Flavobacterium johnsoniae UW101] 
          Length = 165 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 54/162 (33%), Positives = 86/162 (53%), Gaps = 5/162 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAE 63 
            V +RPAT  D+  + +IVNH I  +T N+  + QT +   +W +D  +     P +VA+ 
Sbjct: 2   SVILRPATVNDLGKILEIVNHSILHTTANYSYDIQTIEVQTKWFED--KKAKNLPIVVAD 59 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           ++G V G    G ++ +  Y +TVE +VYV       G+GS L + L++  + QG+  ++ 
Sbjct: 60  LDGEVLGFGSYGQFREKIGYQYTVEHSVYVVDNVIGKGVGSKLLSELIRLAKEQGYHVMI 119 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 154



             I   N  S+  HE  G+   GT+R  GYK   W D+ F Q 
Sbjct: 120 GAIDADNAGSIAFHEKFGFVETGTIREVGYKFDHWLDLVFMQ 161 
 
 
>ref|YP_003607239.1| Phosphinothricin acetyltransferase [Burkholderia sp. CCGE1002] 
 gb|ADG17728.1| Phosphinothricin acetyltransferase [Burkholderia sp. CCGE1002] 
          Length = 193 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 61/171 (35%), Positives = 95/171 (55%), Gaps = 5/171 (2%) 
 
Query: 1   MSPERRPVE---IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR- 56 
           MS  R P++   IR AT AD+ A+  I  H++ T   +F   P + ++    L  ++    
Sbjct: 1   MSSPRPPLDAPLIRDATEADLPAIQAIYAHHVLTGVASFEEIPPSVEDLRARLASVRSHG 60 
 
Query: 57  YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
            P++VAE++G VAG  YA P++ R AY  T+E ++YV+  ++  G+G  L   L+   E  
Sbjct: 61  LPYMVAEIDGDVAGYCYATPYRPRAAYRNTIEDSIYVNDAYRGRGIGRVLLQALIDRCET 120 
 
Query: 117 QGFKSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             ++ ++AVI    +  S+ LH  LG+   GTL+A GYKHG W D    QR 
Sbjct: 121 GPWRQMIAVIADGGSGGSLSLHTQLGFELTGTLKAVGYKHGRWLDTTLMQR 171 
 
 
>ref|ZP_02466216.1| phosphinothricin N-acetyltransferase [Burkholderia thailandensis 
           MSMB43] 
          Length = 189 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 61/167 (36%), Positives = 90/167 (53%), Gaps = 2/167 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60 
           +P      +R AT  D+ A+  I  H++ T   +F   P +  +     E  L+   P+L 
Sbjct: 6   APAHCSAIVRDATEDDLEAIQAIYAHHVLTGVASFEETPPSVADLRARREAVLRHGLPYL 65 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE++GVVAG AYA P++ R+AY + +E ++YVS   +  G+G  L   L+   EA  ++ 
Sbjct: 66  VAELDGVVAGYAYATPYRPRSAYRYALEDSIYVSDACRGRGIGRVLLGALIARCEAGPWR 125 
 
Query: 121 SVVAVIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            ++AVI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 126 QMIAVIADGGRGGSTSLHRALGFEPVGTLRGVGFKHGRWIDTALMQR 172 
 
 
>ref|ZP_02926674.1| putative acetyltransferase [Verrucomicrobium spinosum DSM 4136] 
          Length = 162 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 61/157 (38%), Positives = 79/157 (50%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R A   D+ A+ DI NHY+  ST  ++TEP T +E     E    R+P  V E EG V  
Sbjct: 4   LRLARRDDLGAINDIYNHYVLHSTCTYQTEPSTLEERQAWFEVHGVRHPVTVLEEEGRVI 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G      +  R AY  TVE++VY+ H  Q  GLGS L   L+      G   V+AVI    
Sbjct: 64  GWGALNKFHPRAAYGHTVENSVYLHHDQQGRGLGSVLLADLMDRAAQLGHHVVIAVIDAS 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             PSV LH   G+   G  R  G+K G W DV + Q+ 
Sbjct: 124 QAPSVGLHAKFGFVQCGHFREVGFKFGQWLDVVYMQK 160 
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>ref|ZP_06641431.1| phosphinothricin acetyltransferase [Serratia odorifera DSM 4582] 
 gb|EFE93883.1| phosphinothricin acetyltransferase [Serratia odorifera DSM 4582] 
          Length = 178 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 60/162 (37%), Positives = 87/162 (53%), Gaps = 3/162 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  AT AD+ AV DI  H++     +F   P T  E     + ++    PWLVA++EG 
Sbjct: 6   LSITDATPADLVAVADIYRHHVLHGAGSFEETPPTLAEMQQRHDSVRSAGLPWLVAKLEG 65 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  YA P++ R AY +TVE +VY++   Q  G+G  L   L+   E   ++ ++AV+ 
Sbjct: 66  QVVGYCYATPYRPRPAYRFTVEDSVYIAAGMQGRGIGKALLGALIARCERGPWRQMLAVV 125 
 
Query: 127 G--LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G    N  S+ LH  LG+ + GTL A G+K G W D    QR 
Sbjct: 126 GDSANNLGSLELHRKLGFASIGTLNAVGFKFGCWRDTHLMQR 167 
 
 
>ref|NP_387329.1| putative acetyltransferase (antibiotic resistance) protein 
           [Sinorhizobium meliloti 1021] 
 ref|ZP_07582201.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti BL225C] 
 ref|ZP_07595670.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti AK83] 
 emb|CAC47802.1| Acetyltransferase [Sinorhizobium meliloti 1021] 
 gb|EFN28808.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti AK83] 
 gb|EFN33704.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti BL225C] 
          Length = 185 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 56/173 (32%), Positives = 89/173 (51%), Gaps = 2/173 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVE-GV 67 
           +R A AAD+ ++ +I    +      +   P +  E       +  + YP++VA  E G  
Sbjct: 5   LRDAVAADLRSITEIYRESVLNGVATYEETPPSEAEMALRFSTITGNGYPYVVALDERGA 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  ++ R AY + VE ++Y+S   +  G+G  L + L+    A GF+ ++AVIG 
Sbjct: 65  VIGYAYASAFRNRTAYRFLVEDSIYLSPEARGKGIGKALLSELVGRCTALGFRQMIAVIG 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
             +  S+ LH ALG+  +G ++A G+KHG W D  F QR        +P   V 
Sbjct: 125 GAHPSSIALHRALGFELQGLMKATGFKHGRWLDTAFMQRPLGEGTATKPTEGV 177 
 
 
>ref|ZP_07376830.1| Phosphinothricin acetyltransferase [Pantoea sp. aB] 
 gb|EFM21562.1| Phosphinothricin acetyltransferase [Pantoea sp. aB] 
          Length = 174 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 59/161 (36%), Positives = 87/161 (54%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EI  A    + A+  I  +++   T  F TEP    E    LE+++    PW VA  +G 
Sbjct: 1   MEITEADKRHIPAIQQIYAYHVLQGTATFETEPPDAAEIAARLEKVRSAGLPWFVAVEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY +T+E +VY+   +Q  G G  L +H +   EA+GF+ +VAV+ 
Sbjct: 61  QVRGYCYLSFYRERRAYRFTLEDSVYMDVNYQGRGTGKMLLSHAIAWAEARGFRQLVAVV 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH A G++  GTLR+ G+KHG W D    QR 
Sbjct: 121 GNSENRGSLALHSAAGFSITGTLRSVGFKHGRWLDTVILQR 161 
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>ref|ZP_07028623.1| Phosphinothricin acetyltransferase [Afipia sp. 1NLS2] 
 gb|EFI50046.1| Phosphinothricin acetyltransferase [Afipia sp. 1NLS2] 
          Length = 176 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 57/157 (36%), Positives = 85/157 (54%), Gaps = 2/157 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64 
           R   IR ATAAD+ A+  I    +   T +F   P    E +     +    +P+LVAE  
Sbjct: 2   RDFTIRAATAADIPAITAIYGFEVREKTASFEMTPPDEAEMMRRFTAITGGGFPYLVAEA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G +AG AYAGP++ R AY +T+E++VY+   + R G+GS L   L+    A+G++ ++A 
Sbjct: 62  GGRIAGYAYAGPYRPRPAYRYTLENSVYLDPAYYRRGIGSALLKELIAQCTARGYRQMIA 121 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           VIG   N  S+ LH + G+   G     G+K G W D 
Sbjct: 122 VIGDSANAASIGLHRSAGFAMIGIHPNVGFKFGRWLD 158 
 
 
>ref|YP_001078206.1| phosphinothricin N-acetyltransferase [Burkholderia mallei NCTC 
           10247] 
 ref|ZP_04973250.1| phosphinothricin N-acetyltransferase [Burkholderia mallei 
           2002721280] 
 gb|ABO02876.1| phosphinothricin N-acetyltransferase [Burkholderia mallei NCTC 
           10247] 
 gb|EDK84125.1| phosphinothricin N-acetyltransferase [Burkholderia mallei 
           2002721280] 
          Length = 188 
 
 Score =  101 bits (251), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 60/163 (36%), Positives = 89/163 (54%), Gaps = 10/163 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVAEV 64 
           +R AT  D+ A+  I  H++ T   +F   P +    +DDL   ++       P+LVAE+ 
Sbjct: 13  VRDATEHDLEAIQAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 68 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GVVAG AYA P++ R+AY + +E + YV+   +  G+G  L   L+   EA  ++ ++A 
Sbjct: 69  DGVVAGYAYATPYRPRSAYRYAIEDSTYVNEACRGRGIGRVLLAALIARCEAGPWRQMIA 128 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VI       S  LH ALG+   GTLR  G+KHG W D    QR 
Sbjct: 129 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 171 
 
 
>ref|ZP_02358538.1| phosphinothricin N-acetyltransferase [Burkholderia oklahomensis 
           EO147] 
          Length = 189 
 
 Score =  100 bits (250), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 90/159 (56%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R A   D+ A+  I  H++ T   +F   P +  +     E  L+   P+LVAE++G V 
Sbjct: 14  VRDAAERDLEAIQAIYAHHVLTGVASFEETPPSVADLRARREAVLRHGLPYLVAELDGAV 73 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY + +E ++YV+  ++  G+G  L   L++  EA  ++ ++AV+   
Sbjct: 74  AGYAYATPYRPRSAYRYAIEDSIYVNDAYRGRGIGRVLLAALIERCEAGPWRQMIAVVAD 133 
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Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +  S  LH ALG+   GTLRA G+KHG W D    QR 
Sbjct: 134 GGSGGSTSLHRALGFEPVGTLRAVGFKHGRWIDTALMQR 172 
 
 
>ref|ZP_02365602.1| phosphinothricin N-acetyltransferase [Burkholderia oklahomensis 
           C6786] 
          Length = 189 
 
 Score =  100 bits (250), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 90/159 (56%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R A   D+ A+  I  H++ T   +F   P +  +     E  L+   P+LVAE++G V 
Sbjct: 14  VRDAAERDLEAIQAIYAHHVLTGVASFEETPPSVADLRARREAVLRHGLPYLVAELDGAV 73 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY + +E ++YV+  ++  G+G  L   L++  EA  ++ ++AV+   
Sbjct: 74  AGYAYATPYRPRSAYRYAIEDSIYVNDAYRGRGIGRVLLAALIERCEAGPWRQMIAVVAD 133 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +  S  LH ALG+   GTLRA G+KHG W D    QR 
Sbjct: 134 GGSGGSTSLHRALGFEPVGTLRAVGFKHGRWIDTALMQR 172 
 
 
>ref|ZP_02080264.1| hypothetical protein CLOLEP_01716 [Clostridium leptum DSM 753] 
 gb|EDO61321.1| hypothetical protein CLOLEP_01716 [Clostridium leptum DSM 753] 
          Length = 189 
 
 Score =  100 bits (250), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 51/161 (31%), Positives = 82/161 (50%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A   D   + +I  +Y++ + + F  +  +  E+   +E+   RYP++V E +GV 
Sbjct: 2   INIRNAEITDAERLVEIYGYYVKNTAITFEYDIPSLTEFRQRMEQTMRRYPYIVIEQDGV 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG +  R AYDW+ E TVY+    ++ G+G  LY  L + +   G  ++ A I  
Sbjct: 62  IQGYAYAGAFVGRAAYDWSCEVTVYLDKDTRKHGMGRRLYEALEEKLRKMGILNLYACIA 121 
 
Query: 128 LPNDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            P          S   H  LGYT  G  +  GYK G W+++ 
Sbjct: 122 YPETEDEYLTTNSADFHAHLGYTKVGKFQKCGYKFGRWYNM 162 
 
 
>ref|YP_981695.1| GCN5-related N-acetyltransferase [Polaromonas naphthalenivorans 
           CJ2] 
 gb|ABM36774.1| GCN5-related N-acetyltransferase [Polaromonas naphthalenivorans 
           CJ2] 
          Length = 178 
 
 Score =  100 bits (250), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 61/172 (35%), Positives = 91/172 (52%), Gaps = 7/172 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRP+   D+ A+  I  H++   T  F TEP    +       +Q +  P+LVAE +G + 
Sbjct: 4   IRPSRDEDIRAITAIYAHHVLHGTGTFETEPPGTSDMAARRADVQSKGLPYLVAEQDGKI 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AY   +K R AY ++VE ++Y++   QR GLG  L   LL   EA G + V+A++G  
Sbjct: 64  LGFAYGNWFKPRPAYRYSVEDSIYLAPDLQRKGLGRALLAELLARCEAAGIRKVMAIVGD 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELPAPP 174 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 158



             N  SV +H ALG+   G + + G+K G W D+   Q+     D E P+ P 
Sbjct: 124 SANAGSVGVHLALGFRQVGIIESCGWKFGAWRDIVIMQKTLGPGDTEPPSEP 175 
 
 
>ref|ZP_05546015.1| conserved hypothetical protein [Parabacteroides sp. D13] 
 gb|EEU51105.1| conserved hypothetical protein [Parabacteroides sp. D13] 
          Length = 165 
 
 Score =  100 bits (250), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 57/165 (34%), Positives = 82/165 (49%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  ++ D  A+ DI N Y+  S   F TEP   +E    +  +   YP+LV      V  
Sbjct: 2   IRNVSSRDAKAIVDIYNEYVVNSVATFETEPLRVEEMEGRIAGISASYPYLVYVDHDEVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK + AY +T+E+TVY+S  ++  G+G  L   L++   A G+ +++A I    
Sbjct: 62  GYCYAHAWKEKAAYKYTLETTVYLSPGYKGKGIGRQLMERLIEECRAGGYHALIACITEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S  LHE LG+         G K G W DV     D+EL   P 
Sbjct: 122 NEASCSLHEKLGFRKVSHFEKVGLKFGRWLDV----VDYELIIKP 162 
 
 
>ref|YP_001338532.1| putative acetyltransferase [Klebsiella pneumoniae subsp. 
pneumoniae 
           MGH 78578] 
 gb|ABR80302.1| putative acetyltransferase [Klebsiella pneumoniae subsp. pneumoniae 
           MGH 78578] 
          Length = 178 
 
 Score =  100 bits (250), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 63/178 (35%), Positives = 92/178 (51%), Gaps = 7/178 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  A    + A+  I  H++   T +F TEP   QE +  ++ +Q R +PW +A     
Sbjct: 1   MHIINAEEQHIPAIRRIYAHHVLHGTGSFETEPPDTQEMLARVKNVQSRGFPWYIALQGE 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R+AY +TVE++VY+   +QR G G  L  H L    +QG++ ++AV+ 
Sbjct: 61  TVIGYCYLSRYRERHAYRFTVENSVYIDPAYQRQGGGKALLDHALTWARSQGYRQMIAVV 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPPRPVR 178 
           G   N  SV LH   G+T  GTL+  G+KHG W D    QR        LP  P P R 
Sbjct: 121 GDSANVASVALHLRAGFTEIGTLKDIGFKHGRWLDTVLLQRQLGKGSCTLPDSPVPGR 178 
 
 
>ref|ZP_07304405.1| phosphinothricin N-acetyltransferase [Streptomyces 
           viridochromogenes DSM 40736] 
 gb|EFL32774.1| phosphinothricin N-acetyltransferase [Streptomyces 
           viridochromogenes DSM 40736] 
          Length = 172 
 
 Score =  100 bits (250), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 60/180 (33%), Positives = 92/180 (51%), Gaps = 24/180 (13%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MS ER  V++RP    D+ ++  + NHY+  +   F TE  TP+E          R PWL 
Sbjct: 1   MSTERTEVQVRPGVEGDLVSLTGLYNHYVRETAFTFDTEIFTPEE----------RRPWL 50 
 
Query: 61  VAE-VEG-------------VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 106 
           ++  V+G              + G A + P++A+ AY  +VE+TVYVS    R G+G+ L 
Sbjct: 51  LSHPVDGPHRLMVAVTPDSQEILGYATSSPYRAKPAYATSVETTVYVSPHAGRRGVGTLL 110 
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Query: 107 YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           Y  L +++  +      A I  PN+ S RLHE  G+   GT R  G K G + DV ++++ 
Sbjct: 111 YEALFEALSGEDLHRAYAGIAQPNEASARLHERFGFRYVGTYREVGRKFGRYWDVAWYEK 170 
 
 
>ref|ZP_03679607.1| hypothetical protein BACCELL_03968 [Bacteroides cellulosilyticus 
           DSM 14838] 
 gb|EEF88418.1| hypothetical protein BACCELL_03968 [Bacteroides cellulosilyticus 
           DSM 14838] 
          Length = 170 
 
 Score =  100 bits (250), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 55/166 (33%), Positives = 83/166 (50%), Gaps = 7/166 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           E+RP    D  ++  I N Y+  S + F TEP   +E    +  +   +P+ V E EG + 
Sbjct: 4   EVRPE---DTGSITAIYNEYVAHSVITFETEPVREEEMRSRITGIVSHFPYFVYETEGKI 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG  YA  WK R AY +T+E+TVY++  +Q  G+G  L   L+     +G+ +++A I   
Sbjct: 61  AGYCYAHAWKERAAYRYTLETTVYLASEYQGKGIGKQLMQTLINECRHRGYHALIACITE 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            N+ S  LH+ LG+         G K   W DV     D+EL   P 
Sbjct: 121 GNEASNSLHKKLGFKQVSHFEKVGLKFDRWLDVF----DYELILIP 162 
 
 
>ref|ZP_02032877.1| hypothetical protein PARMER_02897 [Parabacteroides merdae ATCC 
           43184] 
 gb|EDN85812.1| hypothetical protein PARMER_02897 [Parabacteroides merdae ATCC 
           43184] 
          Length = 165 
 
 Score =  100 bits (250), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 82/165 (49%), Gaps = 4/165 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+ +I N Y+  S   F TEP   +E    +  +  R+P+ V E +  +  
Sbjct: 2   IRQVELQDAKAITNIYNEYVLHSVATFDTEPVQEEEMRARIAEISSRFPYFVYEEDKEIT 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK R+AY +T+E+TVY+S  H   G+G  L   L+++    G+++++A I    
Sbjct: 62  GYCYAHTWKERSAYRYTLETTVYLSPGHTGKGIGMLLMQRLIEACRENGYRALIACITEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           N+ S  LHE LG+         G K   W DV     D+EL   P 
Sbjct: 122 NEASNILHERLGFKQVSRFTKVGLKFDRWLDVA----DYELLLLP 162 
 
 
>ref|YP_004153830.1| phosphinothricin acetyltransferase [Variovorax paradoxus EPS] 
 gb|ADU35719.1| Phosphinothricin acetyltransferase [Variovorax paradoxus EPS] 
          Length = 182 
 
 Score =  100 bits (249), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 62/161 (38%), Positives = 85/161 (52%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           +EI  A    MA+V  I +HY++    +F  E P          E L+   P+LVA   G 
Sbjct: 19  LEILDAEPHHMASVQAIYSHYVQHDLCSFEEEVPTVEDMQTRRTEVLRRGLPYLVALKNG 78 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AYA P++AR+AY  TVE ++YV+      G+G  L   ++      GF  +VAV+ 
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Sbjct: 79  EVAGYAYASPYRARSAYRHTVEDSIYVARGMHGHGIGMALLRAVIAHCTEGGFTQMVAVV 138 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S RLHE+LG+   G LR+ G+K G W D    QR 
Sbjct: 139 GNSANTGSQRLHESLGFETVGVLRSVGFKFGQWVDTVLMQR 179 
 
 
>ref|ZP_08076595.1| putative phosphinothricin N-acetyltransferase 
           [Phascolarctobacterium sp. YIT 12067] 
 gb|EFY04641.1| putative phosphinothricin N-acetyltransferase 
           [Phascolarctobacterium sp. YIT 12067] 
          Length = 203 
 
 Score =  100 bits (249), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 51/153 (33%), Positives = 82/153 (53%), Gaps = 1/153 (0%) 
 
Query: 32  STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 91 
           S V+F  E  + +E+ + ++ +   YP++V E EG + G  YA P+  R AY W  E+T+ 
Sbjct: 34  SDVSFEYEVPSVEEFTERIKNISADYPYIVCEHEGRLLGYVYAHPYIQRAAYQWGAEATI 93 
 
Query: 92  YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 151 
           Y++   Q  GLG  +Y  L   +  QG     A I   N+ SV++HEA GY   GT     
Sbjct: 94  YLAPEGQGCGLGKVMYAALEALLRLQGVVVTYACITASNEHSVKMHEACGYKIIGTFNNT 153 
 
Query: 152 GYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           G+KHG W D+ + ++   E P  P  ++ + ++ 
Sbjct: 154 GFKHGHWLDMVWMEKVIAEYPKQPALIKKIGEL 186 
 
 
>ref|ZP_05093745.1| acetyltransferase, GNAT family [marine gamma proteobacterium 
           HTCC2148] 
 gb|EEB79741.1| acetyltransferase, GNAT family [marine gamma proteobacterium 
           HTCC2148] 
          Length = 154 
 
 Score =  100 bits (249), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 57/150 (38%), Positives = 79/150 (52%), Gaps = 1/150 (0%) 
 
Query: 20  AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVVAGIAYAGPWK 78 
           A+ +I NHYI  ST  F     + ++    +  + +   PWLVAE +G V G AYA  WK 
Sbjct: 2   ALAEIYNHYIVNSTATFEEVVLSAEDMKQRMLAVAELGLPWLVAEQQGQVVGYAYANRWK 61 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
            R+AY ++VESTVY+       G G+ LYT L + +      +V+  I LPN  SV LHE 
Sbjct: 62  ERSAYRFSVESTVYLLPDIGSRGWGTRLYTALFEELRTLDVHAVIGSITLPNPASVALHE 121 
 
Query: 139 ALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            +G +        G+K   W  VG+WQ  F 
Sbjct: 122 KMGMSKVAEFPEVGFKQNQWLTVGYWQIIF 151 
 
 
>ref|YP_001117611.1| GCN5-related N-acetyltransferase [Burkholderia vietnamiensis G4] 
 gb|ABO58146.1| GCN5-related N-acetyltransferase [Burkholderia vietnamiensis G4] 
          Length = 186 
 
 Score =  100 bits (249), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 63/179 (35%), Positives = 90/179 (50%), Gaps = 7/179 (3%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLV 61 
           P+     +R AT AD+ A+  I  H++  S  +F   P    E     +  L+   P+LV 
Sbjct: 2   PDAPACTVRDATDADLDAIHAIYAHHVRHSVASFEEAPPDVAELRARRDAVLRHGLPYLV 61 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
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           AE +G VAG AYA P++ R+AY  T+E ++Y+    +  G+G  L   L+   EA  ++  
Sbjct: 62  AECDGRVAGYAYATPYRTRSAYRHTIEDSIYIDDAQRGRGIGRALLAALIARCEAGPWRQ 121 
 
Query: 122 VVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPP 174 
           ++AVI       S  LH A G+   G L+A GYKHG W D    QR        LPA P 
Sbjct: 122 MIAVIADGGTGGSTSLHRAFGFEPAGVLKAVGYKHGRWIDTALLQRALGDGARTLPATP 180 
 
 
>ref|ZP_06944043.1| toxin resistance protein [Vibrio cholerae RC385] 
 gb|EFH72488.1| toxin resistance protein [Vibrio cholerae RC385] 
          Length = 169 
 
 Score =  100 bits (249), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 57/154 (37%), Positives = 79/154 (51%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR     D+A++ DI N YIE +      FR   +  QEW         +Y   VA   
Sbjct: 1   MEIRTGKFEDVASITDIFNFYIEHTNARFEEFRFTLENRQEWFSQFSS-TTKYQLYVAVE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G A +  ++A  A+D TVE TVY++   +  GLGS LYT L  S+ A G   V++ 
Sbjct: 60  NGVLLGFACSQQYRAIPAFDDTVEVTVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRVLS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPND SV LH+  G+   G       KHG + 
Sbjct: 120 GVALPNDASVALHKRFGFREVGVFNEYAKKHGQY 153 
 
 
>ref|ZP_02891871.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria IOP40-10] 
 gb|EDT02543.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria IOP40-10] 
          Length = 187 
 
 Score =  100 bits (249), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 63/188 (33%), Positives = 96/188 (51%), Gaps = 15/188 (7%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR---- 56 
           MS       +R +T  D+AA+  I  H++  S  +F    +TP + +D+L   +D      
Sbjct: 1   MSATPAACVVRDSTDTDLAAIHAIYAHHVRHSVASFE---ETPPD-VDELRARRDAVLRH 56 
 
Query: 57  -YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
             P+LVAE +G ++G AYA P++ R+AY  T+E ++Y+    +  G+G  L   L+   E 
Sbjct: 57  GLPYLVAECDGRISGYAYATPYRTRSAYRHTIEDSIYIDDAQRGRGIGRALLAALIARCE 116 
 
Query: 116 AQGFKSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----E 169 
              ++ ++AVI       S  LH A G+   G L+A G+KHG W D    QR         
Sbjct: 117 TGPWRQMIAVIADGGTGGSTSLHRAFGFEPAGMLKAVGFKHGRWIDTALMQRALGDGART 176 
 
Query: 170 LPAPPRPV 177 
           LPA P PV 
Sbjct: 177 LPASPEPV 184 
 
 
>emb|CBL25177.1| Sortase and related acyltransferases [Ruminococcus torques L2-14] 
          Length = 196 
 
 Score =  100 bits (249), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 56/178 (31%), Positives = 86/178 (48%), Gaps = 10/178 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D   +  +   Y+  + + F  E  + +E+ D + +   +YP+LVAE  G +  
Sbjct: 5   IRFAKMEDAEELLALYTPYVTDTVITFEYEVPSLEEFKDRMRQTMKKYPYLVAEQNGEIL 64 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
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           G + AG +K R AYDW VE+T+Y+    Q+ G+G  LY  L K + AQ   ++ A IG P 
Sbjct: 65  GYSCAGAFKGRAAYDWAVETTIYIRKDRQKTGVGKKLYEALEKVLHAQNICNLYACIGYP 124 
 
Query: 130 -------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP--APPRPVR 178 
                     S + H  LGY   G     GYK   W+++  W      P    P+P++ 
Sbjct: 125 EVEDEYLTKNSAQFHAHLGYRMVGEFYHCGYKFDRWYNM-VWMEKLLDPEIKHPKPIK 181 
 
 
>ref|YP_003881883.1| Phosphinothricin N-acetyltransferase [Dickeya dadantii 3937] 
 gb|ADM97326.1| Phosphinothricin N-acetyltransferase [Dickeya dadantii 3937] 
          Length = 187 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 60/161 (37%), Positives = 86/161 (53%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  A A  +AA+ DI  H++  S   F TEP    E  D  ++++D   PWLVA     
Sbjct: 15  IVIEDAGAEHIAAIRDIYAHHVLHSLATFETEPPDEAEMRDRWQKIRDAGLPWLVATENK 74 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y G ++AR AY +T+E ++Y+   H   G+G  L +  L   E QG + VV+V+ 
Sbjct: 75  QVLGYCYLGFYRARYAYRFTLEDSIYLHPDHLGKGVGKRLLSAALLQAEQQGHRQVVSVV 134 
 
Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
               N  S++LH +LG+   G LR+ G KHG W D    QR 
Sbjct: 135 ADSGNQASLQLHLSLGFAQVGMLRSVGMKHGRWVDTVLLQR 175 
 
 
>ref|YP_003450289.1| acetyltransferase [Azospirillum sp. B510] 
 dbj|BAI73745.1| acetyltransferase [Azospirillum sp. B510] 
          Length = 177 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 59/161 (36%), Positives = 90/161 (55%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + +R +T AD+ A+  +   ++   T +F   P    E       L  R  P+LVAE EG 
Sbjct: 4   ITVRASTDADIPALTALYAQHVSHGTASFEEVPPDAAEMARRRRDLLARGLPYLVAECEG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG AYAGP++ R+AY +T+E++VYV+    R G+G  L   L++  EA G++ ++A+I 
Sbjct: 64  RLAGYAYAGPYRTRSAYRFTLENSVYVADGMGRRGIGRALMAPLIERCEAAGYRRMIAMI 123 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH A G+   G L A G+K G W D    +R 
Sbjct: 124 GDSANQGSIGLHTACGFRLVGVLPAVGFKFGRWLDGVMMER 164 
 
 
>ref|YP_004223325.1| sortase [Microbacterium testaceum StLB037] 
 dbj|BAJ73445.1| sortase [Microbacterium testaceum StLB037] 
          Length = 203 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 61/170 (35%), Positives = 91/170 (53%), Gaps = 4/170 (2%) 
 
Query: 3   PER-RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWL 60 
           PER    EIRPAT AD+  + +I N+Y+  S V F  +  +  +W D    L+    P+L 
Sbjct: 23  PERPFSYEIRPATEADIPDIREIYNYYVRNSVVTFDEKAWSIAKWRDKFATLKRLGLPFL 82 
 
Query: 61  VAEV-EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           VAE   G V G A   PW++++AY +TVE+++Y+       GLG  L   L+ + +  G  
Sbjct: 83  VAESPSGQVLGYALVQPWQSKSAYRYTVENSIYLGQAAAGKGLGRALLEALIAACQDLGI 142 
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Query: 120 KSVVAVIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           + +VA I     D S+ LHE LG+T  G +   G+K G W  V + Q+   
Sbjct: 143 REMVAAISDKGADASIALHEKLGFTEVGRMGRVGFKFGRWLGVVYLQKSI 192 
 
 
>ref|YP_001215771.1| toxin resistance protein [Vibrio cholerae O395] 
 ref|ZP_06035903.1| toxin resistance protein [Vibrio cholerae RC27] 
 gb|AAC38427.1| unknown [Vibrio cholerae] 
 gb|ABQ18834.1| toxin resistance protein [Vibrio cholerae O395] 
 gb|ACP11177.1| GCN5-related N-acetyltransferase [Vibrio cholerae O395] 
 gb|EEY42151.1| toxin resistance protein [Vibrio cholerae RC27] 
          Length = 169 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 55/154 (35%), Positives = 79/154 (51%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR     D+A + DI N YIE +   F   P   +  +EW     R   +Y   VA   
Sbjct: 1   MEIRTGEFEDIAGITDIFNFYIEQTNARFEEFPFTLENREEWFSQFSRTA-KYQIYVAVE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G A +  ++A  A+D TVE +VY++   +  GLGS LYT L  S+ A G   +++ 
Sbjct: 60  NGVLQGFACSQKYRAIPAFDDTVEVSVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRILS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPND SV LH+  G+   G       KHG + 
Sbjct: 120 GVALPNDASVALHKRFGFREVGIFNEYAKKHGQY 153 
 
 
>ref|ZP_07475281.1| phosphinothricin N-acetyltransferase [Brucella sp. BO2] 
 gb|EFM58716.1| phosphinothricin N-acetyltransferase [Brucella sp. BO2] 
          Length = 179 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP T  E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQLADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFATFADQGFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L+  + A GF+ ++AVIG  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLRELIARISALGFRQLLAVIGD 123 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SV+LHE+LG+T  G +  +G+KHG W D    Q 
Sbjct: 124 GEHNIGSVKLHESLGFTHCGRIEGSGFKHGRWLDTVLMQ 162 
 
 
>ref|ZP_03313133.1| hypothetical protein DESPIG_03073 [Desulfovibrio piger ATCC 29098] 
 gb|EEB32040.1| hypothetical protein DESPIG_03073 [Desulfovibrio piger ATCC 29098] 
          Length = 195 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 60/178 (33%), Positives = 87/178 (48%), Gaps = 5/178 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           ++ A   D+  +  I   Y+  + + F  E  T  E+   L  +   YPWLV    G V  
Sbjct: 5   LQVAGDGDIFPMLAIYAPYVRDTAITFEYEVPTAAEFGARLHHVLPEYPWLVCRAPGQVL 64 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA     R AY W VE +VYV    +  G+G  LY  LL+ +  QG  +    I +P 
Sbjct: 65  GYAYAHRHMERAAYGWNVECSVYVLGSARGRGVGRALYGALLELLRLQGVVNAYGCIAVP 124 
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Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-----LPAPPRPVRPVTQ 182 
           N+PS  LH+A  ++  G   A+G+K G WHD+ ++ R  +      PAP RP   + Q 
Sbjct: 125 NEPSEALHKATSFSLLGHFPASGWKQGRWHDIVWYGRCLQEDGEGEPAPLRPFGSLGQ 182 
 
 
>ref|ZP_07478906.1| phosphinothricin N-acetyltransferase [Brucella sp. BO1] 
 gb|EFM55089.1| phosphinothricin N-acetyltransferase [Brucella sp. BO1] 
          Length = 179 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP T  E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQPADIETITTIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L+  + A GF+ ++AVIG  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLRELIARISALGFRQLLAVIGD 123 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SV+LHE+LG+T  G +  +G+KHG W D    Q 
Sbjct: 124 GEHNIGSVKLHESLGFTHCGRIEGSGFKHGRWLDTVLMQ 162 
 
 
>ref|YP_003620615.1| hypothetical protein LKI_00515 [Leuconostoc kimchii IMSNU 11154] 
 gb|ADG39646.1| hypothetical protein LKI_00515 [Leuconostoc kimchii IMSNU 11154] 
          Length = 180 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 52/174 (29%), Positives = 87/174 (50%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D   + DI   YIE +T +F  +  +  ++   +  +   YP++V      +  
Sbjct: 3   IRIATKEDANQLIDIYRPYIENNTTSFEYDVPSLDDFKQRIRDITITYPYIVMVDGETIL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +K R+AY WTVE +VY+S   Q  G+G  LY  L + +  Q   +++A I    
Sbjct: 63  GYAYAHEYKERDAYQWTVEVSVYLSKNAQGKGIGRRLYNSLEEYLRRQHVVNIMACITGA 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183 
           N+ S+  HE +GY   G  +  G+K+  W D+ + ++       P    P +++ 
Sbjct: 123 NETSIAFHEHMGYETVGQFKKVGFKNNQWLDIYWLEKQISSSVSPEAFIPFSKL 176 
 
 
>ref|NP_353896.2| acetyltransferase [Agrobacterium tumefaciens str. C58] 
 gb|AAK86681.2| acetyltransferase [Agrobacterium tumefaciens str. C58] 
          Length = 180 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 59/159 (37%), Positives = 86/159 (54%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEGVV 68 
           IRP   AD+ A+ +I    +     +F  +P       +    L +  YP+LVAE +G V 
Sbjct: 11  IRPCEEADIPAITEIYRDAVLHGRASFEIDPPDVATMAERRRLLVEGNYPYLVAEHDGKV 70 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYAG ++AR AY  TVE +VY+    +  G+G  L   L+    A+GF+ ++AVIG  
Sbjct: 71  AGYAYAGAYRARPAYGATVEDSVYIDPAMKGTGIGRKLLDALIAEATARGFRQMIAVIGD 130 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  SV +H A G+   GT ++ G+KHG W +    QR 
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Sbjct: 131 SANAASVGVHRAAGFELVGTFKSIGWKHGQWLNTVLMQR 169 
 
 
>ref|YP_002988528.1| Phosphinothricin acetyltransferase [Dickeya dadantii Ech703] 
 gb|ACS86706.1| Phosphinothricin acetyltransferase [Dickeya dadantii Ech703] 
          Length = 178 
 
 Score =  100 bits (248), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 58/161 (36%), Positives = 85/161 (52%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  A A  +AA+  I  H++      F TEP   QE    ++++Q    PWLVA   G 
Sbjct: 4   IVIEEAGAEHIAAIRQIYRHHVLHGIATFETEPPDEQEMAHRVDKVQQAGLPWLVATEHG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y  P++ R+AY +T+E ++Y++      GLG  L     + +   G++ VVAVI 
Sbjct: 64  HVLGYCYLSPYRPRHAYRFTLEDSIYIAPERAGRGLGKRLLQAAFERVGQLGYRQVVAVI 123 
 
Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ +H +LG+   GTLR+ G KHG W D    QR 
Sbjct: 124 GNSDNQASLGVHRSLGFDMVGTLRSVGMKHGRWVDTVIMQR 164 
 
 
>ref|YP_001258130.1| phosphinothricin N-acetyltransferase [Brucella ovis ATCC 25840] 
 gb|ABQ61144.1| phosphinothricin N-acetyltransferase [Brucella ovis ATCC 25840] 
          Length = 179 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP T  E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQSFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L+  + A GF+ ++AVIG  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLRELIARISALGFRQLLAVIGD 123 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SV+LHE+LG+T  G +  +G+KHG W D    Q 
Sbjct: 124 GEHNIGSVKLHESLGFTHCGRIEGSGFKHGRWLDTVLMQ 162 
 
 
>ref|YP_001888617.1| GCN5-related N-acetyltransferase [Burkholderia phytofirmans PsJN] 
 gb|ACD19247.1| GCN5-related N-acetyltransferase [Burkholderia phytofirmans PsJN] 
          Length = 197 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 62/165 (37%), Positives = 91/165 (55%), Gaps = 10/165 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQD----RYPWLVAEV 64 
           IR AT AD+ A+  I  H++ T   +F   P +    +DDL  RL        P++VAE+ 
Sbjct: 21  IRDATEADLPAIQAIYAHHVLTGVASFEETPPS----VDDLRMRLASVRSHGLPYMVAEI 76 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G VAG  YA P++ R AY  T+E ++YV+  ++  GLG  L   L++  E   ++ +VA 
Sbjct: 77  DGEVAGYCYATPYRPRPAYRNTIEDSIYVNDAYRGRGLGRVLLQALIERCETGPWRQMVA 136 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VI    +  S+ LH  LG+   GTL+A G+KHG W D    QR   
Sbjct: 137 VIADGGSGGSLSLHTQLGFELTGTLKAVGFKHGRWLDTTLMQRTL 181 
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>ref|YP_585578.1| GCN5-related N-acetyltransferase [Cupriavidus metallidurans CH34] 
 gb|ABF10309.1| Phosphinothricin N-acetyltransferase [Cupriavidus metallidurans 
           CH34] 
 gb|EEE77719.1| predicted protein [Populus trichocarpa] 
          Length = 206 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 58/167 (34%), Positives = 87/167 (52%), Gaps = 5/167 (2%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAE 63 
           R+P  +R AT  D+ A+  I  H+++    +F     T  E      E L+   P++VAE 
Sbjct: 29  RKPYRLRDATTDDVPAIHAIYAHHVQHGRASFEEVAPTVDEMRHRFGEVLKKGLPYIVAE 88 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G + G AYA  ++AR+AY + +E ++Y+ HRH   GLG  L   L+   E   ++ +V 
Sbjct: 89  RDGEILGYAYASSYRARSAYRFAIEDSIYIDHRHTGEGLGRALLAELITRCETGPWRQMV 148 
 
Query: 124 AVIGLPND----PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           AV+ L        SV +HE LG+   G L + G KHG W D    QR 
Sbjct: 149 AVVALTASGEGAGSVAVHERLGFRTVGRLESVGLKHGQWIDTLLMQR 195 
 
 
>ref|NP_540775.1| phosphinothricin N-acetyltransferase [Brucella melitensis bv. 1 
           str. 16M] 
 ref|NP_697130.1| phosphinothricin N-acetyltransferase [Brucella suis 1330] 
 ref|YP_001591963.1| phosphinothricin N-acetyltransferase [Brucella canis ATCC 23365] 
 ref|YP_001626767.1| phosphinothricin N-acetyltransferase [Brucella suis ATCC 23445] 
 ref|ZP_03784670.1| Phosphinothricin N-acetyltransferase [Brucella ceti str. Cudo] 
 ref|ZP_05162729.1| phosphinothricin N-acetyltransferase [Brucella suis bv. 5 str. 
513] 
 ref|ZP_05167094.1| phosphinothricin N-acetyltransferase [Brucella suis bv. 3 str. 
686] 
 ref|ZP_05169039.1| phosphinothricin N-acetyltransferase [Brucella pinnipedialis 
           M163/99/10] 
 ref|ZP_05171054.1| phosphinothricin N-acetyltransferase [Brucella pinnipedialis 
B2/94] 
 ref|ZP_05175145.1| phosphinothricin N-acetyltransferase [Brucella ceti M644/93/1] 
 ref|ZP_05178123.1| phosphinothricin N-acetyltransferase [Brucella ceti M13/05/1] 
 ref|ZP_05444380.1| phosphinothricin N-acetyltransferase [Brucella pinnipedialis 
           M292/94/1] 
 ref|ZP_05448755.1| phosphinothricin N-acetyltransferase [Brucella melitensis bv. 1 
           str. Rev.1] 
 ref|ZP_05450406.1| phosphinothricin N-acetyltransferase [Brucella neotomae 5K33] 
 ref|ZP_05453515.1| phosphinothricin N-acetyltransferase [Brucella melitensis bv. 3 
           str. Ether] 
 ref|YP_003106061.1| phosphinothricin N-acetyltransferase [Brucella microti CCM 4915] 
 ref|ZP_05756480.1| phosphinothricin N-acetyltransferase [Brucella sp. F5/99] 
 ref|ZP_05833652.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 1 str. 
           16M] 
 ref|ZP_05837737.1| phosphinotricin acetyltransferase [Brucella suis bv. 4 str. 40] 
 ref|ZP_05932373.1| phosphinotricin acetyltransferase [Brucella ceti M13/05/1] 
 ref|ZP_05953890.1| phosphinotricin acetyltransferase [Brucella pinnipedialis 
           M163/99/10] 
 ref|ZP_05955945.1| phosphinotricin acetyltransferase [Brucella pinnipedialis B2/94] 
 ref|ZP_05960258.1| phosphinotricin acetyltransferase [Brucella ceti M644/93/1] 
 ref|ZP_05963404.1| phosphinotricin acetyltransferase [Brucella neotomae 5K33] 
 ref|ZP_05995125.1| phosphinotricin acetyltransferase [Brucella suis bv. 5 str. 513] 
 ref|ZP_05999687.1| phosphinotricin acetyltransferase [Brucella suis bv. 3 str. 686] 
 ref|ZP_06002914.1| phosphinotricin acetyltransferase [Brucella sp. F5/99] 
 ref|ZP_06100377.1| phosphinotricin acetyltransferase [Brucella pinnipedialis 
           M292/94/1] 
 ref|ZP_06104851.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 1 str. 
           Rev.1] 
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 ref|ZP_06106592.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 3 str. 
           Ether] 
 ref|ZP_06792167.1| acetyltransferase [Brucella sp. NVSL 07-0026] 
 gb|AAL53039.1| phosphinothricin n-acetyltransferase [Brucella melitensis bv. 1 
           str. 16M] 
 gb|AAN29045.1| phosphinothricin N-acetyltransferase [Brucella suis 1330] 
 gb|ABX61192.1| Phosphinothricin N-acetyltransferase [Brucella canis ATCC 23365] 
 gb|ABY37197.1| Phosphinothricin N-acetyltransferase [Brucella suis ATCC 23445] 
 gb|EEH15331.1| Phosphinothricin N-acetyltransferase [Brucella ceti str. Cudo] 
 gb|ACU47112.1| phosphinothricin N-acetyltransferase [Brucella microti CCM 4915] 
 gb|EEW88274.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 1 str. 
           16M] 
 gb|EEW91865.1| phosphinotricin acetyltransferase [Brucella suis bv. 4 str. 40] 
 gb|EEX89749.1| phosphinotricin acetyltransferase [Brucella ceti M13/05/1] 
 gb|EEX97247.1| phosphinotricin acetyltransferase [Brucella ceti M644/93/1] 
 gb|EEX99467.1| phosphinotricin acetyltransferase [Brucella pinnipedialis B2/94] 
 gb|EEY03684.1| phosphinotricin acetyltransferase [Brucella neotomae 5K33] 
 gb|EEY07216.1| phosphinotricin acetyltransferase [Brucella pinnipedialis 
           M163/99/10] 
 gb|EEY27185.1| phosphinotricin acetyltransferase [Brucella sp. F5/99] 
 gb|EEY29095.1| phosphinotricin acetyltransferase [Brucella suis bv. 5 str. 513] 
 gb|EEY33657.1| phosphinotricin acetyltransferase [Brucella suis bv. 3 str. 686] 
 gb|EEZ10937.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 3 str. 
           Ether] 
 gb|EEZ15653.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 1 str. 
           Rev.1] 
 gb|EEZ30278.1| phosphinotricin acetyltransferase [Brucella pinnipedialis 
           M292/94/1] 
 gb|EFG37082.1| acetyltransferase [Brucella sp. NVSL 07-0026] 
          Length = 179 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP T  E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L+  + A GF+ ++AVIG  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLRELIARISALGFRQLLAVIGD 123 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SV+LHE+LG+T  G +  +G+KHG W D    Q 
Sbjct: 124 GEHNIGSVKLHESLGFTHCGRIEGSGFKHGRWLDTVLMQ 162 
 
 
>ref|YP_003005423.1| Phosphinothricin acetyltransferase [Dickeya zeae Ech1591] 
 gb|ACT07944.1| Phosphinothricin acetyltransferase [Dickeya zeae Ech1591] 
          Length = 176 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 60/161 (37%), Positives = 85/161 (52%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + I  A A  +AA+ DI   ++      F TE     E  D   +++D   PWLVA   G 
Sbjct: 4   IVIEDARAEHIAAIRDIYAQHVLHGIATFETEAPEEAEMRDRWRKIRDAGLPWLVATENG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y G ++ R AY +T+E ++Y+   H   G+G  L +  L   E QG++ VV+VI 
Sbjct: 64  HVLGYCYLGFYRTRCAYRFTLEDSIYLHPDHLGKGVGKRLLSAALLQAEQQGYRQVVSVI 123 
 
Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
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               N  S++LH +LG+T  GTLR+ G KHG W D    QR 
Sbjct: 124 ADSGNQASLQLHLSLGFTLTGTLRSVGMKHGRWVDTTLLQR 164 
 
 
>ref|YP_553531.1| putative phosphinothricin N-acetyltransferase [Burkholderia 
           xenovorans LB400] 
 gb|ABE34181.1| putative phosphinothricin N-acetyltransferase [Burkholderia 
           xenovorans LB400] 
          Length = 200 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 62/165 (37%), Positives = 91/165 (55%), Gaps = 10/165 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQD----RYPWLVAEV 64 
           IR AT AD+ A+  I  H++ T   +F   P +    +DDL  RL        P++VA+V 
Sbjct: 21  IRDATEADLPAIQAIYAHHVLTGVASFEEVPPS----VDDLRARLASVRSYGLPYMVAQV 76 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G VAG  YA P++ R AY  T+E ++YV+  ++  GLG  L   L++  E   ++ +VA 
Sbjct: 77  DGEVAGYCYATPYRPRAAYRNTIEDSIYVNDAYRGRGLGRVLLQALIERCETGPWRQMVA 136 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VI    +  S+ LH  LG+   GTL+A G+KHG W D    QR   
Sbjct: 137 VIADGGSGGSLSLHTQLGFELTGTLKAVGFKHGRWLDTTLMQRTL 181 
 
 
>ref|YP_935194.1| putative N-acetyltransferase [Azoarcus sp. BH72] 
 emb|CAL96308.1| putative N-acetyltransferase [Azoarcus sp. BH72] 
          Length = 188 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 69/170 (40%), Positives = 94/170 (55%), Gaps = 2/170 (1%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPW 59 
           M+  R   ++R ATAADM AV  I  HY+  ST  F   P +       L++++D   PW 
Sbjct: 11  MTDVRPAAQLRDATAADMEAVAAIYAHYVLGSTATFEETPPSADALRARLQQVRDAGLPW 70 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVA ++G V G  YA P + R AY +TVE+++YV+   +  GLG TL   L++  E   + 
Sbjct: 71  LVAVLDGAVVGYCYAAPHRPRPAYRYTVENSIYVAPGARGAGLGGTLLGALIQRCEQGPW 130 
 
Query: 120 KSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           + +VAVI G  N  S+ LH A G+   GTL A GYK G W D    QR   
Sbjct: 131 RQMVAVIGGSDNAASIALHAAHGFRPAGTLTAVGYKLGHWVDTVLMQRAL 180 
 
 
>ref|ZP_04761786.1| GCN5-related N-acetyltransferase [Acidovorax delafieldii 2AN] 
 gb|EER61428.1| GCN5-related N-acetyltransferase [Acidovorax delafieldii 2AN] 
          Length = 173 
 
 Score = 99.8 bits (247), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 88/159 (55%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRP+T  D+ A+  I  H++   T  F  +P T  +     + +  R  PWLVAE +G V 
Sbjct: 4   IRPSTDQDIPAITAIYQHHVLHGTGTFEIDPPTEADMAARRKDVLARGLPWLVAEKDGQV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AYA  +K R AY ++ E ++YV+   + +G+G  L   L    +A G + ++AVIG  
Sbjct: 64  LGFAYANWFKPRPAYRFSAEDSIYVADSARGMGVGRKLLAELAVQAQAAGVRKLLAVIGD 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ +H ALG+T  G +R+ G+K G W D+   ++ 
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Sbjct: 124 SANAGSIGVHRALGFTDVGVMRSVGWKFGAWRDIVLMEK 162 
 
 
>ref|YP_364233.1| putative phosphinothricin N-acetyltransferase [Xanthomonas 
           campestris pv. vesicatoria str. 85-10] 
 emb|CAJ24179.1| putative phosphinothricin N-acetyltransferase [Xanthomonas 
           campestris pv. vesicatoria str. 85-10] 
          Length = 179 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 61/176 (34%), Positives = 87/176 (49%), Gaps = 3/176 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+E+R    AD+ A+  I    I          P   +        +   YP+LVAE++G 
Sbjct: 2   PLELRAVRDADIPAITAIYAEQIAGVNTYEYNAPSLDEMRARVSAIVDAGYPYLVAELDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VVAG AYA  ++AR  Y WTVE+++Y++   Q  G+G  L   L+   E +GF+ ++AVI 
Sbjct: 62  VVAGYAYASAFRARAGYRWTVENSIYLASAMQGRGIGKALLGELIAVCEQRGFRQMIAVI 121 
 
Query: 127 GLPNDPSVR-LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179 
           G   + + R LHE  G+   G     G KHG W D    QR       APP   +P 
Sbjct: 122 GDAGNLASRHLHERFGFRTVGVFNGIGRKHGRWLDGVQMQRALSSGDTAPPSDEKP 177 
 
 
>ref|YP_004278115.1| GCN5-related N-acetyltransferase [Agrobacterium sp. H13-3] 
 gb|ADY63795.1| GCN5-related N-acetyltransferase [Agrobacterium sp. H13-3] 
          Length = 180 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 54/166 (32%), Positives = 90/166 (54%), Gaps = 2/166 (1%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLV 61 
           P    + IRP   AD+  + +I    +     +F  +P +    ++    L +  Y +LV 
Sbjct: 4   PTISSLTIRPCEEADIPPITEIYRDAVLHGRASFEIDPPSEDMMLERRRLLVEGNYSYLV 63 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AE++G +AG AYAG ++ R AY   VE++VY+    + +G+G  L   L++   ++GF+  
Sbjct: 64  AEIDGKIAGYAYAGAYRPRPAYGAAVENSVYIDPAMKGMGIGRKLLDALIEDATSRGFRQ 123 
 
Query: 122 VVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           ++AVIG   N  S+ +H A G+   GT ++ G+KHG W D    QR 
Sbjct: 124 MIAVIGDSANAASIGVHRAAGFEHVGTFKSIGWKHGQWLDTVLMQR 169 
 
 
>ref|ZP_04858262.1| conserved hypothetical protein [Ruminococcus sp. 5_1_39B_FAA] 
 gb|EES75633.1| conserved hypothetical protein [Ruminococcus sp. 5_1_39BFAA] 
          Length = 194 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 51/161 (31%), Positives = 85/161 (52%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D  A+ +I + Y+E + + F  +  + +E+   ++    +YP+LVAE  G  
Sbjct: 7   ITIRTATLSDAQALLNIYSPYVEHTAITFEYDVPSVEEFASRIKNTLQKYPYLVAEKNGR 66 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA P+  R AYDW VE+++YV    +  G+G  L+  L  ++ +QG  ++ A I  
Sbjct: 67  LLGYAYASPFHERPAYDWAVETSIYVDQNIKHQGIGRRLHNALEDALRSQGILNMNACIA 126 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            P       +  SV  H  +GY   G     GYK   W+++ 
Sbjct: 127 YPPEEDEYLDKNSVEFHTHMGYRLVGEFYKCGYKFHRWYNM 167 
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>ref|YP_297475.1| GCN5-related N-acetyltransferase [Ralstonia eutropha JMP134] 
 gb|AAZ62631.1| GCN5-related N-acetyltransferase [Ralstonia eutropha JMP134] 
          Length = 210 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 61/172 (35%), Positives = 90/172 (52%), Gaps = 13/172 (7%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-----ERLQDRYP 58 
           +R+P  +R A  AD+ A+  I  H++     +F   P      +DD+     E L+   P 
Sbjct: 32  QRKPFTLRDAGPADVPAIQAIYAHHVLHGRASFEETP----PGVDDMQLRMAEVLRKGLP 87 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           +LVAE +G V G AYA  ++AR+AY + +E ++YV HR    GLG TL   L+   E    
Sbjct: 88  YLVAERDGEVLGYAYASSYRARSAYRYAIEDSIYVDHRCVGEGLGRTLLEALIARCETGP 147 
 
Query: 119 FKSVVAVIGLPND----PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           ++ +VAV+          S+ +HE LG+   G L A G+KHG W D    QR 
Sbjct: 148 WRQMVAVVACTASGEGAGSLAVHERLGFRTVGRLEAVGFKHGQWIDTVLMQR 199 
 
 
>ref|ZP_07217130.1| phosphinothricin N-acetyltransferase [Bacteroides sp. 20_3] 
 gb|EFK61418.1| phosphinothricin N-acetyltransferase [Bacteroides sp. 20_3] 
          Length = 164 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 56/161 (34%), Positives = 81/161 (50%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  ++ D  A+ DI N Y+  S   F TEP   +E    +  +   YP+LV      V  
Sbjct: 4   IRNVSSRDAKAIVDIYNEYVVNSVATFETEPLRVEEMEGRIAGISASYPYLVYVDHDEVV 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK + AY +T+E+TVY+S R++  G+G  L   L++   A G+ +++A I    
Sbjct: 64  GYCYAHAWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N+ S  LHE LG+         G K   W DV     D+EL 
Sbjct: 124 NEASCSLHEKLGFKKVSHFEKVGLKFERWLDV----VDYEL 160 
 
 
>ref|ZP_08079711.1| phosphinothricin acetyltransferase [Lactobacillus ruminis ATCC 
           25644] 
 gb|EFZ35730.1| phosphinothricin acetyltransferase [Lactobacillus ruminis ATCC 
           25644] 
          Length = 202 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 54/182 (29%), Positives = 94/182 (51%), Gaps = 8/182 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R A   D   +  I   Y+E + + F  +  T  E+   ++  +++YP++VAE++G +  
Sbjct: 9   LRFAEIDDANELLQIYAPYVEQTAITFEYDVPTVAEFSKRIKNTREKYPYIVAEIDGKII 68 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYAG +K+R AYDW VE+++YV+   + LG G+ LY  L   ++ QG  +V A I    
Sbjct: 69  GYAYAGTFKSRAAYDWAVETSIYVAKDDRGLGTGTLLYAALEAILKLQGITNVNACITYA 128 
 
Query: 130 NDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP-VRPVT 181 
           +         SV  H+   Y   G  +  GYK   W+D+ + ++       P P ++ +  
Sbjct: 129 DQEDEHLTHGSVDFHKKHDYRLVGRFKKCGYKFDTWYDMIWMEKFISKHVVPMPAIKSIK 188 
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Query: 182 QI 183 
           +I 
Sbjct: 189 EI 190 
 
 
>ref|YP_003594410.1| phosphinothricin acetyltransferase [Caulobacter segnis ATCC 
21756] 
 gb|ADG11792.1| Phosphinothricin acetyltransferase [Caulobacter segnis ATCC 21756] 
          Length = 185 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 61/161 (37%), Positives = 86/161 (53%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V IRP+  AD+ A+ +I    +      F   P    E     E    R  P+LVAE++G 
Sbjct: 5   VVIRPSVDADVPAITEIYGWNVLNGFGTFEEVPPDEAEMARRREGFLSRGLPYLVAELDG 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAGP++ R AY +TVE ++YVS      G+G  L   L+++ EA G + + AVI 
Sbjct: 65  KVVGYAYAGPFRLRAAYRYTVEDSIYVSPDAVGSGVGRALLKTLIEACEALGLRQMCAVI 124 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH ALG+  +G     G+K G W D+ + QR 
Sbjct: 125 GDSGNQASIALHAALGFEKKGVFPDMGHKFGRWLDLVWMQR 165 
 
 
>ref|NP_879101.1| putative acetyltransferase [Bordetella pertussis Tohama I] 
 emb|CAE40593.1| putative acetyltransferase [Bordetella pertussis Tohama I] 
          Length = 182 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 65/181 (35%), Positives = 88/181 (48%), Gaps = 16/181 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR--------YPW 59 
           + IR +  AD+ A+  I  H++   T +F  EP         LE L++R         P+ 
Sbjct: 9   ILIRDSRDADLPAIAAIYAHHVLHGTASFELEPP-------GLEALRERRAAVLAHGLPY 61 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           L AE  G + G AYA P++ R AY  TVE +VYV   H   G+G  L   L+    A G+ 
Sbjct: 62  LAAECGGEIVGYAYATPYRPRPAYRHTVEDSVYVRAGHAGQGIGGKLLAALIDRCAAGGW 121 
 
Query: 120 KSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           + ++AV+G   N  SV LH   G+   GT R+ GYKHG W D    QR         P R 
Sbjct: 122 RQMLAVVGDSANTASVALHARHGFDTIGTFRSVGYKHGQWRDTVLMQRALGEGDATPPSR 181 
 
Query: 179 P 179 
           P 
Sbjct: 182 P 182 
 
 
>ref|NP_882772.1| putative acetyltransferase [Bordetella parapertussis 12822] 
 ref|NP_886971.1| putative acetyltransferase [Bordetella bronchiseptica RB50] 
 emb|CAE36004.1| putative acetyltransferase [Bordetella parapertussis] 
 emb|CAE30920.1| putative acetyltransferase [Bordetella bronchiseptica RB50] 
          Length = 182 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 65/181 (35%), Positives = 89/181 (49%), Gaps = 16/181 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR--------YPW 59 
           + IR +  AD+ A+  I  H++   T +F  EP         LE L++R         P+ 
Sbjct: 9   ILIRDSRDADLPAIAAIYAHHVLHGTASFELEPP-------GLEALRERRAAVLAHGLPY 61 
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Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           L AE  G + G AYA P++ R AY  TVE +VYV   H   G+G  L   L++   A G+ 
Sbjct: 62  LAAECGGEIVGYAYATPYRPRPAYRHTVEDSVYVRAGHAGQGIGGKLLAALIERCAAGGW 121 
 
Query: 120 KSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           + ++AV+G   N  SV LH   G+   GT R+ GYKHG W D    QR         P R 
Sbjct: 122 RQMLAVVGDSANTASVALHARHGFDTIGTFRSVGYKHGQWRDTVLMQRALGEGDATPPGR 181 
 
Query: 179 P 179 
           P 
Sbjct: 182 P 182 
 
 
>ref|YP_530095.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
           BisB18] 
 gb|ABD85776.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
           BisB18] 
          Length = 174 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 58/161 (36%), Positives = 85/161 (52%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EIRP + AD+ A+  I    +   T  F   P    E       L    +P+LVA   G 
Sbjct: 4   LEIRPTSLADLPAITAIYAEAVRCGTATFELTPPDLAEMTRRFAALTGGGFPYLVARRAG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYAGP++ R AY +TVE+++Y++   QR G+GS L   L+   EA+G++ ++AVI 
Sbjct: 64  ELLGYAYAGPYRPRPAYRFTVENSIYLAPAAQRQGVGSRLLGRLIAESEARGYRQMIAVI 123 
 
Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH   G+   G   + G+K G W D    QR 
Sbjct: 124 GGSDNLGSIALHGRTGFQMIGVHPSVGFKFGRWLDSVLMQR 164 
 
 
>emb|CBL24674.1| Sortase and related acyltransferases [Ruminococcus obeum A2-162] 
          Length = 202 
 
 Score = 99.4 bits (246), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 53/173 (30%), Positives = 88/173 (50%), Gaps = 7/173 (4%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MS     + IR A+  D AA+  I   Y+  + + F  E  + +E+   +    ++YP+L 
Sbjct: 1   MSSAASNIHIRTASPDDAAALLAIYAPYVRETAITFEYEVPSTEEFTRRITHTLEKYPYL 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE +  + G AYAGP+  R AYDW VE+++YV    +  G+G  L+  L  +++ QG   
Sbjct: 61  VAEKDHTILGYAYAGPFHERAAYDWAVETSIYVDQNLKHSGIGRLLHDALENALKKQGIL 120 
 
Query: 121 SVVAVIGLP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           ++ A I          N+ SV  H  +GY   G     GYK   W+++ + ++ 
Sbjct: 121 NMNACIACTPTEDPHLNNNSVEFHTHMGYRLVGEFYQCGYKFLTWYNMVWMEK 173 
 
 
>ref|YP_001368661.1| GCN5-like N-acetyltransferase [Ochrobactrum anthropi ATCC 49188] 
 gb|ABS12832.1| GCN5-related N-acetyltransferase [Ochrobactrum anthropi ATCC 49188] 
          Length = 193 
 
 Score = 99.0 bits (245), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 60/174 (34%), Positives = 89/174 (51%), Gaps = 9/174 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T   ++  EP T  E +   E   ++ +P LVAE +G V 
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Sbjct: 18  IRDFQPADIETITTIYTEAVLTGAGSYEIEPPTMDEMVKRFEAFVEQGFPILVAEEDGRV 77 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L+  + A GF+ ++AVIG  
Sbjct: 78  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGKGIGKLLLRELIDRIAALGFRQLLAVIGD 137 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ------RDFELPAPP 174 
              N  SV+LHE+LG+T  G +  +G+KHG W D    Q      R  E   PP 
Sbjct: 138 GEHNIGSVKLHESLGFTHCGRIEGSGFKHGRWLDTVLMQLPLNGGRSIEPGTPP 191 
 
 
>ref|ZP_08188723.1| sortase-like acyltransferase [Xanthomonas perforans 91-118] 
 gb|EGD13644.1| sortase-like acyltransferase [Xanthomonas perforans 91-118] 
          Length = 179 
 
 Score = 99.0 bits (245), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 62/176 (35%), Positives = 86/176 (48%), Gaps = 3/176 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+E+R    AD+ A+  I    I          P   +        +   YP+LVAE++G 
Sbjct: 2   PLELRAVRDADIPAITAIYAEQIAGVNTYEYNAPSLDEMRARVSAIVDAGYPYLVAELDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VVAG AYA  ++AR  Y WTVE+++Y++   Q  G+G  L   L+   E +GF+ ++AVI 
Sbjct: 62  VVAGYAYASAFRARAGYRWTVENSIYLASAMQGRGIGKALLGELIAVCEQRGFRQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179 
           G   N  S  LHE  G+   G     G KHG W D    QR       APP   +P 
Sbjct: 122 GDAGNLASRNLHERFGFRTVGVFNGIGRKHGRWLDGVQMQRALGSGDTAPPSDEKP 177 
 
 
>ref|ZP_06843515.1| Phosphinothricin acetyltransferase [Burkholderia sp. Ch1-1] 
 gb|EFG68808.1| Phosphinothricin acetyltransferase [Burkholderia sp. Ch1-1] 
          Length = 197 
 
 Score = 99.0 bits (245), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 65/178 (36%), Positives = 95/178 (53%), Gaps = 12/178 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQD----RYPWLVAEV 64 
           IR AT AD+ A+  I  H++ T   +F   P +    +DDL  RL        P++VA++ 
Sbjct: 21  IRDATEADLPAIQAIYAHHVLTGVASFEEIPPS----VDDLRTRLASVRSYGLPYMVAQI 76 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G VAG  YA P++ R AY  T+E ++YV+  ++  GLG  L   L++  E   ++ +VA 
Sbjct: 77  DGEVAGYCYATPYRPRAAYRNTIEDSIYVNDAYRGRGLGRVLLQALIERCETGPWRQMVA 136 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179 
           VI    +  S+ LH  LG+   GTL+A G+KHG W D    QR        PP  V P 
Sbjct: 137 VIADGGSGGSLSLHTQLGFELTGTLKAVGFKHGRWLDTTLMQRTLGKGDSTPPDDVAP 194 
 
 
>ref|YP_003819401.1| Phosphinothricin acetyltransferase [Brevundimonas subvibrioides 
           ATCC 15264] 
 gb|ADL01778.1| Phosphinothricin acetyltransferase [Brevundimonas subvibrioides 
           ATCC 15264] 
          Length = 182 
 
 Score = 99.0 bits (245), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 60/173 (34%), Positives = 89/173 (51%), Gaps = 4/173 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR AT AD+ A+  +    + T T  F  +P +  +     E ++ +  PWLVAE++G   
Sbjct: 2   IRAATPADLPAIAALYGREVLTGTATFELDPPSAADMTTRFEAVRAKGLPWLVAEIDGAF 61 
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Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-- 126 
           AG AYA P++ R AY + VE ++YV    +  G+G  L T L++ + A G + V+  I   
Sbjct: 62  AGYAYASPFRPRPAYRYGVEGSIYVEEAARGHGVGRALLTALVERVRAMGLRHVIGAISD 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
              ++ S+ LHE LG+   GT    G+K   W DV   Q D  LP    P  P 
Sbjct: 122 SATSEASIALHERLGFRRVGTYAQVGWKFDRWIDVHLMQLDL-LPDGQPPTTP 173 
 
 
>emb|CBL06841.1| Sortase and related acyltransferases [Megamonas hypermegale 
           ART12/1] 
          Length = 168 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 42/158 (26%), Positives = 80/158 (50%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
            R A   D   + +I   Y++ + + F  E     E+   + ++  ++P+++A +   +  
Sbjct: 9   FRLAKIDDAEKLVEIYAPYVKNTNITFEYEVPIIDEFKQRITKIMSKFPYILACIGDEIV 68 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  ++ R AY+W VE+++Y++ ++Q   +G  LYT L   ++ Q   ++VA I  P 
Sbjct: 69  GYTYASTFRERQAYNWCVETSIYINEKYQGRKIGEILYTKLEAILKLQNITNLVASITYP 128 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
           N  S+  HE   Y         GYK   W+D+ F +++ 
Sbjct: 129 NPQSIAFHEKFNYKKIAHFTKCGYKQNCWYDMVFMEKN 166 
 
 
>ref|YP_001682970.1| GCN5-like N-acetyltransferase [Caulobacter sp. K31] 
 gb|ABZ70472.1| GCN5-related N-acetyltransferase [Caulobacter sp. K31] 
          Length = 185 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 61/161 (37%), Positives = 86/161 (53%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V IRP+T AD+ A+  I    +      F   P    E         D+  P+LVAE +G 
Sbjct: 5   VTIRPSTDADLPAITAIYGWNVFNGLGTFEEIPPDQAEMGRRRAAFLDKGLPYLVAEQDG 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G AYAGP++ R AY +TVE +VYV       G+G  L + ++++ EA G + + AVI 
Sbjct: 65  VVLGYAYAGPFRLRAAYRYTVEDSVYVGPDAVGKGVGKALLSAVIEACEALGLRQMCAVI 124 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH +LG+  +G     GYK G W D+ + QR 
Sbjct: 125 GDSGNAASIGLHASLGFEKKGVFPDMGYKFGRWVDLVWMQR 165 
 
 
>ref|ZP_03265218.1| GCN5-related N-acetyltransferase [Burkholderia sp. H160] 
 gb|EEA03124.1| GCN5-related N-acetyltransferase [Burkholderia sp. H160] 
          Length = 193 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 61/173 (35%), Positives = 93/173 (53%), Gaps = 10/173 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RL----QDRYPWLVAEV 64 
           +R AT AD+ A+  I  H++ T   +F   P +    +DDL  RL        P++VAE+ 
Sbjct: 13  VRDATEADLPAIQAIYAHHVLTGVASFEETPPS----VDDLRARLAAVRSHGLPYMVAEI 68 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G +AG  YA P++ R AY  T+E ++YV+  ++  G+G  L   L++  E   ++ ++A 
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Sbjct: 69  DGEIAGYCYATPYRPRAAYRNTIEDSIYVNDAYRGRGIGRVLLQALIERCETGPWRQMIA 128 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           VI    +  S+ LH  LG+   GTL+A GYKHG W D    QR     A   P 
Sbjct: 129 VIADGGSGGSLSLHTQLGFELTGTLKAVGYKHGRWLDTTLMQRTLGRGASTGP 181 
 
 
>ref|YP_002234420.1| putative acetyltransferase [Burkholderia cenocepacia J2315] 
 emb|CAR55667.1| putative acetyltransferase [Burkholderia cenocepacia J2315] 
          Length = 186 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 59/172 (34%), Positives = 86/172 (50%), Gaps = 2/172 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT AD+ A+  I  H++  S  +F   P    E     +  L    P+LVAE +G V 
Sbjct: 9   VRDATDADLEAIHAIYAHHVHHSVASFEETPPDVAELRARRDAVLNHGLPYLVAECDGRV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY + +E ++Y+    +  G+G  L   L+   E   ++ ++AVI   
Sbjct: 69  AGYAYATPYRTRSAYRFAIEDSIYIDDAQRGRGIGRALLAALIARCEDGPWRQMIAVIAD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
                S  LH A G+   G L+A G+KHG W D    QR     A  RP  P 
Sbjct: 129 GGTGGSTSLHRAFGFEPAGQLKAVGFKHGRWIDTALLQRPLGEGANTRPASP 180 
 
 
>ref|YP_002885911.1| GCN5-related N-acetyltransferase [Exiguobacterium sp. AT1b] 
 gb|ACQ70466.1| GCN5-related N-acetyltransferase [Exiguobacterium sp. AT1b] 
          Length = 170 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 59/168 (35%), Positives = 88/168 (52%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR     D+  +  I N  I  ST  +  +P T      W +  E+ +   P +V   +  
Sbjct: 2   IRNCRRDDLQMILHIYNDAIVNSTAVYHYQPVTLDNRVAWYE--EKKEQDCPIIVWVEDD 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  GP++   AY +TVE +VYV   ++  G+G+ L   +++  EA+G K+V+  I 
Sbjct: 60  VVMGFATFGPFRPWPAYHYTVEHSVYVHPGYRGKGIGNKLLKEIIRIAEARGMKTVIGGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
              N  S+R HE +G+   GT+R AGYK G W D+  +Q D E PA P 
Sbjct: 120 DASNVTSIRAHEKVGFVHSGTIRNAGYKFGKWLDLSLYQLDLEGPASP 167 
 
 
>ref|ZP_06896375.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
 gb|EFH11927.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
          Length = 179 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 70/174 (40%), Positives = 91/174 (52%), Gaps = 7/174 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           +R AT AD+ A+  I  H++ T T  F   P T QE    L R+Q + + WLVAE  G V 
Sbjct: 4   LRDATPADLPAITAIYAHHVLTGTGTFEETPPTEQEMAARLARVQGQGWAWLVAEEAGEV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G      ++A+ A+ +  E ++YV       GLG +L   LL+  EA GF+ V AVIG  
Sbjct: 64  LGFGLLSAYRAQPAWRYAAEDSIYVRQDVHGQGLGKSLVAALLERAEAAGFRQVFAVIGD 123 
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Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELPAPPRP 176 
             N  SV LH +LG+   G LR AG+K G W DV   QR     D  LPA   P 
Sbjct: 124 SENVGSVGLHLSLGFRQAGLLRGAGFKFGRWLDVVLMQRPVGAADKTLPAGAAP 177 
 
 
>ref|YP_002502279.1| GCN5-related N-acetyltransferase [Methylobacterium nodulans ORS 
           2060] 
 gb|ACL61976.1| GCN5-related N-acetyltransferase [Methylobacterium nodulans ORS 
           2060] 
          Length = 182 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 60/159 (37%), Positives = 83/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +RP    D+ AV  I    + T   +F  +P   P+        +   +P+L A     + 
Sbjct: 11  VRPCGPEDIPAVQAIYAQAVLTGRASFELDPPDIPEMLRRHAGLVGAGFPFLAAMRGETL 70 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AYAGP++AR AY  TVE++VYV       G+G  L   L+ +   +GF+ +VAVIG  
Sbjct: 71  LGYAYAGPYRARPAYRSTVENSVYVDPARHGQGIGRRLLGDLIAAATERGFRQMVAVIGD 130 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLH ALG+   G LRA G+KHG W D    QR 
Sbjct: 131 SANTASIRLHAALGFAQVGVLRAVGWKHGQWLDTVLMQR 169 
 
 
>ref|ZP_07957845.1| acetyltransferase [Lachnospiraceae bacterium 5_1_63FAA] 
 gb|EFV15350.1| acetyltransferase [Lachnospiraceae bacterium 5_1_63FAA] 
          Length = 185 
 
 Score = 98.6 bits (244), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 56/162 (34%), Positives = 86/162 (53%), Gaps = 8/162 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66 
           +E+R AT  D   + +I  +Y+E + + F  E  +  E+   +++   RYP+L A +  G 
Sbjct: 1   MEVRLATPQDAEELLEIYRYYVEHTAITFEYETPSITEFRQRIKQTLKRYPYLAAVDGHG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA  +K R AYDW+VE+T+YV    +R G+G  LY  L + +  Q   ++ A I 
Sbjct: 61  KIVGYAYASSFKNRAAYDWSVETTIYVDKDVKRQGIGKKLYEALEEILRKQHVINLDACI 120 
 
Query: 127 GLP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             P          SV+ HE LGY   G    +GYK G W+D+ 
Sbjct: 121 TDPEIEDEYVTKNSVQYHEHLGYHMVGKFYKSGYKFGRWYDM 162 
 
 
>ref|ZP_01675773.1| toxin resistance protein [Vibrio cholerae 2740-80] 
 ref|ZP_01970000.1| toxin resistance protein [Vibrio cholerae NCTC 8457] 
 ref|ZP_01973658.1| toxin resistance protein [Vibrio cholerae B33] 
 ref|ZP_04395947.1| toxin resistance protein [Vibrio cholerae BX 330286] 
 ref|ZP_04398962.1| toxin resistance protein [Vibrio cholerae B33] 
 ref|ZP_04406171.1| toxin resistance protein [Vibrio cholerae RC9] 
 ref|YP_002876658.1| toxin resistance protein [Vibrio cholerae MJ-1236] 
 ref|ZP_05419792.1| phosphinothricin N-acetyltransferase [Vibrio cholera CIRS 101] 
 ref|ZP_06028240.1| phosphinothricin N-acetyltransferase [Vibrio cholerae INDRE 91/1] 
 gb|EAX59669.1| toxin resistance protein [Vibrio cholerae 2740-80] 
 gb|EAZ74676.1| toxin resistance protein [Vibrio cholerae NCTC 8457] 
 gb|EAZ78797.1| toxin resistance protein [Vibrio cholerae B33] 
 gb|EEO11576.1| toxin resistance protein [Vibrio cholerae RC9] 
 gb|EEO18368.1| toxin resistance protein [Vibrio cholerae B33] 
 gb|EEO21707.1| toxin resistance protein [Vibrio cholerae BX 330286] 
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 gb|ACQ62862.1| toxin resistance protein [Vibrio cholerae MJ-1236] 
 gb|EET90997.1| phosphinothricin N-acetyltransferase [Vibrio cholera CIRS 101] 
 gb|EEY49695.1| phosphinothricin N-acetyltransferase [Vibrio cholerae INDRE 91/1] 
          Length = 169 
 
 Score = 98.6 bits (244), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 55/154 (35%), Positives = 79/154 (51%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR     D+A + DI N YIE +   F   P   +  +EW     R   +Y   VA   
Sbjct: 1   MEIRTGEFEDIAGITDIFNFYIEQTNARFEEFPFTLENREEWFSQFSRTA-KYQIYVAVE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G A +  ++A  A+D TVE +VY++   +  GLGS LYT L  S+ A G   +++ 
Sbjct: 60  NGVLQGFACSQKYRAIPAFDDTVEVSVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRILS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPND SV LH+  G+   G       KHG + 
Sbjct: 120 GVALPNDASVALHKRFGFREVGISNEYAKKHGQY 153 
 
 
>ref|YP_001779246.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia MC0-3] 
 gb|ACA94756.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia MC0-3] 
          Length = 186 
 
 Score = 98.6 bits (244), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 59/172 (34%), Positives = 86/172 (50%), Gaps = 2/172 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT AD+ A+  I  H++  S  +F   P    E     +  L    P+LVAE +G V 
Sbjct: 9   VRDATDADLDAIHAIYAHHVHHSVASFEETPPDVAELRARRDAVLNHGLPYLVAECDGRV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY + +E ++Y+    +  G+G  L   L+   E   ++ ++AVI   
Sbjct: 69  AGYAYATPYRTRSAYRFAIEDSIYIDDAQRGRGIGRALLDALIARCEGGPWRQMIAVIAD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
                S  LH A G+   G L+A G+KHG W D    QR     A  RP  P 
Sbjct: 129 GGTGGSTSLHRAFGFEPAGLLKAVGFKHGRWIDTALLQRPLGDGANTRPASP 180 
 
 
>ref|YP_998663.1| GCN5-related N-acetyltransferase [Verminephrobacter eiseniae 
           EF01-2] 
 gb|ABM59645.1| GCN5-related N-acetyltransferase [Verminephrobacter eiseniae 
           EF01-2] 
          Length = 181 
 
 Score = 98.6 bits (244), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 58/159 (36%), Positives = 85/159 (53%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRP    D+ AV  I  H++   T  F  +P    E       +  R  PWLVA+ +G + 
Sbjct: 5   IRPGADDDIPAVTAIYRHHVLHGTGTFELDPPCATEMAARRADVLARGLPWLVAQEDGQI 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AYA  +K R AY ++ E +VYV+   +  GLG  L   L+   +A G + ++AVIG  
Sbjct: 65  LGFAYANWFKPRPAYRFSAEDSVYVADSARGRGLGRQLLAELVAQAQAAGVRKLLAVIGD 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH ALG+T  GT+R+ G+K G W D+   ++ 
Sbjct: 125 SANAGSIGLHRALGFTDVGTMRSVGWKFGAWRDIVLMEK 163 
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>ref|YP_623564.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia AU 1054] 
 ref|YP_838296.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia HI2424] 
 gb|ABF78591.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia AU 1054] 
 gb|ABK11403.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia HI2424] 
          Length = 186 
 
 Score = 98.2 bits (243), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 59/172 (34%), Positives = 86/172 (50%), Gaps = 2/172 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT AD+ A+  I  H++  S  +F   P    E     +  L    P+LVAE +G V 
Sbjct: 9   VRDATDADLDAIHAIYAHHVHHSVASFEETPPDVAELRARRDAVLSHGLPYLVAECDGRV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY + +E ++Y+    +  G+G  L   L+   E   ++ ++AVI   
Sbjct: 69  AGYAYATPYRTRSAYRFAIEDSIYIDDAQRGRGIGRALLDALIARCEGGPWRQMIAVIAD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
                S  LH A G+   G L+A G+KHG W D    QR     A  RP  P 
Sbjct: 129 GGTGGSTSLHRAFGFEPAGLLKAVGFKHGRWIDTALLQRPLGDGANTRPASP 180 
 
 
>ref|ZP_05180120.1| phosphinothricin N-acetyltransferase [Brucella sp. 83/13] 
 ref|ZP_06096003.1| phosphinotricin acetyltransferase [Brucella sp. 83/13] 
 ref|ZP_07470127.1| phosphinothricin N-acetyltransferase [Brucella sp. NF 2653] 
 gb|EEZ32121.1| phosphinotricin acetyltransferase [Brucella sp. 83/13] 
 gb|EFM63885.1| phosphinothricin N-acetyltransferase [Brucella sp. NF 2653] 
          Length = 179 
 
 Score = 98.2 bits (243), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP    E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQPADIETITAIYTQAVLTGTGSYEIEPPAMDEMAKRFAAFADQGFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G+ L   L+  + A GF+ ++AVIG  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGNLLLRKLIARISALGFRQLLAVIGD 123 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SV+LHE+LG+T  G +  +G+KHG W D    Q 
Sbjct: 124 GEHNIGSVKLHESLGFTHCGRIEGSGFKHGRWLDTVLMQ 162 
 
 
>ref|YP_002287583.1| phosphinothricin N-acetyltransferase [Oligotropha 
carboxidovorans 
           OM5] 
 gb|ACI91718.1| phosphinothricin N-acetyltransferase [Oligotropha carboxidovorans 
           OM5] 
          Length = 185 
 
 Score = 98.2 bits (243), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 57/155 (36%), Positives = 83/155 (53%), Gaps = 2/155 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           + IR ATAAD+ A+  I    +   T +F        E       L    +P+LVA V+G 
Sbjct: 13  LTIRSATAADIPAITAIYGFEVREKTASFELTAPDEAEMARRFTALTTGGFPYLVATVDG 72 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG AYAGP++ R+AY +TVE +VY+   +   G+G  L T L+     +GF+ ++AVI 
Sbjct: 73  HLAGYAYAGPYRPRSAYRYTVEDSVYLDPAYYHRGIGRALLTELIAECTMRGFRQIIAVI 132 
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Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           G   N  S+ LH + G+   GT    G+K G W D 
Sbjct: 133 GDSANAASIGLHRSAGFAMIGTHPNVGFKFGRWLD 167 
 
 
>ref|NP_900042.1| resistance protein [Chromobacterium violaceum ATCC 12472] 
 gb|AAQ58050.1| probable resistance protein [Chromobacterium violaceum ATCC 12472] 
          Length = 174 
 
 Score = 98.2 bits (243), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 58/163 (35%), Positives = 88/163 (53%), Gaps = 6/163 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           ++IR AT  D+AA+ DI N  I T+T  +  +P TP E   W  D  R    YP L+AE  
Sbjct: 1   MQIREATLEDLAAILDIYNEVIATTTAVYNDDPLTPGEFAVWFQD--RAAAGYPVLLAED 58 
 
Query: 65  E-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           E G   G +  G ++AR  Y +TVE +V+++   +  G+G+ L   L    +A G  +++ 
Sbjct: 59  EDGRALGFSSFGDFRARPGYRFTVEHSVHLTADARGKGIGTALVQALFPRAQALGKHTML 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +   N+ S+R HE LG+   G L   G+K G W D+ + QR 
Sbjct: 119 GAVDADNEASIRFHEKLGFVQVGRLPQVGFKFGRWLDLVYLQR 161 
 
 
>ref|YP_004012611.1| phosphinothricin acetyltransferase [Rhodomicrobium vannielii 
ATCC 
           17100] 
 gb|ADP71512.1| Phosphinothricin acetyltransferase [Rhodomicrobium vannielii ATCC 
           17100] 
          Length = 190 
 
 Score = 98.2 bits (243), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 65/177 (36%), Positives = 90/177 (50%), Gaps = 7/177 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
            V +R A   DMAAV  I  H++     +F    P   +  +     L    P+LVAE   
Sbjct: 11  AVSVRDARECDMAAVHAIYAHHVLDGLASFEEVAPSVEEMAMRRESVLASGLPYLVAERG 70 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G AYAG ++ R+AY +T+E +VYV+   +  G+GS L   LL   EA  ++ +VAV 
Sbjct: 71  GAVVGYAYAGLYRLRSAYRYTIEDSVYVADGLRGCGIGSVLLAELLARCEAGPWRQMVAV 130 
 
Query: 126 IG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELPAPPRP 176 
           IG   N  S+ LH+ +G+   G L +AG+K G W D    QR     D  LP   R  
Sbjct: 131 IGDSGNAGSIALHKRMGFHPAGVLVSAGFKFGRWVDSVLMQRRLGEGDRTLPESDRA 187 
 
 
>ref|YP_002123860.1| Phosphinothricin N-acetyltransferase [Streptococcus equi subsp. 
           zooepidemicus MGCS10565] 
 gb|ACG62847.1| Phosphinothricin N-acetyltransferase [Streptococcus equi subsp. 
           zooepidemicus MGCS10565] 
          Length = 225 
 
 Score = 98.2 bits (243), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 62/176 (35%), Positives = 84/176 (47%), Gaps = 8/176 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD   + DI   Y+E + V F     +  E+   L  +   YP LV E EG +  
Sbjct: 33  IRLATLADAKTLLDIYRPYVEETAVTFEYTVPSLTEFERRLSDIMVFYPCLVVEEEGGIL 92 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AY W+ E T+Y++   +  GLGS LY  L   ++  G  +  A I  P 
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Sbjct: 93  GYAYASRFHARAAYAWSAEVTIYLAQEARGRGLGSALYHRLESYLKGMGILNCNACIASP 152 
 
Query: 130 -------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPV 177 
                   + S   HE LGY   G    +GYK   W D+ + ++   E   PPRPV 
Sbjct: 153 AHATPYLTNSSQVFHEKLGYRLVGRFHQSGYKFNQWFDMVWMEKLLGEHDVPPRPV 208 
 
 
>ref|ZP_02438997.1| hypothetical protein CLOSS21_01461 [Clostridium sp. SS2/1] 
 gb|EDS21498.1| hypothetical protein CLOSS21_01461 [Clostridium sp. SS2/1] 
          Length = 185 
 
 Score = 98.2 bits (243), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 56/162 (34%), Positives = 86/162 (53%), Gaps = 8/162 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66 
           +E+R AT  D   + +I  +Y+E + + F  E  +  E+   +++   RYP+L A +  G 
Sbjct: 1   MEVRLATPQDAEELLEIYRYYVEHTAITFEYETPSITEFRQRIKQTLKRYPYLAAVDGHG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA  +K R AYDW+VE+T+YV    +R G+G  LY  L + +  Q   ++ A I 
Sbjct: 61  KIVGYAYASSFKNRAAYDWSVETTIYVDKDVRRQGIGKKLYEALEEILRKQHVINLDACI 120 
 
Query: 127 GLP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             P          SV+ HE LGY   G    +GYK G W+D+ 
Sbjct: 121 TDPEIEDEYVTKNSVQYHEHLGYHMVGKFYKSGYKFGRWYDM 162 
 
 
>ref|ZP_05456648.1| phosphinothricin N-acetyltransferase [Brucella ceti M490/95/1] 
 ref|ZP_05459707.1| phosphinothricin N-acetyltransferase [Brucella ceti B1/94] 
 ref|ZP_05935601.1| phosphinotricin acetyltransferase [Brucella ceti B1/94] 
 ref|ZP_06109837.1| phosphinotricin acetyltransferase [Brucella ceti M490/95/1] 
 gb|EEX86557.1| phosphinotricin acetyltransferase [Brucella ceti B1/94] 
 gb|EEZ07738.1| phosphinotricin acetyltransferase [Brucella ceti M490/95/1] 
          Length = 179 
 
 Score = 97.8 bits (242), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 83/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP T  E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L+  + A GF+ ++AVIG  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLRELIARISALGFRQLLAVIGD 123 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SV+LHE+LG+   G +  +G+KHG W D    Q 
Sbjct: 124 GEHNIGSVKLHESLGFIHCGRIEGSGFKHGRWLDTVLMQ 162 
 
 
>ref|NP_793104.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato str. DC3000] 
 gb|AAO56799.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato str. DC3000] 
          Length = 179 
 
 Score = 97.8 bits (242), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 60/161 (37%), Positives = 84/161 (52%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEG 66 
           + +R A   DM AV  I   ++     +F  EP T  E ++   + L    P+LVAE    
Sbjct: 5   LTLRDARDDDMPAVQAIYADHVLHGISSFELEPPTLAELLERRSQVLAKGLPYLVAERAK 64 
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Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y  P++ R AY +TVE +VYV      LG+G  L + L+K  E  G++ ++AVI 
Sbjct: 65  EVVGYGYVTPYRPRAAYRFTVEDSVYVRDGMGGLGIGQALLSELIKRCETGGWRQMIAVI 124 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 125 GNSENIASLRLHERLGFGRVGVFESVGFKHGRWVDTVLMQR 165 
 
 
>ref|YP_001832727.1| GCN5-related N-acetyltransferase [Beijerinckia indica subsp. 
indica 
           ATCC 9039] 
 gb|ACB95238.1| GCN5-related N-acetyltransferase [Beijerinckia indica subsp. indica 
           ATCC 9039] 
          Length = 180 
 
 Score = 97.8 bits (242), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 59/160 (36%), Positives = 82/160 (51%), Gaps = 6/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL---QDRYPWLVAEVEG 66 
           +R     D+ A+  I +H++      F   P  P E    + R     +RYP++VAE E  
Sbjct: 12  LRDCDENDIPAITAIYSHHVLNGFGTFEIVP--PGEAEMKIRRRVMSTNRYPYIVAEFER 69 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AY   ++ R AY  TVE ++Y+    Q  G+G  L + LL      GF+ VVAVI 
Sbjct: 70  KVVGFAYVNSYRQRPAYSKTVEDSIYIRDGLQGQGIGQRLLSRLLAETAGAGFRQVVAVI 129 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           G   N  S+RLHE LG+   GTL+  G+K+G W D    Q 
Sbjct: 130 GDSENHASIRLHEKLGFQHAGTLKTVGWKNGRWLDTVLMQ 169 
 
 
>ref|NP_642621.1| phosphinothricin N-acetyltransferase [Xanthomonas axonopodis pv. 
           citri str. 306] 
 gb|AAM37157.1| phosphinothricin N-acetyltransferase [Xanthomonas axonopodis pv. 
           citri str. 306] 
          Length = 179 
 
 Score = 97.8 bits (242), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 59/162 (36%), Positives = 86/162 (53%), Gaps = 3/162 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIE-TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           P+E+R    AD+ A+  I    +   +T  +R  P   +        +   YP+LVAE++ 
Sbjct: 2   PLELRAVRNADIPAITAIYAEQVAGVNTYEYRA-PSLDEMRARVSAIVDAGYPYLVAELD 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           GVVAG AYA  ++AR  Y WTVE+++Y+S   Q  G+G  L   L+   E +GF+ ++AV 
Sbjct: 61  GVVAGYAYASAFRARAGYRWTVENSIYLSAAMQGRGIGKALLGELIAVCEQRGFRQMIAV 120 
 
Query: 126 IGLPNDPSVR-LHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           IG   + + R LHE  G+   G     G KHG W D    QR 
Sbjct: 121 IGDAGNLASRHLHERFGFRTVGVFNGIGRKHGRWLDGVQMQR 162 
 
 
>ref|ZP_02376770.1| GCN5-related N-acetyltransferase [Burkholderia ubonensis Bu] 
          Length = 184 
 
 Score = 97.8 bits (242), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 62/179 (34%), Positives = 92/179 (51%), Gaps = 4/179 (2%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60 
           +P+     +R +T  D+ A+  I  H++  S  +F   P    E     +  L+   P+L 
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Sbjct: 4   TPDTVSCIVRDSTDGDLDAIQAIYAHHVRHSVASFEETPPDVAELRARRDTVLRHGLPYL 63 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAE +G VAG AYA P++ R+AY +T+E ++Y+    +  G+G  L   L+   EA  ++ 
Sbjct: 64  VAEHDGRVAGYAYATPYRTRSAYRYTIEDSIYIDDARRGRGIGRALLAALIARCEAGPWR 123 
 
Query: 121 SVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA--PPRP 176 
            +VAVI       S  LH A G+   GTL+A G+KHG W D    QR     A   PRP 
Sbjct: 124 QMVAVIADGGTGGSTSLHRAFGFEPIGTLKAVGFKHGRWIDTALLQRPLGEGAHDAPRP 182 
 
 
>ref|YP_417853.1| phosphinothricin N-acetyltransferase [Staphylococcus aureus RF122] 
 emb|CAI82091.1| probable phosphinothricin N-acetyltransferase [Staphylococcus 
           aureus RF122] 
          Length = 163 
 
 Score = 97.4 bits (241), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 55/163 (33%), Positives = 85/163 (52%), Gaps = 5/163 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+ A+  I N  I  +T  +  EPQT  E   W +  +R  D  P  V E  G 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERVAWFETKQRKHD--PIFVFEENG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++   AY +T+E ++YV    +R G+ S L  HL+   +A+G++++VA I 
Sbjct: 60  SVLGFATFGSFRPWPAYLYTIEHSIYVDASARRKGIASQLLHHLIVEAKAKGYRALVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N  S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 120 DASNKASIQLHQKFAFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>ref|NP_863380.1| hypothetical protein R64_p025 [Salmonella enterica subsp. enterica 
           serovar Typhimurium] 
 dbj|BAB91588.1| sortase and related acyltransferases [Salmonella enterica subsp. 
           enterica serovar Typhimurium] 
          Length = 178 
 
 Score = 97.4 bits (241), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 51/163 (31%), Positives = 92/163 (56%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           ++I  A    + A+ DI  H++   T +F TEP    E +  L++++++  PW+VA  E  
Sbjct: 1   MKIVNAEEKHIPAIRDIYAHHVLHGTASFETEPPDTHEMLTRLKKIRNQALPWVVALEEE 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY  T+E ++Y+    QR G G  L  +++   +  G++ ++A++ 
Sbjct: 61  KVIGYCYLTRYRERYAYRHTLEDSIYIHPDAQRRGTGKALLRYVISWAKTHGYRQMIAIV 120 
 
Query: 127 GLPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G  N+  S+++H+ +G+T  GTL+  G+KHG W D    QR+  
Sbjct: 121 GDSNNQGSLKVHQQVGFTEIGTLKNIGFKHGRWLDTVLLQRNL 163 
 
 
>ref|YP_002562667.1| GNAT family acetyltransferase [Streptococcus uberis 0140J] 
 emb|CAR42959.1| acetyltransferase (GNAT) family protein [Streptococcus uberis 
           0140J] 
          Length = 202 
 
 Score = 97.4 bits (241), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 51/161 (31%), Positives = 82/161 (50%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
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           V IR A  +D  A+ DI   Y+E + + F  +  + + + + ++ +Q RYP+LVAE  G+ 
Sbjct: 3   VTIRIAKESDAKALLDIYKPYVEKTAITFDYDIPSLENFKNRMKDIQKRYPFLVAEESGM 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA P+  R AY W+ E ++Y+    +  G+G  LY  L   +   GF ++ A +  
Sbjct: 63  ILGYAYASPFHPRAAYAWSCEVSIYLEESCRGRGIGQQLYQSLESYLRQMGFLNLNACLA 122 
 
Query: 128 LPN-------DPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             +         S   HE LG+   GT   +GYK   W D+ 
Sbjct: 123 SSSIETPYLTQASQHFHEKLGFKKVGTFHHSGYKFQHWFDM 163 
 
 
>ref|ZP_07093254.1| acetyltransferase, GNAT family [Lactobacillus delbrueckii subsp. 
           bulgaricus PB2003/044-T3-4] 
 gb|EFK31322.1| acetyltransferase, GNAT family [Lactobacillus delbrueckii subsp. 
           bulgaricus PB2003/044-T3-4] 
          Length = 190 
 
 Score = 97.4 bits (241), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 56/176 (31%), Positives = 91/176 (51%), Gaps = 10/176 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+R A   D   + +I   Y+E + + F  E     E+ + + +    YP+LVA  +G  
Sbjct: 4   LELRRANVGDAERLLEIYAPYVEKTAITFEDEVPPIGEFQNRILKTLRIYPYLVALKDGK 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYD +VE ++YV    +   +G +LY  +   ++ QGF ++ A I  
Sbjct: 64  IVGYAYASAFKERAAYDHSVELSIYVDANVRHQHVGRSLYDAIEDCLKKQGFLNLNACIA 123 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173 
            P       +D S+R HE LGY   G     GYK G W+D+ + ++   +  +PAP 
Sbjct: 124 APIGEDPYLDDNSIRFHEHLGYNFVGRFHQCGYKFGRWYDMVWMEKMLGEHTVPAP 179 
 
 
>ref|NP_627417.1| phosphinothricin acetyltransferase [Streptomyces coelicolor A3(2)] 
 ref|ZP_05525601.1| phosphinothricin acetyltransferase [Streptomyces lividans TK24] 
 ref|ZP_06530447.1| phosphorinothyrcin n-acetyltransferase [Streptomyces lividans 
TK24] 
 sp|P21861.2|PAT_STRCO RecName: Full=Phosphinothricin N-acetyltransferase; Short=PPT 
           N-acetyltransferase; AltName: 
           Full=Phosphinothricin-resistance protein 
 gb|AAA26705.1| phosphorinothyrcin n-acetyltransferase [Streptomyces coelicolor] 
 emb|CAB90987.1| phosphinothricin acetyltransferase [Streptomyces coelicolor A3(2)] 
 gb|EFD68697.1| phosphorinothyrcin n-acetyltransferase [Streptomyces lividans TK24] 
          Length = 171 
 
 Score = 97.4 bits (241), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 57/173 (32%), Positives = 86/173 (49%), Gaps = 24/173 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66 
           V++RP    D+  + D+ NHY+  + + F TEP TP+E          R PWL++  E   
Sbjct: 7   VQVRPGVEEDLKPLTDLYNHYVRETPITFDTEPFTPEE----------RRPWLLSHPEDG 56 
 
Query: 67  -------------VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
                         + G A + P++A+ AY  +VE+TVYV+      G+GS LY  L  + 
Sbjct: 57  PYRLRVATDAESQEILGYATSSPYRAKPAYATSVETTVYVAPGAGGRGIGSLLYASLFDA 116 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           + A+      A I  PN+ S RLH   G+   GT R  G K G + DV +++R 
Sbjct: 117 LAAEDLHRAYAGIAQPNEASARLHARFGFRHVGTYREVGRKFGRYWDVAWYER 169 
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>ref|ZP_07904920.1| phosphinothricin acetyltransferase [Eubacterium saburreum DSM 
3986] 
 gb|EFU76127.1| phosphinothricin acetyltransferase [Eubacterium saburreum DSM 3986] 
          Length = 190 
 
 Score = 97.4 bits (241), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 47/159 (29%), Positives = 85/159 (53%), Gaps = 7/159 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A   D   + +I  +Y+  + ++F TE  + +E+   +E++   YP+LVA+     
Sbjct: 5   ISIRSAEPEDANELLNIYAYYVSETAISFETEVPSVKEFKIRMEKVMKNYPYLVAQKNNE 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY  P+  R AY+ + E+T+Y++   +++G+G  LY+ L    +AQ   ++ + IG 
Sbjct: 65  ILGYAYLHPFVGRKAYELSAETTIYLNQDKKKMGIGKKLYSVLEDIAKAQNITNLYSCIG 124 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWH 159 
                    N+ SV+ HE +GY   G     G+K G W+ 
Sbjct: 125 YVDKEDEYLNNNSVQFHEHMGYRMVGKFENCGHKFGRWY 163 
 
 
>ref|NP_637556.1| phosphinothricin N-acetyltransferase [Xanthomonas campestris pv. 
           campestris str. ATCC 33913] 
 ref|YP_243001.1| phosphinothricin N-acetyltransferase [Xanthomonas campestris pv. 
           campestris str. 8004] 
 gb|AAM41480.1| phosphinothricin N-acetyltransferase [Xanthomonas campestris pv. 
           campestris str. ATCC 33913] 
 gb|AAY48981.1| phosphinothricin N-acetyltransferase [Xanthomonas campestris pv. 
           campestris str. 8004] 
          Length = 175 
 
 Score = 97.4 bits (241), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 58/161 (36%), Positives = 80/161 (49%), Gaps = 1/161 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PVE+R    AD+ A+  I    I          P   Q        +   YP+LVAE +G 
Sbjct: 2   PVELREVRDADIPAITAIYAEQIAGCNTYEYVAPSAEQMRGRVRAIVDAGYPYLVAERDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYA  ++AR  Y WTVE+++Y++   Q  G+GS L   L+   E +G++ ++AVI 
Sbjct: 62  AVIGYAYASSYRARAGYRWTVENSIYLAAAAQGCGIGSQLLGALIAVCEQRGYRQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+RLHE   +   G     G KHG W D    QR 
Sbjct: 122 GDATNQASLRLHERFEFRTVGVFTGLGRKHGRWLDAVQMQR 162 
 
 
>ref|YP_003941113.1| Phosphinothricin acetyltransferase [Enterobacter cloacae SCF1] 
 gb|ADO47829.1| Phosphinothricin acetyltransferase [Enterobacter cloacae SCF1] 
          Length = 184 
 
 Score = 97.4 bits (241), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 59/172 (34%), Positives = 90/172 (52%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEG 66 
           +EIR A   D  A+  +   ++     +F   P +  E    ++++ +D +PWLVA   G 
Sbjct: 12  IEIRDAVPDDAHAIAALYAWHVLNGRASFEEVPPSVDEMRTRMKKITRDGFPWLVALYRG 71 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           ++ G  YA P++ R AY +T+E ++YV       GLGS L   L+   E   ++ +VAVI 
Sbjct: 72  IIVGYCYASPYRPRPAYRYTLEESIYVDASMAGRGLGSALLARLIDICEQGPWRQMVAVI 131 
 
Query: 127 GLPNDP--SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
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           G  N+   S+RLH+  G+   G LR+ GYK G W D    QR     D+ LP 
Sbjct: 132 GDGNNNTGSLRLHKKHGFDVVGQLRSVGYKLGDWRDTVIMQRPLNDGDWTLP 183 
 
 
>ref|NP_824872.1| phosphinothricin N-acetyltransferase [Streptomyces avermitilis 
           MA-4680] 
 dbj|BAC71407.1| putative phosphinothricin N-acetyltransferase [Streptomyces 
           avermitilis MA-4680] 
          Length = 172 
 
 Score = 97.4 bits (241), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 59/182 (32%), Positives = 89/182 (48%), Gaps = 24/182 (13%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M  ER  V++R    AD+ A+ DI NHY+  + + F T   TP+E          R PWL 
Sbjct: 1   MPSERTEVQVRSGVEADLKALTDIYNHYVRETPITFDTAAFTPEE----------RRPWL 50 
 
Query: 61  VAEVEG--------------VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 106 
           ++  E                + G A + P++A+ AY  +VE TVYV+      G+G+ L 
Sbjct: 51  LSHPEDGPHRLMVATGADSQEILGYATSSPFRAKPAYTTSVEVTVYVAPDAAGRGIGTLL 110 
 
Query: 107 YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           Y  L +++  +      A I  PN+ S RLHE  G+   GT R  G K G + DV +++R 
Sbjct: 111 YGALFEALAGEDLHRAYAGIAQPNEASTRLHERFGFRHVGTYREVGRKFGRYWDVAWYER 170 
 
Query: 167 DF 168 
           +  
Sbjct: 171 EL 172 
 
 
>ref|ZP_01114119.1| putative phosphinothricin N-acetyltransferase [Reinekea sp. 
MED297] 
 gb|EAR09826.1| putative phosphinothricin N-acetyltransferase [Reinekea sp. MED297] 
          Length = 167 
 
 Score = 97.1 bits (240), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 58/158 (36%), Positives = 81/158 (51%), Gaps = 5/158 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           + IRP   +D+ A+  I+NHYI  + V F T+  T +    W         R+  LVAE  
Sbjct: 3   ITIRPVNQSDLNALVTILNHYISKTAVTFDTQTYTAETRMPWFSQFAE-TGRHQCLVAEA 61 
 
Query: 65  E-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           + G + G A +G  + + AYD +VE +VY  H++   GLGS LY  L   +  +       
Sbjct: 62  DNGQILGYANSGTLRPKAAYDTSVEVSVYTDHQNSVKGLGSKLYEALFLRLADEDVHRAH 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A+I LPND SV LH   G+   GTL  AG K   +H V 
Sbjct: 122 ALITLPNDASVGLHRKFGFYDVGTLHEAGRKFDLYHSV 159 
 
 
>ref|YP_002283223.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM2304] 
 gb|ACI56997.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM2304] 
          Length = 185 
 
 Score = 97.1 bits (240), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 52/159 (32%), Positives = 83/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAE-VEGV 67 
           +R A+ AD+ A+ DI    +   T ++   P +  E       +   +YP++ A   +G  
Sbjct: 5   LRDASQADIPAIADIYRESVLNGTSSYEIAPPSEAEMAQRFAAIVGQQYPYIAAAGADGG 64 
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Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  ++ R AY W VE ++Y++   +  G+G TL   L+    + GF+ ++AVIG 
Sbjct: 65  LLGYAYASAFRVRPAYRWMVEDSIYLAPEARGRGIGKTLMAELIDRCTSLGFRQMIAVIG 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +  S+ LH   G+   G +R AGYKHG W D    QR 
Sbjct: 125 GASPASIALHLKAGFVEVGLMRGAGYKHGRWLDTMLMQR 163 
 
 
>ref|YP_001328738.1| GCN5-related N-acetyltransferase [Sinorhizobium medicae WSM419] 
 gb|ABR61903.1| GCN5-related N-acetyltransferase [Sinorhizobium medicae WSM419] 
          Length = 185 
 
 Score = 97.1 bits (240), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 84/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE-GV 67 
           +R A AAD+  +  I    +     ++   P T  E       +    YP++VA  E G  
Sbjct: 5   LRDAVAADLPVITGIYRESVLNGVASYEETPPTEAEMALRFSTITGSGYPYVVALDEAGA 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  ++ R+AY + VE ++Y+S   +  G G  L + L+    A GF+ ++AVIG 
Sbjct: 65  VIGYAYASAFRNRSAYRFVVEDSIYLSPAARGKGTGKALLSELIGRCTALGFRQMIAVIG 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +  S+ LH ALG+  +G ++A G+KHG W D  F QR 
Sbjct: 125 GAHPLSIALHRALGFEQQGLIKATGFKHGRWLDTVFMQR 163 
 
 
>emb|CBL33399.1| Sortase and related acyltransferases [Eubacterium siraeum V10Sc8a] 
          Length = 172 
 
 Score = 97.1 bits (240), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 84/161 (52%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR AT  D   +  I ++YIE + V +  E  + +++   +E+   +YP++VAE +G  
Sbjct: 4   IEIRTATPFDAEELLGIYSYYIENTAVTYELEVPSAEDFRRRIEKTLKKYPYIVAERDGR 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG +K R AY+ + E+++YV    +R G G+ LY  L K +   G ++  A I  
Sbjct: 64  ITGYAYAGVFKDRAAYERSAETSIYVDVNKKRHGTGTALYRELEKRLADMGVRNAYACIA 123 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                    N  S+R HE  GYT  G       K G  +D+ 
Sbjct: 124 STDKDDEYLNHDSIRFHEKQGYTLVGKFHKCAEKFGREYDM 164 
 
 
>ref|YP_001757052.1| GCN5-related N-acetyltransferase [Methylobacterium radiotolerans 
           JCM 2831] 
 gb|ACB26369.1| GCN5-related N-acetyltransferase [Methylobacterium radiotolerans 
           JCM 2831] 
          Length = 192 
 
 Score = 97.1 bits (240), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 60/174 (34%), Positives = 93/174 (53%), Gaps = 6/174 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-----YPWLVA 62 
           + IRP++ AD+ A+  I  H+I     +     +  +   DDL+R +        P LVA 
Sbjct: 19  IVIRPSSDADVEAMVAIYEHHISRGVSDVGVAEED-RLLPDDLKRRRKTMRKKRLPHLVA 77 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
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           + +G VAG AYA P++ R AY +T++ ++YV   H   G+G  L   L+++  A G++ + 
Sbjct: 78  DRDGAVAGYAYAVPFRKRPAYRYTLKHSIYVHPDHLHAGIGRRLLPALIEACAAGGYRQM 137 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           +  I   N  S+RLHEA G+   G LRA G+K+G W D    QR     +  RP 
Sbjct: 138 IGYIDAENAASLRLHEACGFERVGYLRAVGFKYGHWSDSVMVQRALGTGSEDRP 191 
 
 
>ref|YP_001339364.1| GCN5-like N-acetyltransferase [Marinomonas sp. MWYL1] 
 gb|ABR69429.1| GCN5-related N-acetyltransferase [Marinomonas sp. MWYL1] 
          Length = 170 
 
 Score = 97.1 bits (240), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 55/163 (33%), Positives = 86/163 (52%), Gaps = 4/163 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           V+IRPA   D+ A+ D+ NHYI  +   F  EP T +    W         RY  LVAE  
Sbjct: 3   VQIRPAVIEDLPALTDLYNHYIVNTATTFDIEPYTLEGRAVWFSQFAP-TGRYRLLVAEQ 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G + G A +G +K + AY+ +VE ++Y+    +  GLG+ LY  L + +E +      A 
Sbjct: 62  DGEILGYACSGQFKPKRAYETSVEVSIYLKPNTKGRGLGTALYLELFEQLETEDVHRAYA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
            I LPN+ S  +HE  G+ + G     G K G + DV +++++ 
Sbjct: 122 GITLPNEASHIIHEKFGFESVGVYLEVGRKFGQYWDVEWFEKE 164 
 
 
>ref|YP_002961972.1| phophinothricin N-acetyltransferase [Methylobacterium extorquens 
           AM1] 
 ref|YP_003066775.1| phophinothricin N-acetyltransferase [Methylobacterium extorquens 
           DM4] 
 gb|ACS38695.1| phophinothricin N-acetyltransferase [Methylobacterium extorquens 
           AM1] 
 emb|CAX22757.1| phophinothricin N-acetyltransferase [Methylobacterium extorquens 
           DM4] 
          Length = 204 
 
 Score = 97.1 bits (240), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 58/162 (35%), Positives = 88/162 (54%), Gaps = 4/162 (2%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETS---TVNFRTEPQTPQEWIDDLERLQD-RYP 58 
           P    V IRP++ AD++A+  I   +I      T +F  E   P E     + ++  R P 
Sbjct: 9   PTHAEVVIRPSSDADVSAMIAIYERHIRKGVGDTGDFEEERLLPDELRRRRKTMRSKRLP 68 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
            LVAE  G +AG AYA P++ R AY + ++ ++YV   H   G+G  L   L+++  A G 
Sbjct: 69  HLVAERGGQIAGYAYAVPFRKRPAYRYALKHSIYVHPDHLHAGIGRRLLPALIEACAAGG 128 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           ++ ++  I   N+ S+RLHEA G+   G L A GYK+G W D 
Sbjct: 129 YRQMIGYIDASNEASLRLHEACGFARVGYLPAIGYKYGRWSD 170 
 
 
>ref|YP_002007021.1| phosphinothricin n-acetyltransferase [Cupriavidus taiwanensis 
LMG 
           19424] 
 emb|CAQ70960.1| Phosphinothricin N-acetyltransferase [Cupriavidus taiwanensis LMG 
           19424] 
          Length = 197 
 
 Score = 97.1 bits (240), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 60/177 (33%), Positives = 89/177 (50%), Gaps = 5/177 (2%) 
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Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE 63 
           R    +R AT AD+ A+  I  H+++    +F   P +  E    L  ++ +  P+LVAE 
Sbjct: 20  RHAFTLRDATPADIPAIHAIYAHHVQHGRASFEEVPPSADEMQLRLAEVRRKGLPYLVAE 79 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G V G AYA  ++AR+AY + +E ++Y+ HR    GLG  L   L+   E   ++ +V 
Sbjct: 80  RDGEVLGYAYASAYRARSAYRFAIEDSIYIDHRRVGEGLGQALLAALIARCETGPWRQMV 139 
 
Query: 124 AVIGLP----NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           AVI          S+ +HE LG+   G L A G+KHG W D    QR     A   P 
Sbjct: 140 AVIACTAAGEGAGSLAVHERLGFRTVGRLEAVGFKHGQWIDTVLMQRMLGAGATTLP 196 
 
 
>ref|ZP_04996481.1| conserved hypothetical protein [Streptomyces sp. Mg1] 
 gb|EDX20992.1| conserved hypothetical protein [Streptomyces sp. Mg1] 
          Length = 172 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 62/160 (38%), Positives = 81/160 (50%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           RPV +R A + D+  +  I NH IE ST  +    Q+P E    L    +R    VAEVE 
Sbjct: 9   RPVTVRRALSGDVETIRAIRNHAIEHSTALWTQILQSPAEAAAWLAAHLERGSAFVAEVE 68 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G  AG    GPW+ ++ Y  TVE +VYV      LG+GS L   L+ S    G   +VA  
Sbjct: 69  GETAGFGVYGPWREKDGYRHTVEDSVYVRDGMYGLGIGSALLAELISSARDAGHHVMVAG 128 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I   N  S+RLH+  G+   GT+  AG K G W D+   Q 
Sbjct: 129 IEAENTASIRLHKRYGFRLVGTVPEAGTKFGRWLDLTLMQ 168 
 
 
>gb|ADL24342.1| acetyltransferase, GNAT family [Staphylococcus aureus subsp. aureus 
           JKD6159] 
          Length = 163 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 54/161 (33%), Positives = 85/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  EPQT  E I   E  Q  + P  V E +G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERIAWFETKQHNHEPIFVFESDGNV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G+++++A I   
Sbjct: 62  LGFATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQHLIVEAKAKGYRALIAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N  S++LH+  G+   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNKASIQLHQKFGFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>gb|ADY85178.1| Phosphinothricin acetyltransferase [Lactobacillus delbrueckii 
           subsp. bulgaricus 2038] 
          Length = 190 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 56/176 (31%), Positives = 90/176 (51%), Gaps = 10/176 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+R A   D   + +I   Y+E + + F  E     E+ + + +    YP+LVA  +G  
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Sbjct: 4   LELRRANVGDAERLLEIYAPYVEKTAITFEDEVPPIGEFQNRILKTLRIYPYLVALKDGK 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYD +VE ++YV    +   +G  LY  +   ++ QGF ++ A I  
Sbjct: 64  IVGYAYASAFKERAAYDHSVELSIYVDANVRHQHVGRFLYDAMENCLKKQGFLNLNACIA 123 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173 
            P       +D S+R HE LGY   G     GYK G W+D+ + ++   +  +PAP 
Sbjct: 124 APIGEDPYLDDNSIRFHEHLGYKFVGRFHQCGYKFGRWYDMVWMEKMLGEHTVPAP 179 
 
 
>ref|ZP_01259639.1| toxin resistance protein [Vibrio alginolyticus 12G01] 
 gb|EAS76986.1| toxin resistance protein [Vibrio alginolyticus 12G01] 
          Length = 169 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 54/154 (35%), Positives = 77/154 (50%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR     D+  + DI N YIE +   F   P   +  Q+W         +Y   VA   
Sbjct: 1   MEIRTGKLEDVTGITDIFNFYIEHTNARFEEVPFTLENRQKWFSQFSS-NTKYQLYVAIE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G + G A +  ++A +A+D TVE TVY++   +  GLGS LYT L  S+ A G   V++ 
Sbjct: 60  NGELLGFACSQQYRAISAFDDTVEVTVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRVLS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPND SV LH+  G+   G       KHG + 
Sbjct: 120 GVALPNDASVALHKRFGFREVGVFNEYAKKHGQY 153 
 
 
>ref|ZP_03301026.1| hypothetical protein BACDOR_02398 [Bacteroides dorei DSM 17855] 
 ref|ZP_04555308.1| conserved hypothetical protein [Bacteroides sp. D4] 
 gb|EEB25151.1| hypothetical protein BACDOR_02398 [Bacteroides dorei DSM 17855] 
 gb|EEO46642.1| conserved hypothetical protein [Bacteroides dorei 5_1_36/D4] 
          Length = 161 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 54/161 (33%), Positives = 81/161 (50%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+  I N Y+E S   F TEP   ++    +  +  R+P+ V E EG V  
Sbjct: 2   IRRVELQDAKAITTIYNEYVEHSVATFETEPLREEDMRSRIAGIAVRFPYFVYEEEGKVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK R AY +T+E+TVY++  ++  G+G  L   L++     G+++++A +    
Sbjct: 62  GYCYAHLWKERTAYRYTLETTVYLAPGYEGKGIGRELMERLIEECRRDGYRALIACVTEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S  LH  LG+      +  G K G W DV     D+EL 
Sbjct: 122 NAASDALHLRLGFKKVSHFKKVGLKFGRWLDV----VDYEL 158 
 
 
>ref|YP_001339360.1| GCN5-like N-acetyltransferase [Marinomonas sp. MWYL1] 
 gb|ABR69425.1| GCN5-related N-acetyltransferase [Marinomonas sp. MWYL1] 
          Length = 167 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 55/162 (33%), Positives = 85/162 (52%), Gaps = 4/162 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           V+IRPA   D+ A+ D+ NHYI  +   F  EP T +    W         RY  LVAE  
Sbjct: 3   VQIRPAVIEDLPALTDLYNHYIVNTATTFDIEPYTLEGRAVWFSQFAP-TGRYRLLVAEQ 61 
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Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G + G A +G +K + AY+ +VE ++Y+    +  GLG+ LY  L + +E +      A 
Sbjct: 62  DGEILGYACSGQFKPKRAYETSVEVSIYLKPNTKGRGLGTALYLELFEQLETEDVHRAYA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            I LPN+ S  +HE  G+ + G     G K G + DV ++++ 
Sbjct: 122 GITLPNEASRIIHEKFGFESVGVYLEVGRKFGQYWDVEWFEK 163 
 
 
>ref|YP_300460.1| putative acetyltransferase [Staphylococcus saprophyticus subsp. 
           saprophyticus ATCC 15305] 
 dbj|BAE17515.1| putative acetyltransferase [Staphylococcus saprophyticus subsp. 
           saprophyticus ATCC 15305] 
          Length = 163 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 85/162 (52%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR AT +D+  + DI N  I  +T  +  +PQT      W ++  + Q+  P  V E +G 
Sbjct: 2   IRHATKSDLPNILDIYNDAILNTTAVYSYKPQTLASREIWFEN--KSQNNEPIFVFEEQG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
                A  G ++   AY +++E ++YV+  H+  G+ S L   L+   + +G+K++VA I 
Sbjct: 60  EAVAFATYGSFRDWPAYQYSIEHSIYVNEHHRGKGIASQLLKQLINHAQVEGYKTLVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              ND S+ LH+   +   GT++  GYK   W D+ F+Q D  
Sbjct: 120 DATNDNSIYLHKKFDFQHSGTIQNVGYKFDKWLDLAFYQLDL 161 
 
 
>ref|YP_002731861.1| phosphinothricin N-acetyltransferase [Brucella melitensis ATCC 
           23457] 
 ref|ZP_05467392.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 2 str. 
           63/9] 
 gb|ACN99906.1| Phosphinothricin N-acetyltransferase [Brucella melitensis ATCC 
           23457] 
 gb|EEZ18942.1| phosphinotricin acetyltransferase [Brucella melitensis bv. 2 str. 
           63/9] 
 gb|ADZ65167.1| phosphinothricin N-acetyltransferase [Brucella melitensis M28] 
 gb|ADZ86031.1| phosphinothricin N-acetyltransferase [Brucella melitensis M5-90] 
          Length = 179 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 83/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP T  E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L+  + A GF+ ++AVIG  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLRELIARISALGFRQLLAVIGD 123 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SV+LHE+LG+T  G +  +G+KH  W D    Q 
Sbjct: 124 GEHNIGSVKLHESLGFTHCGRIEGSGFKHERWLDTVLMQ 162 
 
 
>ref|ZP_02243592.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. 
           oryzicola BLS256] 
          Length = 179 
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 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 65/181 (35%), Positives = 90/181 (49%), Gaps = 13/181 (7%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-----LQDRYPWLV 61 
           PVE+R   AAD+ A+  I    I        + P      +DD+       +   YP+LV 
Sbjct: 2   PVELRAVRAADIPAITAIYAEQIAGVNTYEYSAPS-----LDDMRARVSAIVDAGYPYLV 56 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AE++GVVAG A A  ++AR  Y WTVE+++Y++   Q  G+G +L   L+   E +GF   
Sbjct: 57  AELDGVVAGYADASAFRARAGYRWTVENSIYLATAMQGRGIGKSLLGELIAVCEQRGFLQ 116 
 
Query: 122 VVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVR 178 
           ++AVIG   N  S +LHE  G+   G     G KHG W D    QR       APP     
Sbjct: 117 MIAVIGDADNLASRQLHERFGFRTVGVFTGIGRKHGRWLDGVQMQRALGSGNTAPPSDEN 176 
 
Query: 179 P 179 
           P 
Sbjct: 177 P 177 
 
 
>ref|ZP_04540039.1| conserved hypothetical protein [Bacteroides sp. 9_1_42FAA] 
 gb|EEO62335.1| conserved hypothetical protein [Bacteroides sp. 9_1_42FAA] 
          Length = 161 
 
 Score = 96.7 bits (239), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 54/161 (33%), Positives = 81/161 (50%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+  I N Y+E S   F TEP   ++    +  +  R+P+ V E EG V  
Sbjct: 2   IRRVELQDAKAITTIYNEYVEHSVATFETEPLREEDMRSRIAGIAIRFPYFVYEEEGKVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK R AY +T+E+TVY++  ++  G+G  L   L++     G+++++A +    
Sbjct: 62  GYCYAHLWKERAAYRYTLETTVYLAPGYEGKGIGRELMERLIEECRRDGYRALIACVTED 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S  LH  LG+      +  G K G W DV     D+EL 
Sbjct: 122 NAASDALHLRLGFKKVSHFKKVGLKFGRWLDVV----DYEL 158 
 
 
>ref|ZP_06412786.1| Phosphinothricin acetyltransferase [Frankia sp. EUN1f] 
 gb|EFC84422.1| Phosphinothricin acetyltransferase [Frankia sp. EUN1f] 
          Length = 201 
 
 Score = 96.3 bits (238), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 63/157 (40%), Positives = 90/157 (57%), Gaps = 5/157 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR--YPWLVAEVEGV 67 
           +RPA  +D  A+  I   Y+  + + F  E   P E +    R+  R   PW VAE+EG  
Sbjct: 18  VRPARLSDATAIRAIYAPYVLETPITFEVE--VPSEAVMR-ARMTGRPLMPWFVAEIEGE 74 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           VAG AYA   + R AY W+ + ++Y++ R +R GLG  LYT L+  +   G+ ++ A I  
Sbjct: 75  VAGYAYASQHRERAAYRWSADVSIYLAARQRRRGLGRLLYTRLIDEVRTLGYVALFAGIA 134 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 164 
           LPN+ SV LH ALG+   G   A G+K G WHDVG++ 
Sbjct: 135 LPNEASVGLHTALGFRPVGVYPAVGHKAGRWHDVGWY 171 
 
 
>ref|YP_728012.1| phosphinothricin N-acetyltransferase [Ralstonia eutropha H16] 
 emb|CAJ94644.1| Phosphinothricin N-acetyltransferase [Ralstonia eutropha H16] 
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          Length = 193 
 
 Score = 96.3 bits (238), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 60/177 (33%), Positives = 89/177 (50%), Gaps = 5/177 (2%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE 63 
           R+P  +R AT AD+ A+  I  H++     +F   P +  E       +  +  P+LVA  
Sbjct: 16  RKPFTLRDATPADVPAIHAIYAHHVLHGRASFEETPPSLDEMQLRFAEVHRKGLPYLVAV 75 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G V G AYA  ++AR+AY + +E ++Y+ HR    GLG  L   L+   E   ++ +V 
Sbjct: 76  RDGEVLGYAYASSYRARSAYRFAIEDSIYIDHRRVGEGLGQALLAELVARCETGPWRQMV 135 
 
Query: 124 AVI----GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           AVI    G     S+ +HE LG+   G L A G+KHG W D    QR   + A   P 
Sbjct: 136 AVIACTAGGEGAGSLAVHERLGFRTVGRLEAVGFKHGQWIDTVLMQRVLGVGATTLP 192 
 
 
>ref|NP_769816.1| acetyltransferase [Bradyrhizobium japonicum USDA 110] 
 dbj|BAC48441.1| acetyltransferase [Bradyrhizobium japonicum USDA 110] 
          Length = 194 
 
 Score = 96.3 bits (238), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 57/166 (34%), Positives = 82/166 (49%), Gaps = 5/166 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETST---VNFRTEPQTPQEWIDDLERL-QDRYPWLVA 62 
           PV++RP+  +D+ A+  I  H++       V     P+ P +  D  + L Q R P LVA 
Sbjct: 15  PVQVRPSRESDVEAMLAIYRHHVRNGVPRDVEGTGAPE-PDDLRDRRKNLKQTRLPHLVA 73 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
              G V G AYA  ++ R AY +T + ++YV H H   G+G  L   L+    A GF+ + 
Sbjct: 74  TYRGEVVGYAYAVLFRKRPAYRYTAKHSIYVHHAHLGRGVGRLLLQELVDVCAAAGFRQM 133 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +  I   N PS+ LHE  G+   G L    Y+HG W D    QR   
Sbjct: 134 IGYIDADNAPSLALHEKFGFARAGLLCGVAYRHGRWSDTVMVQRSL 179 
 
 
>ref|ZP_04941465.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia PC184] 
 gb|EAY64636.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia PC184] 
          Length = 186 
 
 Score = 96.3 bits (238), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 59/172 (34%), Positives = 86/172 (50%), Gaps = 2/172 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R AT AD+ A+  I  H++  S  +F   P    E     +  L    P+LVAE +G V 
Sbjct: 9   VRDATDADLDAIHAIYAHHVHHSVASFEETPPDVAELRARRDAVLNHGLPYLVAEWDGRV 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
           AG AYA P++ R+AY + +E ++Y+    +  G+G  L   L+   E   ++ ++AVI   
Sbjct: 69  AGYAYATPYRTRSAYRFAIEDSIYIDDAQRGRGIGRALLEALIARCEGGPWRQMIAVIAD 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
                S  LH A G+   G L+A G+KHG W D    QR     A  RP  P 
Sbjct: 129 GGTGGSTSLHRAFGFEPAGLLKAVGFKHGRWIDTALLQRPLGDGANTRPASP 180 
 
 
>ref|YP_004088834.1| phosphinothricin acetyltransferase [Asticcacaulis excentricus CB 
           48] 
 gb|ADU14683.1| Phosphinothricin acetyltransferase [Asticcacaulis excentricus CB 
           48] 
          Length = 180 
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 Score = 96.3 bits (238), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 68/179 (37%), Positives = 86/179 (48%), Gaps = 21/179 (11%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE------WIDDLERLQDRYPWLVA 62 
           EIR     D AA+ DI    +   T  F TEP  P E      W   LE      P+LVA 
Sbjct: 3   EIRKVQVTDFAAIADIYKDGVLNGTGTFDTEP--PGEDAMRARW---LELQSMNLPYLVA 57 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
              G V G AYA P++AR AY + VE ++YV   H+  G+G  L   L+ +    GF ++ 
Sbjct: 58  TEGGSVIGYAYASPFRARIAYRYGVEDSIYVHPAHKGKGVGKALLEALIAASTEAGFYAM 117 
 
Query: 123 VAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
            AVIG   N  S+RLHE  G+   G L  AGYK   W DV F           +P+RP  
Sbjct: 118 YAVIGDAENTGSIRLHEQAGFEHTGKLPKAGYKFDRWLDVIFMS---------KPLRPT 167 
 
 
>ref|ZP_02919852.1| hypothetical protein STRINF_00704 [Streptococcus infantarius 
subsp. 
           infantarius ATCC BAA-102] 
 gb|EDT48137.1| hypothetical protein STRINF_00704 [Streptococcus infantarius subsp. 
           infantarius ATCC BAA-102] 
          Length = 234 
 
 Score = 96.3 bits (238), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 56/187 (29%), Positives = 94/187 (50%), Gaps = 8/187 (4%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           R  + IR A+  D  A+ DI  +Y+E + + F  +  T +E+   +  +   YP+LVAE  
Sbjct: 44  RMAITIRLASLDDAKALLDIYRYYVEETAITFEYDVPTLEEFTGRMRSIMAFYPYLVAEE 103 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G + G AYA  +  R AY W+ E+TVY+    +  G+G  +Y  L   +   G  ++ A 
Sbjct: 104 DGKILGYAYASKFHPRAAYAWSAEATVYLDKAARGKGVGRQIYGKLEDYLTQMGILNLNA 163 
 
Query: 125 VIGLPN-------DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRP 176 
            I   +       + S + H ALGY + G    +GYK   W+D+ + ++   E  A   P 
Sbjct: 164 CIASTDVEDAYLTNGSEKFHRALGYQSVGKFHDSGYKFNRWYDMIWMEKMLGEHGADVAP 223 
 
Query: 177 VRPVTQI 183 
           V+ + +I 
Sbjct: 224 VKSIHEI 230 
 
 
>ref|YP_002770383.1| phosphinothricin acetyltransferase [Brevibacillus brevis NBRC 
           100599] 
 dbj|BAH41879.1| putative phosphinothricin acetyltransferase [Brevibacillus brevis 
           NBRC 100599] 
          Length = 163 
 
 Score = 96.3 bits (238), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 52/158 (32%), Positives = 85/158 (53%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A  +D+ A+  I N+ +E     F  EPQT  +      +   R+P +VAE EG  
Sbjct: 2   LQIRDAVLSDLPAMLAIYNYAVENLVATFDLEPQTLAQREVWFHKHGGRHPIIVAEYEGN 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G      ++ + AY  + E ++Y++      G+G+TL + +L+      + ++V+ I  
Sbjct: 62  VIGYCSLSVFREKPAYQKSTELSIYIAPDQSGKGVGTTLMSAILERARQLEYHTIVSGIV 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             ND SV+LHE  G+T  G  +  G+K G WHDV F+Q 
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Sbjct: 122 GGNDASVKLHEKFGFTLAGRFQEVGFKFGEWHDVHFYQ 159 
 
 
>ref|YP_001638468.1| GCN5-related N-acetyltransferase [Methylobacterium extorquens 
PA1] 
 gb|ABY29397.1| GCN5-related N-acetyltransferase [Methylobacterium extorquens PA1] 
          Length = 191 
 
 Score = 96.3 bits (238), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 56/155 (36%), Positives = 86/155 (55%), Gaps = 4/155 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETS---TVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVE 65 
           IRP++ AD++A+  I   +I      T +F  E   P E     + ++  R P LVAE   
Sbjct: 3   IRPSSDADVSAMIAIYERHIRKGVGDTGDFEEERLLPDELRRRRKTMRSKRLPHLVAERG 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G +AG AYA P++ R AY + ++ ++YV   H   G+G  L   L+++  A G++ ++   
Sbjct: 63  GQIAGYAYAVPFRKRPAYRYALKHSIYVHPDHLHAGIGRRLLPALIEACAAGGYRQMIGY 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           I   N+ S+RLHEA G+   G L A GYK+G W D 
Sbjct: 123 IDASNEASLRLHEACGFARVGYLPAIGYKYGRWSD 157 
 
 
>ref|ZP_07726498.1| acetyltransferase, GNAT family [Streptococcus downei F0415] 
 gb|EFQ56200.1| acetyltransferase, GNAT family [Streptococcus downei F0415] 
          Length = 197 
 
 Score = 96.3 bits (238), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 54/159 (33%), Positives = 81/159 (50%), Gaps = 7/159 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D++ +  I   YIE + ++F  E  + QE+    + +   YP+LV E EG +  
Sbjct: 5   IRNTKKTDLSQLLAIYAPYIEKTAISFEYEVPSLQEFEQRWQGIVQTYPYLVLEQEGQIL 64 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL- 128 
           G AYA  +  R AY W  E ++Y++ + Q  GLG   Y  L   ++AQG  S +A I    
Sbjct: 65  GYAYASAFHPREAYQWLAEVSIYLAPQAQGKGLGKLFYQKLEACLKAQGVLSALACIATT 124 
 
Query: 129 --PND----PSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             PND     S   H+ LG+   G  + +GYK G W+D+ 
Sbjct: 125 DQPNDYLSNNSFDFHKHLGFREVGHFKKSGYKFGHWYDM 163 
 
 
>ref|YP_003638725.1| Phosphinothricin acetyltransferase [Cellulomonas flavigena DSM 
           20109] 
 gb|ADG76526.1| Phosphinothricin acetyltransferase [Cellulomonas flavigena DSM 
           20109] 
          Length = 168 
 
 Score = 96.3 bits (238), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 56/161 (34%), Positives = 85/161 (52%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEG 66 
           V++R AT+ D+A +  I +HY+ TST  F  +P     W+D L+ +    +P+ VA ++G 
Sbjct: 3   VQVRAATSGDVAGLARIYDHYVATSTATFELDPPGEAVWVDKLDAVVAAGWPFEVALLDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AY GPW+ R AY  TVE T+Y+       G+G+ L   +L+   A G + V+AV+ 
Sbjct: 63  QVAGFAYVGPWRPRPAYAHTVEDTIYLDPAATGRGIGTRLLASVLEQAAAAGAREVIAVV 122 
 
Query: 127 GLPND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              +   S+ LH   G+   G L   G K   W      Q+ 
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Sbjct: 123 ADGDTAASLALHRRAGFDPAGRLERVGRKFDRWLGTTLLQK 163 
 
 
>ref|YP_200814.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. oryzae 
           KACC10331] 
 ref|YP_451073.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. oryzae 
           MAFF 311018] 
 ref|YP_001913577.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. 
oryzae 
           PXO99A] 
 gb|AAW75429.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. oryzae 
           KACC10331] 
 dbj|BAE68799.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. oryzae 
           MAFF 311018] 
 gb|ACD59045.1| phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. oryzae 
           PXO99A] 
          Length = 179 
 
 Score = 95.9 bits (237), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 58/161 (36%), Positives = 83/161 (51%), Gaps = 1/161 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+E+R   AAD+ A+  I    I        + P   +        +   Y +LVAE++G 
Sbjct: 2   PLELRAVRAADIPAITAIYAEQIAGVNTYEYSAPSLDEMRARVSAIVDAGYSYLVAELDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VVAG AYA  ++AR  Y WTVE+++Y++   Q  G+G +L   L+   E +GF  ++AVI 
Sbjct: 62  VVAGYAYASAFRARAGYRWTVENSIYLATAMQGRGIGKSLLGELIAVCEQRGFLQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S +LHE  G+   G     G KHG W D    QR 
Sbjct: 122 GDADNLASRQLHERFGFRTVGLFTGIGRKHGRWLDGVQMQR 162 
 
 
>ref|YP_003968115.1| Phosphinothricin acetyltransferase [Ilyobacter polytropus DSM 
2926] 
 gb|ADO83767.1| Phosphinothricin acetyltransferase [Ilyobacter polytropus DSM 2926] 
          Length = 161 
 
 Score = 95.9 bits (237), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 48/156 (30%), Positives = 83/156 (53%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  ++ +I N+Y+E +T      P + +   + ++ +   YPWLV E    +  
Sbjct: 3   IRYVEDRDAESIAEIYNYYVENTTFTGDETPFSKEHMKNKIKDISKDYPWLVLEENSQIL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  Y   W+ R+AY  + E +VY+ +  +  GLGS L++ LLK ++ +   ++++ I LP 
Sbjct: 63  GYIYLNQWRFRSAYRHSAELSVYIRNGVRTNGLGSKLFSSLLKELKKKNLHTIISAIVLP 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           N+ S+ LHE  G+         GYK   W D+G+W+ 
Sbjct: 123 NNASINLHEKFGFKKVAHFSEVGYKFEKWLDLGYWE 158 
 
 
>ref|ZP_06089820.1| conserved hypothetical protein [Bacteroides sp. 3_1_33FAA] 
 gb|EEZ20450.1| conserved hypothetical protein [Bacteroides sp. 3_1_33FAA] 
          Length = 161 
 
 Score = 95.9 bits (237), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 81/161 (50%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
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           IR     D  A+  I N Y+E S   F TEP   ++    +  +  R+P+ V E EG V  
Sbjct: 2   IRRVELQDAKAITTIYNEYVEHSVATFETEPLREEDMRSRIAGIAIRFPYFVYEEEGKVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK R AY +T+E+TVY++  ++  G+G  L   L++     G+++++A +    
Sbjct: 62  GYCYAHLWKERAAYRYTLETTVYLAPGYEGKGIGRELMERLIEECRRDGYRALIACVTED 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S  LH  +G+      +  G K G W DV     D+EL 
Sbjct: 122 NAASDALHLRMGFKKVSHFKKVGLKFGRWLDVV----DYEL 158 
 
 
>ref|NP_232781.1| toxin resistance protein [Vibrio cholerae O1 biovar eltor str. 
           N16961] 
 gb|AAF96293.1| toxin resistance protein [Vibrio cholerae O1 biovar El Tor str. 
           N16961] 
          Length = 169 
 
 Score = 95.9 bits (237), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 54/154 (35%), Positives = 78/154 (50%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +EI      D+A + DI N YIE +   F   P   +  +EW     R   +Y   VA   
Sbjct: 1   MEIXTGEFEDIAGITDIFNFYIEQTNARFEEFPFTLENREEWFSQFSRTA-KYQIYVAVE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G A +  ++A  A+D TVE +VY++   +  GLGS LYT L  S+ A G   +++ 
Sbjct: 60  NGVLQGFACSQKYRAIPAFDDTVEVSVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRILS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPND SV LH+  G+   G       KHG + 
Sbjct: 120 GVALPNDASVALHKRFGFREVGISNEYAKKHGQY 153 
 
 
>gb|EFA85466.1| hypothetical protein PPL_01423 [Polysphondylium pallidum PN500] 
          Length = 208 
 
 Score = 95.9 bits (237), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 55/170 (32%), Positives = 87/170 (51%), Gaps = 9/170 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAE--- 63 
           + IR A   D+ A+C+I  HY+  S   F     T  + +     L+ D  P+ VAE    
Sbjct: 26  IVIREAVVDDVKAICEIYGHYVRESVATFEEVVPTLDDMLSRFNSLKADGMPYFVAEQAA 85 
 
Query: 64  ----VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
               V  V+ G  YAG ++ R+AY +T+E ++Y+   ++  G+GS L   L+     +GF 
Sbjct: 86  VDNSVSPVIVGYCYAGLYRTRSAYRYTLEDSIYLDPNYRARGVGSMLLRRLIDESTKRGF 145 
 
Query: 120 KSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           + ++AVI G  N  S++LHE LG+  +  L + G K   W DV   Q +  
Sbjct: 146 RQMIAVIGGSDNLGSIKLHERLGFKHKHILYSVGLKFEKWVDVVTLQLEL 195 
 
 
>ref|YP_619073.1| acyltransferase [Lactobacillus delbrueckii subsp. bulgaricus ATCC 
           11842] 
 emb|CAI97967.1| Acyltransferase [Lactobacillus delbrueckii subsp. bulgaricus ATCC 
           11842] 
          Length = 190 
 
 Score = 95.9 bits (237), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 55/176 (31%), Positives = 91/176 (51%), Gaps = 10/176 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
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           +E+R A   D   + +I   Y+E + + F  +  +  E+ + + +    YP+LVA  +G  
Sbjct: 4   LELRRANVGDAERLLEIYAPYVEKTAITFEDKVPSIGEFQNRILKTLRIYPYLVALKDGK 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYD +VE ++YV    +   +G  LY  +   ++ QGF ++ A I  
Sbjct: 64  IVGYAYASAFKERAAYDHSVELSIYVDANVRHQHVGRFLYDAIEDCLKKQGFLNLNACIA 123 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173 
            P       +D S+R HE LGY   G     GYK G W+D+ + ++   +  +PAP 
Sbjct: 124 APIGEDPYLDDNSIRFHEHLGYKFVGRFHQCGYKFGRWYDMVWMEKMLGEHTVPAP 179 
 
 
>ref|YP_004006032.1| gnat acetyltransferase [Rhodococcus equi 103S] 
 emb|CBH47347.1| GNAT acetyltransferase [Rhodococcus equi 103S] 
          Length = 162 
 
 Score = 95.9 bits (237), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 83/159 (52%), Gaps = 5/159 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+  + +I N  I  +T        +    + W+DD  R  D +P LVA+V+G 
Sbjct: 3   IRDATTGDLPGILEIHNEAIANTTAIWDETLADLDERRRWLDD--RRADGFPVLVADVDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  G W+A++ Y +TVE++VYV   H R G+ + L T L++   A G   +VA + 
Sbjct: 61  AVAGYASYGVWRAKSGYRYTVENSVYVHVDHHRRGIATALMTALIERARAGGIHVIVASV 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S+ LHE  G+     +   G K G W D+ + Q 
Sbjct: 121 ESSNTTSIALHERFGFRIVAQMPEVGRKFGRWLDMTYLQ 159 
 
 
>gb|EGD28189.1| phosphinothricin acetyltransferase [Lactobacillus delbrueckii 
           subsp. lactis DSM 20072] 
          Length = 190 
 
 Score = 95.5 bits (236), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 56/176 (31%), Positives = 89/176 (50%), Gaps = 10/176 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+R A   D   + +I   Y+E + + F  E     E+ + + +    YP+LVA  +G  
Sbjct: 4   LELRRANVGDAERLLEIYAPYVEKTAITFEDEVPPIGEFQNRILKTLQIYPYLVALKDGK 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYD +VE ++YV        +G  LY  +   ++ QGF ++ A I  
Sbjct: 64  IVGYAYASAFKERAAYDHSVELSIYVDANVCHQHVGRFLYDAIEDCLKKQGFLNLNACIA 123 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173 
            P       +D S+R HE LGY   G     GYK G W+D+ + ++   +  +PAP 
Sbjct: 124 APIGEDPYLDDNSIRFHEHLGYKFVGRFHQCGYKFGRWYDMVWMEKMLGEHTVPAP 179 
 
 
>ref|ZP_05736877.1| phosphinothricin N-acetyltransferase [Granulicatella adiacens 
ATCC 
           49175] 
 gb|EEW38147.1| phosphinothricin N-acetyltransferase [Granulicatella adiacens ATCC 
           49175] 
          Length = 186 
 
 Score = 95.5 bits (236), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 48/164 (29%), Positives = 84/164 (51%), Gaps = 7/164 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
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           IR AT  D   + +I   Y+  + + F     + +E+ + + +  + +P+LV E E  +  
Sbjct: 6   IRVATVEDARYIQEIYAPYVLNTAITFEEVVPSVEEFQERIAKTLEAFPYLVLEEEKEIV 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYAG +  R A+DW+ E ++Y+S  HQR G G  LYT L K +   G++++ A + +P 
Sbjct: 66  GYAYAGRFSQRAAFDWSTEVSIYISLEHQRKGFGKLLYTELEKQLLKLGYQNIYACVAVP 125 
 
Query: 130 -------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                   + S+  H+ LG+   G     G K   W+ + + Q+ 
Sbjct: 126 EVEDEYLTNNSLSYHQYLGFKECGRFENCGCKFNRWYHIVWLQK 169 
 
 
>ref|ZP_04449569.1| hypothetical protein GCWU000282_00798 [Catonella morbi ATCC 51271] 
 gb|EEP23058.1| hypothetical protein GCWU000282_00798 [Catonella morbi ATCC 51271] 
          Length = 166 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 50/161 (31%), Positives = 80/161 (49%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A   D  ++  I   Y+E + ++F  E  +   +   +++    YP+LVAE+EG  
Sbjct: 6   IVIRSANPQDAPSLRAIYRPYVERTVISFEYEVPSVSGFRQRIKQTLAHYPYLVAELEGE 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AY   +  R AY +  E +VY+    +  G+G+ LY  L +++  QG + V A +  
Sbjct: 66  VVGYAYGSAFHPRAAYQYVAEVSVYLKRSVRGQGIGAKLYAALEEALRQQGIRRVTACVA 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            P + SV  H   GY         GYK   W DV ++Q+D  
Sbjct: 126 YPGEGSVEFHLKQGYHQVALFEKVGYKFDAWQDVAWFQKDL 166 
 
 
>ref|YP_001903385.1| Putative phosphinothricin N-acetyltransferase [Xanthomonas 
           campestris pv. campestris str. B100] 
 emb|CAP51333.1| Putative phosphinothricin N-acetyltransferase [Xanthomonas 
           campestris pv. campestris] 
          Length = 175 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 57/161 (35%), Positives = 79/161 (49%), Gaps = 1/161 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PVE+R    AD+ A+  I    I          P   Q        +   YP+LVAE +  
Sbjct: 2   PVELREVRDADIPAITAIYAEQIAGCNTYEYVAPSAEQMCGRVRAIVDAGYPYLVAERDD 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYA  ++AR  Y WTVE+++Y++   Q  G+GS L   L+   E +G++ ++AVI 
Sbjct: 62  AVVGYAYASSYRARAGYRWTVENSIYLAAAAQGCGIGSQLLGALIAVCEQRGYRQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+RLHE   +   G     G KHG W D    QR 
Sbjct: 122 GDATNQASLRLHERFEFRTVGVFTGLGRKHGRWLDAVQMQR 162 
 
 
>ref|ZP_06684576.1| phosphinothricin N-acetyltransferase [Achromobacter piechaudii 
ATCC 
           43553] 
 gb|EFF78489.1| phosphinothricin N-acetyltransferase [Achromobacter piechaudii ATCC 
           43553] 
          Length = 212 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 64/170 (37%), Positives = 92/170 (54%), Gaps = 2/170 (1%) 
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Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW-IDDLERLQDRYPW 59 
           MSP    V IR +  AD+ A+  I  H++E  T +F  EP +  E  +     L+   P+ 
Sbjct: 32  MSPHTPTVLIRDSADADLPAIKTIYAHHVEHGTASFELEPPSINEMRLRRASVLEREMPY 91 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVAE++G V G AY   ++ R AY  TVE +VYV      LG+G  L   L++   A G+ 
Sbjct: 92  LVAEIDGEVVGYAYVTAYRPRPAYRHTVEDSVYVKTGRAGLGIGGKLLGALVERCTAAGW 151 
 
Query: 120 KSVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           + ++AV+G   N  S+ LH + G+   GTLR+ G+KHG W D    QR   
Sbjct: 152 RQMLAVVGDSRNAASLALHASQGFHPVGTLRSVGHKHGEWRDTVLMQRSL 201 
 
 
>ref|YP_003144489.1| sortase-like acyltransferase [Slackia heliotrinireducens DSM 
20476] 
 gb|ACV23140.1| sortase-like acyltransferase [Slackia heliotrinireducens DSM 20476] 
          Length = 210 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 60/182 (32%), Positives = 90/182 (49%), Gaps = 8/182 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD A +  I   Y+E + + F  +  + +E+   +    ++YP+LVAE    +  
Sbjct: 19  IRAATPADAAELLAIYAFYVENTAITFEYDVPSVEEFARRIAGTLEKYPYLVAESSDGIQ 78 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY G + AR AYDW VE++VYV    +  G G  LY  L K + AQG  ++ A I    
Sbjct: 79  GYAYVGQFHARPAYDWAVETSVYVRRDGRTRGTGRALYDALEKVLAAQGILNLEACIAYA 138 
 
Query: 130 -------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVT 181 
                   + SV  H+ +GY   G     G+K   W+D+ + ++   E  A   PVR    
Sbjct: 139 PVEDEYLTNNSVGFHDHMGYRMVGRFEKCGFKFNRWYDMVWMEKLIGEHCADQPPVRWFP 198 
 
Query: 182 QI 183 
           Q+ 
Sbjct: 199 QV 200 
 
 
>emb|CAQ50959.1| hypothetical acetyltransferase YncA [Staphylococcus aureus subsp. 
           aureus ST398] 
          Length = 163 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 55/161 (34%), Positives = 84/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  EPQT  E I   E  Q  + P  V E  G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERIAWFETKQRNHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQHLIVEAKAKGYRTLVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N+ S++LH+   +   GTL   GYK   W D+ F++ D + 
Sbjct: 122 SNEASIKLHQKFNFKHAGTLTNVGYKFDYWLDLAFYELDLK 162 
 
 
>ref|YP_784856.1| acetyltransferase [Bordetella avium 197N] 
 emb|CAJ47923.1| acetyltransferase [Bordetella avium 197N] 
          Length = 178 
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 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 58/161 (36%), Positives = 82/161 (50%), Gaps = 7/161 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER----LQDRYPWLVAEVE 65 
           IR +   D+  +  I  H++   T +F  +P       D  +R    L    P+LVAE + 
Sbjct: 7   IRDSAETDLDPIQAIYAHHVLHGTSSFELDPPGIH---DIFQRRAAVLAQGLPYLVAERD 63 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G AYA  ++ R AY  T E +VYV      LG+G  L   L+    A G++ ++AV 
Sbjct: 64  GEIVGYAYATLYRPRAAYRHTCEDSVYVREGRHGLGIGRGLLDTLVARCAAAGWRQMLAV 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +G  N  S+ LH   G+   GTL+A GYKHG W D  F QR 
Sbjct: 124 VGDNNPASLALHARCGFEVAGTLKAVGYKHGQWRDTTFMQR 164 
 
 
>emb|CBA28717.1| Phosphinothricin N-acetyltransferase [Curvibacter putative symbiont 
           of Hydra magnipapillata] 
          Length = 174 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 56/173 (32%), Positives = 89/173 (51%), Gaps = 2/173 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +RP+T +D++A+  I  H++ T T  F T P +  +      + L    P+LVAEV+G V 
Sbjct: 1   MRPSTESDISAITAIYAHHVLTGTGTFETTPPSESDMQGRRADVLSKGLPYLVAEVDGEV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AY   +K R AY ++ E ++Y++      GLG  L   L+   E  G + ++AVIG  
Sbjct: 61  IGFAYCNWFKPRPAYRFSAEDSIYLAPNAHGKGLGKLLLIELMSQAERCGVRKLIAVIGD 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
             N  S+ +H + GY   G + A G+K   W D+   ++     +   PV PV 
Sbjct: 121 SANAGSIGVHTSCGYDKVGVISACGWKFDRWLDIVLMEKTIGAGSSTPPVDPV 173 
 
 
>ref|YP_003830359.1| GNAT family acetyltransferase [Butyrivibrio proteoclasticus B316] 
 gb|ADL33777.1| acetyltransferase GNAT family [Butyrivibrio proteoclasticus B316] 
          Length = 190 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 58/184 (31%), Positives = 90/184 (48%), Gaps = 15/184 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66 
           ++I   T  D   + DI   Y+  + + F  +  +  E+ + +  +  ++P++ A +  G 
Sbjct: 1   MKIEKVTTEDARELLDIYTPYVTDTAITFEYDVPSLSEFEERIRNISAKFPYIKAVDDNG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA  +K R+AYDW+VE+TVYV    +R G+GS LY  L KS+   G  +  A I 
Sbjct: 61  AILGYAYASTFKGRSAYDWSVETTVYVRKDSKRCGVGSMLYDTLEKSLAKMGILNANACI 120 
 
Query: 127 G----------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPP 174 
                      L ND S   HE  GY   GT   +G+K   W+D+  W   +  +    P 
Sbjct: 121 AYLKEGATDEHLTND-SKYFHEKHGYKLVGTFHDSGFKFNTWYDM-IWMEKYLGQHTTSP 178 
 
Query: 175 RPVR 178 
            PVR 
Sbjct: 179 APVR 182 
 
 
>emb|CBK74492.1| Sortase and related acyltransferases [Butyrivibrio fibrisolvens 
           16/4] 
          Length = 175 
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 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 52/161 (32%), Positives = 90/161 (55%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           + IR A  +D AA+C+I  +Y   + V F  +  + + +   +   +  YP++VA  E G 
Sbjct: 3   ITIRDAQVSDAAAICEIYGYYAAHTFVTFTEDNPSVEAYERSILETKKAYPYIVACDETG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRH-QRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
            V G+AYAG  +  +AY ++VEST+Y +    ++ G+G+ LY  L K +   G+K +  V 
Sbjct: 63  KVVGMAYAGRVRQHDAYRFSVESTIYTAVDAPKQQGIGTLLYDELEKRLSDMGYKFMYGV 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I   N+PS++ H+A G+   G     GYK G W  + ++++ 
Sbjct: 123 ITDDNEPSIQFHKARGFEEVGHFENIGYKFGQWKGIVWYRK 163 
 
 
>ref|YP_003101768.1| GCN5-related N-acetyltransferase [Actinosynnema mirum DSM 43827] 
 gb|ACU37922.1| GCN5-related N-acetyltransferase [Actinosynnema mirum DSM 43827] 
          Length = 169 
 
 Score = 95.5 bits (236), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 60/160 (37%), Positives = 81/160 (50%), Gaps = 1/160 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V +RPATA D+ AV  I  HY+  STV F   P T  +W      +  R  P+L+A+    
Sbjct: 6   VTVRPATADDLEAVAAIYAHYVHHSTVTFDLVPPTVDDWRRKHGEVTARGLPFLIADQGS 65 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AY  PW+A+ AY  T E T+Y++      G G+ L   LL   ++ G +  +AVI 
Sbjct: 66  EVVGFAYLAPWRAKPAYRHTAEDTIYLAPTATGRGTGAALLEALLALADSSGIRQTIAVI 125 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
               + S+ LH   G+T  G L A GYKH  W      QR 
Sbjct: 126 TEDGEGSLVLHRRFGFTEAGRLEAVGYKHERWIGTILMQR 165 
 
 
>ref|ZP_01996698.1| hypothetical protein DORLON_02716 [Dorea longicatena DSM 13814] 
 gb|EDM61934.1| hypothetical protein DORLON_02716 [Dorea longicatena DSM 13814] 
          Length = 205 
 
 Score = 95.1 bits (235), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 57/190 (30%), Positives = 94/190 (49%), Gaps = 8/190 (4%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           + E++ + IR A   D   +  I   YIE + + +  +  T +E+   +  + +RYP+LV 
Sbjct: 3   TNEKKEITIRIAKEEDAEELLAIYAPYIEHTVITYEYDVPTVEEFRGRIRHVLERYPYLV 62 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AEV G + G AYA  +  R A  W VE+++YV    + +G+G+ LY  L K ++ Q   + 
Sbjct: 63  AEVNGEICGYAYASAFHERPAGGWNVETSIYVDQNKKGMGIGTKLYDMLEKILKRQNVLN 122 
 
Query: 122 VVAVIGLP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAP 173 
           + A I           + S+  HE LGY   G     GYK   W+++ + +++  E  A  
Sbjct: 123 MNACIACTEHEDEYLTNASIHYHEHLGYRMVGWFTNCGYKFHRWYNLAWMEKEIGEHVAD 182 
 
Query: 174 PRPVRPVTQI 183 
             PV   T I 
Sbjct: 183 QPPVIAFTDI 192 
 
 
>ref|ZP_02862900.1| hypothetical protein ANASTE_02127 [Anaerofustis stercorihominis 
DSM 
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           17244] 
 gb|EDS72411.1| hypothetical protein ANASTE_02127 [Anaerofustis stercorihominis DSM 
           17244] 
          Length = 199 
 
 Score = 95.1 bits (235), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 47/178 (26%), Positives = 90/178 (50%), Gaps = 2/178 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D   + DI   YI  + + F  +    +E+ + + + +  YP+LV  ++   
Sbjct: 4   IKIRFAEENDSNEILDIYTPYILNTPITFEYDRPDEEEFKNRIVKTKKLYPYLVYTIDSR 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYD+T E ++Y+   ++   +G  LY  L++ ++ Q  + + A I  
Sbjct: 64  IIGYAYASQYKNRKAYDYTAEISIYIKEGYKGKHIGQNLYMSLIEILKLQNLQLLYACIT 123 
 
Query: 128 L-PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183 
           + P   S   H+ LG+   G    +G+K G W+D  ++  +  +    P+   P+ +I 
Sbjct: 124 IHPTLKSSDFHKKLGFKEIGYFEKSGFKDGQWYDTAWYSLEIGDFKPNPKEFIPINKI 181 
 
 
>ref|ZP_08185887.1| sortase-like acyltransferase [Xanthomonas gardneri ATCC 19865] 
 gb|EGD16518.1| sortase-like acyltransferase [Xanthomonas gardneri ATCC 19865] 
          Length = 173 
 
 Score = 95.1 bits (235), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 55/167 (32%), Positives = 88/167 (52%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWL-VAEVEGV 67 
           I  + A   +A+ DI N  I  ST  +  +P+ P+  +     +    +P + V + +G  
Sbjct: 4   IDCSEARHASAILDIFNDAIANSTALYDYKPRPPESMVGWFATKRAGGFPVIGVEDADGT 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A  G ++A  A+ ++VE ++YV   H+  GLG TL   L+ + + +G   +V  I  
Sbjct: 64  LMGFASYGTFRAWPAFKYSVEHSIYVDRDHRGKGLGRTLLQALIAAAQERGVHVLVGGID 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  S+ LHE  G+T  GT+R AG+K G W D+ F+QR    PA P 
Sbjct: 124 ASNQASIALHEQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPADP 170 
 
 
>ref|YP_003910913.1| phosphinothricin acetyltransferase [Burkholderia sp. CCGE1003] 
 gb|ADN61622.1| Phosphinothricin acetyltransferase [Burkholderia sp. CCGE1003] 
          Length = 184 
 
 Score = 95.1 bits (235), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 62/168 (36%), Positives = 91/168 (54%), Gaps = 2/168 (1%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLV 61 
           P   P  IR AT AD+ A+  I  H++ T   +F   P    E    L  ++    P++V 
Sbjct: 6   PASAPALIRDATEADLPAIQAIYAHHVLTGVASFEEVPPCVDELRARLTSVRSHGLPYMV 65 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           AE++G VAG  YA P++ R AY  T+E ++YVS  ++  GLG  L   L++  EA  ++  
Sbjct: 66  AEIDGEVAGYCYATPYRPRAAYRHTIEDSIYVSDAYRGRGLGRLLLQALIERCEAGPWRQ 125 
 
Query: 122 VVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +VAVI    +  S+ LH+  G+   GTL+A G+KHG W D    QR   
Sbjct: 126 MVAVIADGGSGGSLSLHKQSGFELTGTLKAVGFKHGRWLDTTLMQRTL 173 
 
 
>ref|ZP_07818891.1| acetyltransferase, GNAT family [Eremococcus coleocola 
           ACS-139-V-Col8] 
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 gb|EFR31267.1| acetyltransferase, GNAT family [Eremococcus coleocola 
           ACS-139-V-Col8] 
          Length = 195 
 
 Score = 95.1 bits (235), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 58/182 (31%), Positives = 88/182 (48%), Gaps = 8/182 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D AA+  I   Y+E + + F TE  T  ++   +      YP+LV E EG +  
Sbjct: 2   IRYAQVTDAAAILAIYKPYVENTAITFETEIPTVADFEGRIAATLKHYPYLVLEEEGQIL 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  ++ R AYDW VE ++Y+    +  G G  LY  L K +  QG  +  A I    
Sbjct: 62  GYAYASRYRTRAAYDWVVELSIYMDMNARDQGKGRFLYEALEKLLRVQGVLTAYACITGA 121 
 
Query: 130 ND-------PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRPVT 181 
           ++        S + +EALGY         GYK G W D+ +  ++   L  PP+ ++ +  
Sbjct: 122 DEQEAYVTGASPKFYEALGYQYICHFPKIGYKFGQWFDILWMYKELAPLANPPQTLKSMD 181 
 
Query: 182 QI 183 
           Q+ 
Sbjct: 182 QL 183 
 
 
>ref|YP_002516357.1| phosphinothricin N-acetyltransferase [Caulobacter crescentus 
           NA1000] 
 gb|ACL94449.1| phosphinothricin N-acetyltransferase [Caulobacter crescentus 
           NA1000] 
          Length = 183 
 
 Score = 95.1 bits (235), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 60/161 (37%), Positives = 83/161 (51%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V IR +T AD+ A+  I    +      F   P    E     +   DR  P+LVAE+ G 
Sbjct: 3   VVIRASTDADIPAITAIYGWNVLNGLGTFEEVPPDAAEMARRRQGFLDRGLPYLVAELNG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  YAGP++ R AY +TVE +VYVS      G+G  L + L+ + E  G + + AVI 
Sbjct: 63  KVVGYCYAGPFRLRAAYRYTVEDSVYVSPEAVGAGVGKALLSALISACEDLGVRQMCAVI 122 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH ALG+  +G     G+K G W D+ + QR 
Sbjct: 123 GDSGNAASIGLHAALGFEKKGVFPDMGHKFGRWVDLVWMQR 163 
 
 
>ref|YP_003613927.1| GCN5-related N-acetyltransferase [Enterobacter cloacae subsp. 
           cloacae ATCC 13047] 
 gb|ADF62978.1| GCN5-related N-acetyltransferase [Enterobacter cloacae subsp. 
           cloacae ATCC 13047] 
          Length = 184 
 
 Score = 95.1 bits (235), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 60/172 (34%), Positives = 89/172 (51%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           VE+R A   D+ A+  I + ++     +F   P T  E    L+ + D   PWLVA   G 
Sbjct: 12  VEVRDALPDDVHAISAIYSWHVLHGRASFEEIPPTVDEMRKRLKNVTDNGLPWLVALYRG 71 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G  YA P++ R+AY +T+E ++YV       G GS L   L++  E   ++ ++AV+ 
Sbjct: 72  IVVGYCYATPYRPRHAYRFTLEESIYVDASTTGRGFGSALMDALIERCEQGPWRQMIAVV 131 
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Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
             G  N  S+RLH+  G+   G LR+ GYK G W D    QR     D+ LP 
Sbjct: 132 GDGHNNAGSLRLHKKHGFEVVGQLRSVGYKKGDWRDTLIMQRPLNDGDWTLP 183 
 
 
>ref|YP_004034059.1| sortase related acyltransferase [Lactobacillus delbrueckii subsp. 
           bulgaricus ND02] 
 gb|ADQ61082.1| Sortase related acyltransferase [Lactobacillus delbrueckii subsp. 
           bulgaricus ND02] 
          Length = 194 
 
 Score = 95.1 bits (235), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 55/176 (31%), Positives = 90/176 (51%), Gaps = 10/176 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+R A   D   + +I   Y+E + + F  +     E+ + + +    YP+LVA  +G  
Sbjct: 8   LELRRANVGDAERLLEIYAPYVEKTAITFEDKVPPIGEFQNRILKTLRIYPYLVALKDGK 67 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYD +VE ++YV    +   +G  LY  +   ++ QGF ++ A I  
Sbjct: 68  IVGYAYASAFKERAAYDHSVELSIYVDANVRHQHVGRFLYDAIEDCLKKQGFLNLNACIA 127 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173 
            P       +D S+R HE LGY   G     GYK G W+D+ + ++   +  +PAP 
Sbjct: 128 APIGEDPYLDDNSIRFHEHLGYNFVGRFHQCGYKFGRWYDMVWMEKMLGEHTVPAP 183 
 
 
>ref|ZP_04676812.1| phosphinothricin acetyltransferase [Staphylococcus warneri L37603] 
 gb|EEQ81039.1| phosphinothricin acetyltransferase [Staphylococcus warneri L37603] 
          Length = 167 
 
 Score = 94.7 bits (234), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 50/161 (31%), Positives = 88/161 (54%), Gaps = 5/161 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A  +D+ ++ DI N  I  +T  +  +P   +E   W +   + Q+  P  V E +  
Sbjct: 2   IRQAQQSDLTSILDIYNDAIINTTAVYTYQPTNIEERQAWFN--HKQQNGDPIFVFEKDD 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G A  G ++   AY +T+E ++YV  +++  G+ S L   L++  +   F++++A I 
Sbjct: 60  IVQGFATYGQFRDWPAYLYTIEHSIYVHPKYRHHGIASQLLIKLIEEAKDNNFRTLIAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
              N  S++LHE  G++  GT++ AGYK   W D+ F+Q D 
Sbjct: 120 DASNTGSIKLHEKFGFSHSGTIKYAGYKFDQWLDLTFYQLD 160 
 
 
>ref|YP_002943286.1| phosphinothricin acetyltransferase [Variovorax paradoxus S110] 
 gb|ACS18020.1| Phosphinothricin acetyltransferase [Variovorax paradoxus S110] 
          Length = 177 
 
 Score = 94.7 bits (234), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 61/167 (36%), Positives = 86/167 (51%), Gaps = 16/167 (9%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR--------YPWL 60 
           EI  A A  M +V  I + Y+     +F       +E +  +E +Q R         P+L 
Sbjct: 15  EILDAGAHHMPSVQAIYSRYVLHDLCSF-------EEEVPSVEEMQARRAGVLARGLPYL 67 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VA  +G VAG AYA P+++R+AY  TVE ++YV+   Q  G+G  L   L++     GF  
Sbjct: 68  VALKDGEVAGYAYASPYRSRSAYRHTVEDSIYVAEGMQGRGIGRALLQELIRRCTDGGFA 127 
 
Query: 121 SVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
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            +VAVIG   N  S R+H+ LG+   G LR  G+K G W D    QR 
Sbjct: 128 QMVAVIGNSANAGSQRVHQGLGFETAGVLRNVGFKFGQWVDTVLMQR 174 
 
 
>ref|YP_062723.1| phosphinothricin acetyltransferase protein [Leifsonia xyli subsp. 
           xyli str. CTCB07] 
 gb|AAT89618.1| phosphinothricin acetyltransferase protein [Leifsonia xyli subsp. 
           xyli str. CTCB07] 
          Length = 192 
 
 Score = 94.7 bits (234), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 58/163 (35%), Positives = 80/163 (49%), Gaps = 3/163 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV-EGV 67 
           IR A A D+  V +I NHY+  STV F  +  T  EW      L     P++VAE   G  
Sbjct: 30  IREARAEDLPHVREIYNHYVANSTVTFDEDAMTLPEWKSKFGYLHKLGMPFIVAESPSGQ 89 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   PWK + AY +TVE+++Y+       GLG  L   L+   +A G K ++AVI  
Sbjct: 90  VLGYALVSPWKQKRAYRYTVENSIYLGAASTGKGLGPALLQELIDRSKAAGLKEMIAVIA 149 
 
Query: 128 LPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
               + S+ +HE  G+T  G +   GYK   W      QR  + 
Sbjct: 150 DKGAEASITMHENFGFTEIGRMGRVGYKFERWLGTVLMQRSLK 192 
 
 
>ref|YP_002637715.1| acetyltransferase [Salmonella enterica subsp. enterica serovar 
           Paratyphi C strain RKS4594] 
 gb|ACN46274.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Paratyphi C strain RKS4594] 
          Length = 171 
 
 Score = 94.7 bits (234), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 64/170 (37%), Positives = 89/170 (52%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD AA+ +I NH  + T+T+ N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCAAITEIYNHAVLHTATIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVVAG A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA 
Sbjct: 59  NGVVAGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+RLH +LG+T    +   G K G W D+ F Q   +  A P 
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168 
 
 
>ref|YP_003695517.1| phosphinothricin acetyltransferase [Starkeya novella DSM 506] 
 gb|ADH90898.1| Phosphinothricin acetyltransferase [Starkeya novella DSM 506] 
          Length = 194 
 
 Score = 94.7 bits (234), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 59/172 (34%), Positives = 88/172 (51%), Gaps = 7/172 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEGVV 68 
           +R A   DMAAV +I  H++      F   P +  E       + D   P+LVAE+EG + 
Sbjct: 18  VRDAREEDMAAVTEIYAHHVLNGLATFEEVPPSLAEMSRRRAAILDLNLPYLVAEIEGRI 77 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G +YA  ++ R AY +TVE+++Y++   QR G+GS L   L+    +  ++ ++AVIG  
Sbjct: 78  VGYSYATSYRPRPAYRYTVENSIYIAPGQQRRGIGSALLDALIARCSSGPWRQMLAVIGD 137 
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Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPP 174 
             N  S+ +H   G+   GTL   G+K G W D    QR        LPA P 
Sbjct: 138 SGNAGSLAVHRRAGFQPVGTLSCVGFKFGRWVDTVLMQRPLGEGSATLPASP 189 
 
 
>ref|YP_002943389.1| phosphinothricin acetyltransferase [Variovorax paradoxus S110] 
 gb|ACS18123.1| Phosphinothricin acetyltransferase [Variovorax paradoxus S110] 
          Length = 174 
 
 Score = 94.7 bits (234), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 58/161 (36%), Positives = 87/161 (54%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           + IRP+   D+AA+  I  H++ T T  F TE P          + L    P+LVAE +G 
Sbjct: 3   LTIRPSRDQDIAAITAIYAHHVLTGTGTFETEAPSAADMAARRADVLGKNLPYLVAEEDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AY   +K R AY ++ E ++Y+S   +  GLG+ L   L ++ EA G + ++AVI 
Sbjct: 63  EVLGFAYCNWFKPRPAYRFSAEDSIYMSEAARGKGLGAQLLAALSQAAEAVGVRKLIAVI 122 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  SV +H + G+T  G L+  G+K G W DV   ++ 
Sbjct: 123 GDSANAGSVGVHRSQGFTHVGVLKDCGWKFGQWRDVVLMEK 163 
 
 
>ref|YP_813066.1| sortase related acyltransferase [Lactobacillus delbrueckii subsp. 
           bulgaricus ATCC BAA-365] 
 gb|ABJ58628.1| Sortase related acyltransferase [Lactobacillus delbrueckii subsp. 
           bulgaricus ATCC BAA-365] 
          Length = 190 
 
 Score = 94.7 bits (234), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 55/176 (31%), Positives = 90/176 (51%), Gaps = 10/176 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+R A   D   + +I   Y+E + + F  +     E+ + + +    YP+LVA  +G  
Sbjct: 4   LELRRANVGDAERLLEIYAPYVEKTAITFEDKVPPIGEFQNRILKTLRIYPYLVALKDGK 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYD +VE ++YV    +   +G  LY  +   ++ QGF ++ A I  
Sbjct: 64  IVGYAYASAFKERAAYDHSVELSIYVDANVRHQHVGRFLYDAIEDCLKKQGFLNLNACIA 123 
 
Query: 128 LP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173 
            P       +D S+R HE LGY   G     GYK G W+D+ + ++   +  +PAP 
Sbjct: 124 APIGEDPYLDDNSIRFHEHLGYKFVGRFHQCGYKFGRWYDMVWMEKMLGEHTVPAP 179 
 
 
>ref|YP_001570427.1| hypothetical protein SARI_01387 [Salmonella enterica subsp. 
           arizonae serovar 62:z4,z23:-- str. RSK2980] 
 gb|ABX21285.1| hypothetical protein SARI_01387 [Salmonella enterica subsp. 
           arizonae serovar 62:z4,z23:--] 
          Length = 172 
 
 Score = 94.7 bits (234), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 63/174 (36%), Positives = 86/174 (49%), Gaps = 5/174 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTV--NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD AA+ +I NH +  +    N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCAAITEIYNHAVLNTAAIWNDRTVDTDNRLAWYETRQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVV G A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA 
Sbjct: 59  NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVA 118 
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Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            I   N  S+RLH ALG+T    +   G K G W D+ F Q   +  A P   R 
Sbjct: 119 GIESQNAASIRLHHALGFTVTAQMPQVGVKFGRWLDLTFMQLQLDERAAPDVCR 172 
 
 
>ref|YP_004155971.1| phosphinothricin acetyltransferase [Variovorax paradoxus EPS] 
 gb|ADU37860.1| Phosphinothricin acetyltransferase [Variovorax paradoxus EPS] 
          Length = 173 
 
 Score = 94.4 bits (233), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 59/161 (36%), Positives = 85/161 (52%), Gaps = 2/161 (1%) 
 
Query: 16  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GVVAGIAY 73 
           A   A+  I+N  I TST  +  +P+TP+  +     +  + +P + AE E G + G A  
Sbjct: 10  AHAGAILAILNDAIVTSTALYDYKPRTPENMVAWFATKRANGFPVIGAEDENGKLLGFAS 69 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
            G ++A  AY +TVE +VYV   H+  GLG TL   ++    A+    +V  I   N  S 
Sbjct: 70  YGSFRAFPAYKYTVEHSVYVEAGHRGAGLGRTLMEAIIAEAIARDVHVMVGAIDAANAGS 129 
 
Query: 134 VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           + LHE LG+   GT+R AG+K G W DV F+QR    P  P 
Sbjct: 130 IGLHERLGFEHSGTVRQAGFKFGRWLDVAFYQRILATPLNP 170 
 
 
>ref|YP_002744002.1| acetyltransferase (GNAT) family protein [Streptococcus equi 
subsp. 
           zooepidemicus] 
 emb|CAW98359.1| acetyltransferase (GNAT) family protein [Streptococcus equi subsp. 
           zooepidemicus] 
          Length = 193 
 
 Score = 94.4 bits (233), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 62/177 (35%), Positives = 81/177 (45%), Gaps = 10/177 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD   + DI   Y+E + V F     +  E+   L  +   YP LV E EG +  
Sbjct: 4   IRLATLADAKTLLDIYRPYVEETAVTFEYTVPSLTEFERRLSDIMVFYPCLVVEEEGGIL 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  + AR AY W+ E T+Y++   +  GLGS LY  L   ++  G  +  A I  P 
Sbjct: 64  GYAYASRFHARAAYAWSAEVTIYLAQEARGRGLGSALYHRLEGYLKGMGILNCNACIASP 123 
 
Query: 130 -------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPV 177 
                   + S   HE LGY   G    +GYK   W D+  W      E    PRPV 
Sbjct: 124 AHATPYLTNSSQAFHEKLGYRLVGRFHQSGYKFNQWFDM-IWMEKLLGEHDVRPRPV 179 
 
 
>ref|YP_004255451.1| Phosphinothricin acetyltransferase [Deinococcus proteolyticus 
MRP] 
 gb|ADY25834.1| Phosphinothricin acetyltransferase [Deinococcus proteolyticus MRP] 
          Length = 178 
 
 Score = 94.4 bits (233), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 67/172 (38%), Positives = 94/172 (54%), Gaps = 7/172 (4%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAE 63 
           PV IRPATAAD+ A+ DI NH +  +T  +   P   Q+ +EW    +R  + +P LVAE 
Sbjct: 4   PVSIRPATAADLPAILDIYNHAVLHTTATYDHTPVSLQSREEWFAGRQR--EGFPVLVAE 61 
 
Query: 64  VEG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            +G  V G A  GP++ +  Y  TVE +VY+S   Q  GLG  L   L+     +G+  + 
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Sbjct: 62  DDGGAVVGWASYGPFRPKLGYSRTVEHSVYLSPAAQGQGLGGQLLEALIAQATTEGYHLM 121 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAP 173 
           + V+   ND S+R HE  G++  G L  AG+K G W D  F  R   E+ AP 
Sbjct: 122 IGVVDAENDGSLRFHERHGFSEAGRLPQAGHKFGRWLDATFVVRRLQEMDAP 173 
 
 
>ref|NP_419751.1| phosphinothricin N-acetyltransferase [Caulobacter crescentus CB15] 
 gb|AAK22919.1| phosphinothricin N-acetyltransferase [Caulobacter crescentus CB15] 
          Length = 180 
 
 Score = 94.4 bits (233), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 59/159 (37%), Positives = 82/159 (51%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR +T AD+ A+  I    +      F   P    E     +   DR  P+LVAE+ G V 
Sbjct: 2   IRASTDADIPAITAIYGWNVLNGLGTFEEVPPDAAEMARRRQGFLDRGLPYLVAELNGKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YAGP++ R AY +TVE +VYVS      G+G  L + L+ + E  G + + AVIG  
Sbjct: 62  VGYCYAGPFRLRAAYRYTVEDSVYVSPEAVGAGVGKALLSALISACEDLGVRQMCAVIGD 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH ALG+  +G     G+K G W D+ + QR 
Sbjct: 122 SGNAASIGLHAALGFEKKGVFPDMGHKFGRWVDLVWMQR 160 
 
 
>ref|ZP_06703408.1| phosphinothricin N-acetyltransferase [Xanthomonas fuscans subsp. 
           aurantifolii str. ICPB 11122] 
 gb|EFF45047.1| phosphinothricin N-acetyltransferase [Xanthomonas fuscans subsp. 
           aurantifolii str. ICPB 11122] 
          Length = 179 
 
 Score = 94.4 bits (233), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 59/176 (33%), Positives = 84/176 (47%), Gaps = 3/176 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+E+R     D+  +  I    I          P   +        +   YP+LVAE++G 
Sbjct: 2   PLELRAVRNTDIPTITAIYAEQIAGVNTYEYKAPSLDEMRARVSAIVDAGYPYLVAELDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VVAG AYA  ++AR  Y WTVE+++Y++   Q  G+G  L   L+   E +GF+ ++AVI 
Sbjct: 62  VVAGYAYASAFRARAGYRWTVENSIYLAAAMQGRGIGKALLGELIAVCEQRGFRQMIAVI 121 
 
Query: 127 GLPNDPSVR-LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179 
           G   + + R LHE  G+   G     G KHG W D    QR       APP    P 
Sbjct: 122 GDAGNLASRHLHERFGFRTVGVFNGIGRKHGRWLDGMQMQRALGSGDTAPPSDENP 177 
 
 
>ref|ZP_03398208.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato T1] 
 ref|ZP_07229851.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato Max13] 
 ref|ZP_07250895.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato K40] 
 ref|ZP_07258977.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato NCPPB 1108] 
 gb|EEB58743.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato T1] 
          Length = 179 
 
 Score = 94.4 bits (233), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 59/161 (36%), Positives = 83/161 (51%), Gaps = 2/161 (1%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEG 66 
           + +R A   DM AV  I   ++     +F  EP T  E ++   + L    P+LVAE    
Sbjct: 5   LTLRDARDDDMPAVQAIYADHVLHGISSFELEPPTLAELLERRSQVLAKGLPYLVAERAK 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y  P++ R AY +TVE +VYV      LG+G  L + L+K  E  G++ ++AVI 
Sbjct: 65  EVVGYGYVTPYRPRAAYRFTVEDSVYVRDGMGGLGIGQALLSELIKRCETGGWRQMIAVI 124 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+RLHE LG+   G   +  +KHG W D    QR 
Sbjct: 125 GNSENIASLRLHERLGFGRVGVFESVEFKHGRWVDTVLMQR 165 
 
 
>ref|YP_002746939.1| acetyltransferase (GNAT) family protein [Streptococcus equi 
subsp. 
           equi 4047] 
 emb|CAW94759.1| acetyltransferase (GNAT) family protein [Streptococcus equi subsp. 
           equi 4047] 
          Length = 193 
 
 Score = 94.4 bits (233), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 64/178 (35%), Positives = 82/178 (46%), Gaps = 12/178 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT AD  A+ DI   Y+E + V F     +  E+   L  +   YP LV E EG +  
Sbjct: 4   IRLATLADAKALLDIYRPYVEETAVTFEYTVPSLTEFERRLSDIMVFYPCLVVEEEGGIL 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-- 127 
           G AYA  + AR AY W+ E T+Y++   +  GLGS LY  L   ++  G  +  A I    
Sbjct: 64  GYAYASRFHARAAYAWSAEVTIYLAQEARGRGLGSALYHRLEGYLKGMGILNCNACIAST 123 
 
Query: 128 ------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPV 177 
                 L N   V  HE LGY   G    +GYK   W D+  W      E    PRPV 
Sbjct: 124 AHATPYLTNSSQV-FHEKLGYRLVGRFHQSGYKFNQWFDM-IWMEKLLGEHDVRPRPV 179 
 
 
>gb|ADW05103.1| Phosphinothricin acetyltransferase [Streptomyces flavogriseus ATCC 
           33331] 
          Length = 192 
 
 Score = 94.0 bits (232), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 57/166 (34%), Positives = 87/166 (52%), Gaps = 8/166 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP--WLVAEVE 65 
           +++RP   AD+ A+ DI NHY+  + + F T   TP+E +  L    +  P   LVA    
Sbjct: 7   LQVRPGVEADLEALTDIYNHYVRETVLTFDTVAFTPEERLPWLRSHPEDGPHRLLVALDP 66 
 
Query: 66  GV------VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           G       V G A + P++ + AY  +VE +VY +      G+G+ LY  L +++  +   
Sbjct: 67  GTRQNAPHVLGYATSSPYRPKAAYSTSVEVSVYCAPGATGRGVGTLLYRTLFEALADEDL 126 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
               A I LPN+PSVRLHEA G+   GT    G K G + DV +++ 
Sbjct: 127 HRAYAAIALPNEPSVRLHEAFGFRLVGTYGEVGRKLGRYLDVSWYE 172 
 
 
>ref|ZP_08156293.1| phosphinothricin acetyltransferase [Rhodococcus equi ATCC 33707] 
 gb|EGD22477.1| phosphinothricin acetyltransferase [Rhodococcus equi ATCC 33707] 
          Length = 162 
 
 Score = 94.0 bits (232), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 83/159 (52%), Gaps = 5/159 (3%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+  + +I N  I  +T        +    + W+DD  R  + +P LVA+V+G 
Sbjct: 3   IRDATTGDLPGILEIHNEAIANTTAIWDETLADLDERRRWLDD--RRANGFPVLVADVDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  G W+A++ Y +TVE++VYV   H R G+ + L T L++   A G   +VA + 
Sbjct: 61  AVAGYASYGVWRAKSGYRYTVENSVYVHVDHHRRGIATALMTALIERARAGGIHVIVASV 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S+ LHE  G+     +   G K G W D+ + Q 
Sbjct: 121 ESSNTTSIALHERFGFRIVAQMPEVGRKFGRWLDMTYLQ 159 
 
 
>emb|CBK97049.1| Sortase and related acyltransferases [Eubacterium siraeum 70/3] 
          Length = 172 
 
 Score = 94.0 bits (232), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 52/161 (32%), Positives = 84/161 (52%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR AT  D   +  I ++YI  + V +  +  + +++   +E+   +YP++VAE +G  
Sbjct: 4   IEIRTATPFDAEELLGIYSYYIINTAVTYEIDVPSAEDFRRRIEKTLKKYPYIVAERDGR 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG +K R AY+ + E+++YV    +R G G+ LY  L K +   G ++  A I  
Sbjct: 64  IMGYAYAGVFKDRAAYERSAETSIYVDVNEKRHGTGTALYRELEKRLADMGVRNAYACIA 123 
 
Query: 128 -------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                    N  S+R HE  GYT  GT      K G  +D+ 
Sbjct: 124 STDKDDEYLNHDSIRFHEKQGYTLVGTFHKCADKFGREYDM 164 
 
 
>ref|ZP_04589637.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           oryzae str. 1_6] 
          Length = 209 
 
 Score = 94.0 bits (232), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 60/169 (35%), Positives = 84/169 (49%), Gaps = 2/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   DM AV  I   ++     +F  EP +  E +    + L    P+LVAE  G V 
Sbjct: 37  LRDALDDDMPAVQTIYADHVLHGISSFELEPPSLAELLQRRAQVLAKGLPYLVAEHAGEV 96 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  Y  P++ R AY +TVE +VYV      LG+G  L   L+K  E  G++ ++AVIG  
Sbjct: 97  VGYGYVTPYRPRPAYRFTVEDSVYVRAGMGGLGIGHALLGELIKRCETGGWRQMIAVIGN 156 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
             N  S+RLHE + +   G   + G+KHG W D    QR     +  RP 
Sbjct: 157 SENIASLRLHERMDFRRVGVFESVGFKHGRWVDTVLMQRALGDGSCSRP 205 
 
 
>ref|YP_427494.1| GCN5-related N-acetyltransferase [Rhodospirillum rubrum ATCC 11170] 
 gb|ABC23207.1| GCN5-related N-acetyltransferase [Rhodospirillum rubrum ATCC 11170] 
          Length = 195 
 
 Score = 94.0 bits (232), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 63/166 (37%), Positives = 88/166 (53%), Gaps = 8/166 (4%) 
 
Query: 8   VEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVE 65 
           + IRPA   D A A+  I   Y+ TST  F   P +  +    L  L +  YP LVAE   
Sbjct: 4   LTIRPARPDDDALAIQAIYAPYVLTSTATFENVPPSVDDMAGRLRTLVEGGYPVLVAEES 63 
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Query: 66  GV-----VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           G      + G AYAGP+  R AY  T+E+++YV  + +R G+G+ L T LL     +GF+ 
Sbjct: 64  GEGAPPRIVGYAYAGPYHKRPAYRATLENSIYVDSQCRRGGVGAALMTRLLAEAAERGFR 123 
 
Query: 121 SVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            V+AVIG   N  S + H   G+   G + A G+K G W DV ++Q 
Sbjct: 124 QVIAVIGDADNTASRQFHLRQGFREAGMIAAVGWKFGRWLDVFYYQ 169 
 
 
>ref|ZP_04560308.1| yceA [Citrobacter sp. 30_2] 
 gb|EEH94351.1| yceA [Citrobacter sp. 30_2] 
          Length = 178 
 
 Score = 94.0 bits (232), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 55/163 (33%), Positives = 94/163 (57%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           ++I  A    + A+ DI  H++   T +F T+P    E +  LE+++    PW+VA  E  
Sbjct: 1   MKIVNAEEKHILAIRDIYAHHVLHGTGSFETDPPDAHEMLARLEKIRSLGLPWVVALQED 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY +T+E ++Y++   QR G+G  L  H++   EAQG++ ++A++ 
Sbjct: 61  KVIGYCYLTRYRERYAYRYTLEDSIYIAPTAQRQGVGKALLRHVIGWAEAQGYRQLIAIV 120 
 
Query: 127 GLPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G  N+  S+++H+  G+T  GTL+  G+KHG W D    QR+  
Sbjct: 121 GDSNNQGSLKVHQQAGFTQIGTLKNIGFKHGLWLDTVLLQRNL 163 
 
 
>ref|ZP_04776030.1| phosphinothricin N-acetyltransferase [Gemella haemolysans ATCC 
           10379] 
 gb|EER69121.1| phosphinothricin N-acetyltransferase [Gemella haemolysans ATCC 
           10379] 
          Length = 167 
 
 Score = 94.0 bits (232), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 46/160 (28%), Positives = 80/160 (50%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR     D   + +I   Y+E + + F     +  E+ + + +   RYP+LVA      
Sbjct: 2   INIRTVELEDAEQLVNIYRPYVEHTAITFDYTVPSVHEFEEKISKSIQRYPFLVATEGND 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +  ++AY WT E T+Y+  + +  G+G  LY+ L K +  +G   + + I  
Sbjct: 62  ILGYAYASEFYPKDAYKWTAEITIYLDEKARGKGVGEKLYSELEKQLYDRGICRLTSCIA 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
            P++ S+  HE  G+         GYK   W+DV ++Q+D 
Sbjct: 122 YPDEGSISFHEKRGFRKVAHFEKVGYKFNRWYDVVWYQKD 161 
 
 
>ref|YP_003766391.1| acetyltransferase [Amycolatopsis mediterranei U32] 
 gb|ADJ45989.1| acetyltransferase [Amycolatopsis mediterranei U32] 
          Length = 162 
 
 Score = 94.0 bits (232), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 57/160 (35%), Positives = 80/160 (50%), Gaps = 3/160 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I  AT AD   +  +   Y   S V F T P T ++W   +   +  +P+LV    G V  
Sbjct: 4   IAEATEADAEGIAAVFAPYATDSVVTFETTPPTAEQWRAKIR--ESAWPFLVLAEAGEVL 61 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A A PW+ + AY ++VE+T+Y++ +    G G  L   LLK     G +  +AVI    
Sbjct: 62  GYALAAPWRPKPAYRFSVETTIYLAPQAAGRGHGRRLLDELLKRCGDAGARQAIAVIVDS 121 
 
Query: 130 NDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            +P S RLH A G+T  G LR  G+KH  W D    QR+  
Sbjct: 122 GNPASQRLHAAAGFTDAGVLRGVGFKHDRWLDTLLMQREL 161 
 
 
>ref|ZP_06492287.1| putative phosphinothricin N-acetyltransferase [Xanthomonas 
           campestris pv. musacearum NCPPB4381] 
          Length = 173 
 
 Score = 93.6 bits (231), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 57/161 (35%), Positives = 82/161 (50%), Gaps = 1/161 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PVE+R    AD+ A+  I    I        + P   +        +   +P+LVAE++G 
Sbjct: 2   PVELRAVRDADIPAITAIYADQICGVNTYEYSAPSLDEMRARVSAIVDAGHPYLVAELDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AY   ++AR  Y WTVE+++Y++   Q  G+G  L   L+   E +GF+ ++AVI 
Sbjct: 62  AVAGYAYVSAFRARAGYRWTVENSIYLAAAMQGRGIGKALLGELIAVCEQRGFRQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S +LHE  G+   G L   G KHG W D    QR 
Sbjct: 122 GDAGNLASRQLHERFGFRTVGVLTGIGRKHGRWLDGVQMQR 162 
 
 
>ref|YP_003518666.1| Pat [Pantoea ananatis LMG 20103] 
 gb|ADD75538.1| Pat [Pantoea ananatis LMG 20103] 
          Length = 223 
 
 Score = 93.6 bits (231), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 56/161 (34%), Positives = 84/161 (52%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EI  A  + + A+  I  H++   T +F   P    E    LE+L+    PW VA  EG 
Sbjct: 51  MEIILAEDSHVPAIQQIYAHHVLQGTGSFEIVPPDEAEIASRLEKLRAAGLPWFVALSEG 110 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY +T+E ++Y++   Q  G+G  L  H +   E++GF+ +V  + 
Sbjct: 111 QVCGYCYLSFYRPRYAYRFTLEDSLYIAPAFQGKGIGKRLLAHAIHWAESRGFRQMVGNV 170 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH A G+T  GTL + G+KHG W D    QR 
Sbjct: 171 GDSANVASIALHRAAGFTVTGTLTSVGFKHGRWLDTVLMQR 211 
 
 
>emb|CBL38504.1| Sortase and related acyltransferases [butyrate-producing bacterium 
           SSC/2] 
          Length = 185 
 
 Score = 93.6 bits (231), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 56/163 (34%), Positives = 86/163 (52%), Gaps = 10/163 (6%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66 
           +E+R AT  D   + +I  +Y+E + + F  E  +  E+   +++    YP+L A V+G  
Sbjct: 1   MEVRLATPQDAEELLEIYRYYVEHTAITFEYETPSITEFRQRIKQTLKCYPYLAA-VDGH 59 
 
Query: 67  -VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             + G AYA  +K R AYDW+VE+T+YV    +R G+G  LY  L + +  Q   ++ A  
Sbjct: 60  RKIVGYAYASSFKNRAAYDWSVETTIYVDKDVKRQGIGKKLYEALEEILRKQHVINLDAC 119 
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Query: 126 IGLP-------NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           I  P          SV+ HE LGY   G    +GYK G W+D+ 
Sbjct: 120 ITDPEIEDEYVTKNSVQYHEHLGYHMVGKFYKSGYKFGRWYDM 162 
 
 
>ref|YP_002548913.1| Phosphinothricin acetyltransferase [Agrobacterium vitis S4] 
 gb|ACM35907.1| Phosphinothricin acetyltransferase [Agrobacterium vitis S4] 
          Length = 168 
 
 Score = 93.6 bits (231), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 58/155 (37%), Positives = 85/155 (54%), Gaps = 5/155 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+AA+ +I NH +E +T  +     +    + W++ L R +  +P LVAEV+G 
Sbjct: 7   IRDATEADLAAIVEIYNHAVEHTTAIWNEALIDVDNRRAWLE-LRRARG-FPVLVAEVDG 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  G W++ + Y  TVE +VY+   H+  GLG  L   L++  +A     ++A I 
Sbjct: 65  RVAGYASYGDWRSFDGYRHTVEHSVYIDKDHRGAGLGKALMLALIERAKAGNVHVMIAAI 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
              N  S+ LHE LG+   G  R  G K G W D+ 
Sbjct: 125 EAGNAASIALHEKLGFHLVGIHREVGTKFGRWLDL 159 
 
 
>gb|EFZ06201.1| putative acyltransferase [Salmonella enterica subsp. enterica 
           serovar Choleraesuis str. A50] 
          Length = 171 
 
 Score = 93.6 bits (231), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 63/170 (37%), Positives = 88/170 (51%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD AA+ +I NH  + T+ + N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCAAITEIYNHAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVVAG A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA 
Sbjct: 59  NGVVAGYASFGDWRSFDGFRYTVEHSVYVHLAHQGKGLGRKLLSRLIDEARRCGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+RLH +LG+T    +   G K G W D+ F Q   +  A P 
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168 
 
 
>ref|ZP_07603383.1| Phosphinothricin acetyltransferase [Streptomyces violaceusniger 
Tu 
           4113] 
 gb|EFN20884.1| Phosphinothricin acetyltransferase [Streptomyces violaceusniger Tu 
           4113] 
          Length = 184 
 
 Score = 93.6 bits (231), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 70/177 (39%), Positives = 86/177 (48%), Gaps = 12/177 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV---- 64 
           IR AT  D+ A+  I +HY+  + V F   P T  +W   L  L DR  P+LVAEV     
Sbjct: 8   IRDATHTDLGAIAAIFSHYVTETVVTFEEVPPTVDDWARRLAELTDRGLPFLVAEVPEVA 67 
 
Query: 65  ---EG---VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
              EG    V G AYAGPW+ + AY  T E  +Y++      GLG+ L   LL      G 
Sbjct: 68  EVAEGAGRTVVGYAYAGPWRPKPAYRHTAEDAIYLAPGRTGAGLGAALLGALLTHCAEAG 127 
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Query: 119 FKSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            + VVAVI    +D S  LH   G+T  G L   G KHG W D    QRD    A P 
Sbjct: 128 VRQVVAVIADSGSDASAALHRRFGFTPAGKLAGVGRKHGRWIDTHLMQRDLTTGANP 184 
 
 
>ref|YP_468767.1| phosphinothricin acetyltransferase (antibiotic resistance) protein 
           [Rhizobium etli CFN 42] 
 gb|ABC90040.1| probable phosphinothricin acetyltransferase (antibiotic resistance) 
           protein [Rhizobium etli CFN 42] 
          Length = 171 
 
 Score = 93.6 bits (231), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 58/158 (36%), Positives = 79/158 (50%), Gaps = 5/158 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
            V +R AT AD+ A+ DI NH +E +T      R + +  +EW+    R    +P +VAE 
Sbjct: 4   AVLLRDATEADLPAIRDIYNHAVEHTTAIWNETRVDLENRREWLS--ARKGRGFPVVVAE 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G VAG A  G W+A   Y  TVE +VYV   H+  G+G  L   L+    A     ++ 
Sbjct: 62  RSGKVAGYASYGDWRAFEGYRHTVEHSVYVDKDHRGAGIGEALMRELIARAAAANIHVMI 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE LG+   G     G K G W D+ 
Sbjct: 122 AGIEADNTASIRLHEKLGFRIAGRFSEVGTKFGRWLDL 159 
 
 
>ref|ZP_01772202.1| Hypothetical protein COLAER_01204 [Collinsella aerofaciens ATCC 
           25986] 
 gb|EBA39618.1| Hypothetical protein COLAER_01204 [Collinsella aerofaciens ATCC 
           25986] 
          Length = 196 
 
 Score = 93.6 bits (231), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 54/177 (30%), Positives = 88/177 (49%), Gaps = 10/177 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR AT  D  A+  I   Y+  + +    E  + +E+   +ER   RYP+LV E++G    
Sbjct: 9   IRLATPDDAPALLAIYEPYVRQTAITCEYEVPSVEEFAGRIERTLKRYPYLVMELDGRPV 68 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY  P  +R AYDW+VE+++Y++   +  GLG  L+  L + + A G  ++ A+I +P 
Sbjct: 69  GYAYVSPLNSREAYDWSVETSIYLARDVRHGGLGRKLHDALKQCLIAMGITNMCALIAVP 128 
 
Query: 130 NDP--------SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRP 176 
           +D         S   H  +GY   G       K G W+D+ + +      +P  P+P 
Sbjct: 129 HDKDDEYLTHNSQDFHAHMGYRLVGAFDRCAQKFGRWYDMCWMELVLAERVPNQPKP 185 
 
 
>ref|YP_002827727.1| putative GCN5-related N-acetyltransferase [Sinorhizobium fredii 
           NGR234] 
 gb|ACP26974.1| putative GCN5-related N-acetyltransferase [Sinorhizobium fredii 
           NGR234] 
          Length = 185 
 
 Score = 93.2 bits (230), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 51/158 (32%), Positives = 84/158 (53%), Gaps = 2/158 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE-GV 67 
           +R A AAD+ A+ +I    +      +   P +  E       +    YP++ A  E G+ 
Sbjct: 5   LRDAVAADLPAITEIYRESVLNGVATYELTPPSEAEMALRFSTITGSGYPYVAAVDERGI 64 
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Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  ++ R AY + VE ++Y++   +  G+G  L   L++   A GF+ +VAVIG 
Sbjct: 65  VLGYAYAFAFRTRAAYRFLVEDSIYLAPEARGRGIGRALLEELVRRSTALGFRQMVAVIG 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             +  S+ +H A+G+  +GT++A G+KHG W D    Q 
Sbjct: 125 GAHPASIAVHRAVGFAHQGTMKATGFKHGRWLDTAIMQ 162 
 
 
>ref|YP_275243.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           phaseolicola 1448A] 
 gb|AAZ34956.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           phaseolicola 1448A] 
 gb|EFW83894.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           glycinea str. race 4] 
          Length = 179 
 
 Score = 93.2 bits (230), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 58/159 (36%), Positives = 84/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   D+ AV  I   ++     +F  +P +  E +    + L +  P+LVAE+ G V 
Sbjct: 7   LRDACDQDIPAVQAIYADHVLHGISSFELDPPSVAELLQRRAQVLVNGLPYLVAELAGEV 66 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YA P++ R AY +TVE +VYV       G+G  L   L++  E  G++ +VAVIG  
Sbjct: 67  VGYGYATPYRPRPAYRFTVEDSVYVRDGMGGRGIGLALLGELVQRCEQGGWRQMVAVIGN 126 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 127 SENIASLRLHERLGFRRVGVFESVGFKHGRWVDTVLMQR 165 
 
 
>ref|YP_001020299.1| putative phosphinothricin acetyltransferase [Methylibium 
           petroleiphilum PM1] 
 gb|ABM94064.1| putative phosphinothricin acetyltransferase [Methylibium 
           petroleiphilum PM1] 
          Length = 190 
 
 Score = 93.2 bits (230), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 59/161 (36%), Positives = 86/161 (53%), Gaps = 6/161 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWI---DDLERLQDRYPWLVAEVEG 66 
           +RP+ AAD+ A+  +   +    +  F  E  + +E     DD+  L    PWLVAE  G 
Sbjct: 12  LRPSAAADLPALTALYGWHARHGSGTFELEGPSLEEMARRRDDV--LAKGLPWLVAERHG 69 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA P++ R AY + +E ++Y++    R G+G  L   L+   EA G + + AVI 
Sbjct: 70  DLLGYAYAAPFRPRLAYRFALEDSIYLAPHAHRQGVGRALLAELIARCEAWGARQMFAVI 129 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH ALG+   GT+ AAG+K   W DV   QR 
Sbjct: 130 GDSTNAASIGLHRALGFADVGTMHAAGWKFDRWLDVVIMQR 170 
 
 
>gb|ADI99011.1| probable phosphinothricin N-acetyltransferase [Staphylococcus 
           aureus subsp. aureus ED133] 
          Length = 163 
 
 Score = 93.2 bits (230), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 84/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
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           IR A   D+ A+  I N  I  +T  +  EPQT  E +   E  Q ++ P  V E  G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERVAWFETKQRKHEPIFVFEKNGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLHHLIVEAKAKGYRALVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N  S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNKASIQLHQKFAFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>dbj|BAI77989.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 199 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 82/159 (51%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           +R A   DM  V  I   ++     +F  EP + +E +     + D+  P+ VAE +G V 
Sbjct: 27  LRDARDDDMPTVQAIYAEHVLGGISSFELEPPSLEEMLRRRADVLDKGLPYRVAERQGEV 86 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  Y  P++ R  Y +TVE +VYV H    LG+G  L   L++     G++ ++A+IG  
Sbjct: 87  VGYGYVTPYRPRPGYRFTVEDSVYVRHGLGGLGIGQALLGELIEHCVQGGWRQMIAIIGN 146 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 147 SENLASIRLHERLGFHRVGVFESVGFKHGRWVDTVLMQR 185 
 
 
>ref|ZP_05687808.1| acetyltransferase [Staphylococcus aureus A9635] 
 gb|EEV68814.1| acetyltransferase [Staphylococcus aureus A9635] 
          Length = 163 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 54/161 (33%), Positives = 83/161 (51%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  EPQT  E I   E  Q  + P  V E  G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERIAWFETKQRNHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLQHLIAEAKAKGYRALVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N  S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNKASIQLHQKFTFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>ref|ZP_03290892.1| hypothetical protein CLONEX_03111 [Clostridium nexile DSM 1787] 
 gb|EEA81006.1| hypothetical protein CLONEX_03111 [Clostridium nexile DSM 1787] 
          Length = 196 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 53/159 (33%), Positives = 80/159 (50%), Gaps = 7/159 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D   +  I   Y++ + + F  E  T +E+ D +E +  R+P+L AE +G +  
Sbjct: 6   IRIAKPEDAEELLKIYAPYVKHTAITFEYEVPTVEEFRDRIEHILKRHPYLAAERDGELI 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
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           G AYAG +  R A D +VE+ +YV    ++ G+G  LY  L K +  Q   ++ A I    
Sbjct: 66  GYAYAGVFNERAACDRSVETAIYVRQDGRKDGIGRMLYEALEKILSEQNILNLNACIAYV 125 
 
Query: 130 NDP-------SVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           +D        SV  H  +GY   G  R  GYK G W+D+ 
Sbjct: 126 DDDDPYLTKNSVEFHNHMGYRFVGRFRRCGYKFGRWYDL 164 
 
 
>ref|YP_216574.1| putative acyltransferase [Salmonella enterica subsp. enterica 
           serovar Choleraesuis str. SC-B67] 
 gb|AAX65493.1| putative acyltransferase [Salmonella enterica subsp. enterica 
           serovar Choleraesuis str. SC-B67] 
          Length = 171 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 63/170 (37%), Positives = 88/170 (51%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD AA+ +I NH  + T+ + N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCAAITEIYNHAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVVAG A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA 
Sbjct: 59  NGVVAGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+RLH +LG+T    +   G K G W D+ F Q   +  A P 
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168 
 
 
>ref|YP_002363145.1| GCN5-related N-acetyltransferase [Methylocella silvestris BL2] 
 gb|ACK51783.1| GCN5-related N-acetyltransferase [Methylocella silvestris BL2] 
          Length = 195 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           IR A   DMA    I  H++      F   P T  E+       L+   P+L+A ++G + 
Sbjct: 18  IRDADEKDMAPALAIYAHHVLHGLATFEETPPTIGEFAARRAAALEQGLPFLIAALDGTI 77 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G +YA  ++AR AY  T+E +VYV+      G+G+ L   L++  EA  ++ ++AVIG  
Sbjct: 78  VGYSYAAEYRARTAYRHTIEDSVYVAVGLGGRGVGTMLLAALIERCEAGPWRQMIAVIGD 137 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH+ LG+  RGTLR+ G K G W D    QR 
Sbjct: 138 SGNAGSIALHKNLGFAHRGTLRSVGRKLGQWIDTVLMQR 176 
 
 
>ref|YP_041954.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus MRSA252] 
 ref|ZP_05600435.1| acetyltransferase  family protein [Staphylococcus aureus subsp. 
           aureus 55/2053] 
 ref|ZP_05603089.1| acetyltransferase  family protein [Staphylococcus aureus subsp. 
           aureus 65-1322] 
 ref|ZP_05605709.1| acetyltransferase [Staphylococcus aureus subsp. aureus 68-397] 
 ref|ZP_05608333.1| acetyltransferase [Staphylococcus aureus subsp. aureus E1410] 
 ref|ZP_05610981.1| acetyltransferase [Staphylococcus aureus subsp. aureus M876] 
 ref|ZP_06310330.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus C160] 
 ref|ZP_06314711.1| acetyltransferase GNAT family protein [Staphylococcus aureus 
subsp. 
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           aureus Btn1260] 
 ref|ZP_06317645.1| acetyltransferase family protein [Staphylococcus aureus subsp. 
           aureus WW2703/97] 
 ref|ZP_06319883.1| acetyltransferase family protein [Staphylococcus aureus subsp. 
           aureus WBG10049] 
 ref|ZP_06323160.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus M899] 
 ref|ZP_06328823.1| acetyltransferase [Staphylococcus aureus subsp. aureus C427] 
 ref|ZP_06333664.1| acetyltransferase [Staphylococcus aureus subsp. aureus C101] 
 ref|ZP_06376739.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus A017934/97] 
 ref|ZP_06665634.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus 58-424] 
 ref|ZP_06670054.1| acetyltransferase [Staphylococcus aureus subsp. aureus M809] 
 ref|ZP_06672639.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus M1015] 
 ref|ZP_06821729.1| acetyltransferase [Staphylococcus aureus subsp. aureus EMRSA16] 
 ref|ZP_06948037.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus MN8] 
 emb|CAG41588.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus MRSA252] 
 gb|EEV05126.1| acetyltransferase family protein [Staphylococcus aureus subsp. 
           aureus 55/2053] 
 gb|EEV07769.1| acetyltransferase family protein [Staphylococcus aureus subsp. 
           aureus 65-1322] 
 gb|EEV10390.1| acetyltransferase [Staphylococcus aureus subsp. aureus 68-397] 
 gb|EEV12981.1| acetyltransferase [Staphylococcus aureus subsp. aureus E1410] 
 gb|EEV15642.1| acetyltransferase [Staphylococcus aureus subsp. aureus M876] 
 gb|EFB43249.1| acetyltransferase [Staphylococcus aureus subsp. aureus C101] 
 gb|EFB45904.1| acetyltransferase [Staphylococcus aureus subsp. aureus C427] 
 gb|EFB51438.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus M899] 
 gb|EFB54099.1| acetyltransferase family protein [Staphylococcus aureus subsp. 
           aureus WBG10049] 
 gb|EFB56714.1| acetyltransferase family protein [Staphylococcus aureus subsp. 
           aureus WW2703/97] 
 gb|EFB59283.1| acetyltransferase GNAT family protein [Staphylococcus aureus subsp. 
           aureus Btn1260] 
 gb|EFC01855.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus C160] 
 gb|EFC27717.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus A017934/97] 
 gb|EFD96090.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus M1015] 
 gb|EFE26969.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus 58-424] 
 gb|EFF08514.1| acetyltransferase [Staphylococcus aureus subsp. aureus M809] 
 gb|EFG56510.1| acetyltransferase [Staphylococcus aureus subsp. aureus EMRSA16] 
 gb|EFH96620.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus MN8] 
 gb|ADQ76124.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus TCH60] 
 gb|EFU25415.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus CGS00] 
 gb|EGA98300.1| phosphinothricin N-acetyltransferase [Staphylococcus aureus O11] 
 gb|EGB00503.1| phosphinothricin N-acetyltransferase [Staphylococcus aureus O46] 
          Length = 163 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 84/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  EPQT  E +   E  Q ++ P  V E  G V 
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Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERVAWFETKQRKHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLHHLIVEAKAKGYRALVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N  S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNKASIQLHQKFAFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>ref|ZP_06458335.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           aesculi str. NCPPB3681] 
 ref|ZP_06480234.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           aesculi str. 2250] 
          Length = 179 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   D+ AV  I   ++     +F  +P +  E +    + L +  P+LVAE+ G V 
Sbjct: 7   LRDACDQDIPAVQAIYADHVLHGISSFELDPPSVAELLQRRAQVLVNGLPYLVAELAGEV 66 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YA P++ R AY +TVE +VY+       G+G  L   L++  E  G++ +VAVIG  
Sbjct: 67  VGYGYATPYRPRPAYRFTVEDSVYIRDGMGGRGIGLALLGELVQRCEQGGWRQMVAVIGN 126 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 127 SENIASLRLHERLGFRRVGVFESVGFKHGRWVDTVLMQR 165 
 
 
>ref|ZP_07291989.1| GNAT family toxin-antitoxin system, toxin component [Streptomyces 
           hygroscopicus ATCC 53653] 
 gb|EFL20358.1| GNAT family toxin-antitoxin system, toxin component [Streptomyces 
           hygroscopicus ATCC 53653] 
          Length = 172 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 63/154 (40%), Positives = 79/154 (51%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R A   D  A+  I NH IE ST  +   PQ+P E    L    +R    VAE EG  
Sbjct: 11  VAVRRARPGDAEAIRAIRNHAIEHSTALWTQTPQSPAEGAAWLAGHLERGSAFVAEAEGE 70 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG A  GPW+  + Y  TVE +VYV      LG+GS L   L+ S    G + V+A I  
Sbjct: 71  LAGFAVYGPWRELDGYRHTVEDSVYVREDRHGLGIGSALLAALIASAREAGHRVVIADIE 130 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             N PSVRLHE  G+   GT+   G K G W D+ 
Sbjct: 131 AENAPSVRLHERFGFHHVGTVSEVGTKFGRWLDL 164 
 
 
>ref|ZP_05613409.1| phosphinothricin N-acetyltransferase [Faecalibacterium 
prausnitzii 
           A2-165] 
 gb|EEU98245.1| phosphinothricin N-acetyltransferase [Faecalibacterium prausnitzii 
           A2-165] 
          Length = 282 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
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 Identities = 61/179 (34%), Positives = 91/179 (50%), Gaps = 6/179 (3%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA- 62 
           E+    +  AT AD A + DI N Y+   T  F+  P +  E+ D ++  +   P L+A  
Sbjct: 91  EKNLPRLSLATRADAAEILDIYNWYVLHHTATFQVTPSSLPEYEDWVDSTRALIPLLLAR 150 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           + +G + G A A  +  R AYDW VEST+Y +   +  G+G TLY  LL  ++  G+ +V 
Sbjct: 151 DGDGKLLGYACAHRYHPREAYDWAVESTIYCAPDARGFGVGDTLYRALLDILDGMGYWNV 210 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW----QRDFELPAPPRPV 177 
            A++  PN  S R+H  LG+T  G      YK  GW  +  W    +R  E P P  P+ 
Sbjct: 211 YALVADPNPASERIHARLGFTCVGREPHTAYKF-GWLGLSTWWLPLRRGNEKPEPTHPL 268 
 
 
>ref|YP_002419800.1| GCN5-related N-acetyltransferase [Methylobacterium 
chloromethanicum 
           CM4] 
 gb|ACK81872.1| GCN5-related N-acetyltransferase [Methylobacterium chloromethanicum 
           CM4] 
          Length = 204 
 
 Score = 92.8 bits (229), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 56/162 (34%), Positives = 86/162 (53%), Gaps = 4/162 (2%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETS---TVNFRTEPQTPQEWIDDLERLQD-RYP 58 
           P    V IRP++ AD++A+      +I      T +F  E   P E     + ++  R P 
Sbjct: 9   PTHAEVVIRPSSDADVSAMIAKYERHIRKGVGDTGDFEEERLLPDELRRRRKTMRSKRLP 68 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
            LVAE  G +AG AYA P++ R AY + ++ ++YV   H   G+G  L   L+++  A G 
Sbjct: 69  HLVAERGGQIAGYAYAVPFRKRPAYRYALKHSIYVHPDHLHAGIGRRLLPALIEACAAGG 128 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           ++ ++  I   N+ S+RLHE  G+   G L A GYK+G W D 
Sbjct: 129 YRQMIGYIDASNEASLRLHETCGFARVGYLPAIGYKYGRWSD 170 
 
 
>gb|EGC37188.1| hypothetical protein DICPUDRAFT_150275 [Dictyostelium purpureum] 
          Length = 171 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 87/160 (54%), Gaps = 8/160 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA----- 62 
           ++R A   D+ ++ +I + Y+E     F  E  +  E +   + +  + YP++VA      
Sbjct: 4   KLRAANEGDIKSIQEIYSFYVEFEICTFEEEIPSEDEILKRYKSITGNGYPYIVATTKSA 63 
 
Query: 63  -EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
            E    V G AYA  ++ R AY +TVE ++Y+S  ++ LG+G  L + L+K  + +G+K  
Sbjct: 64  DESSETVVGYAYASAFRPRIAYRYTVEDSIYISKDYKGLGVGKLLLSELIKLCKEKGYKQ 123 
 
Query: 122 VVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           +VAVI G  N  S+ LHE LG+  +  L+  G+K   + D 
Sbjct: 124 MVAVIGGFENVGSIVLHEKLGFGNKSHLKDVGFKFDKFID 163 
 
 
>ref|YP_004153949.1| phosphinothricin acetyltransferase [Variovorax paradoxus EPS] 
 gb|ADU35838.1| Phosphinothricin acetyltransferase [Variovorax paradoxus EPS] 
          Length = 174 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 57/171 (33%), Positives = 89/171 (52%), Gaps = 2/171 (1%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           + IRP+   D+AA+  I  H++   T  F TE P          + L    P+LVAE +G 
Sbjct: 3   LSIRPSRDDDVAAITAIYAHHVLHGTGTFETEAPSATDMAARRADVLSKNLPYLVAEEDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AY   +K R AY ++ E ++Y++   +  GLG+ L   L ++ EA G + ++AVI 
Sbjct: 63  EVLGFAYCNWFKPRPAYRFSAEDSIYMAQSARGKGLGAKLLAALSQAAEAVGVRKLIAVI 122 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           G   N  SV +H + G+T  G L+  G+K G W DV   ++     +  +P 
Sbjct: 123 GDSANAGSVGVHRSQGFTHVGVLKDCGWKFGEWRDVVLMEKVLGEGSTTKP 173 
 
 
>ref|YP_970241.1| GCN5-related N-acetyltransferase [Acidovorax avenae subsp. citrulli 
           AAC00-1] 
 gb|ABM32467.1| GCN5-related N-acetyltransferase [Acidovorax citrulli AAC00-1] 
          Length = 197 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 57/168 (33%), Positives = 89/168 (52%), Gaps = 2/168 (1%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPW 59 
           +S  RR   IRP+   D+ A+  I  H++   T  F T+P +  +       +  R  P+ 
Sbjct: 19  ISTSRRMPNIRPSRDEDLPAITAIYAHHVLHGTGTFETDPPSATDMAARRADVLARGLPY 78 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVAE +  + G AYA  +K R AY ++ E ++YV+   +  G+G  L   L  + EA G  
Sbjct: 79  LVAEEQEEILGFAYANWFKPRPAYRFSAEDSIYVADAARGRGVGRLLLDALCGAAEAAGV 138 
 
Query: 120 KSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           + ++AVIG   N  SV +H A G+T  G +R+ G+K G W DV   ++ 
Sbjct: 139 RKLLAVIGDSANAGSVGVHRAAGFTEIGVMRSVGWKFGAWRDVVLMEK 186 
 
 
>ref|ZP_07735846.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
           lactoaceticus 6A] 
 gb|EFR13676.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
           lactoaceticus 6A] 
          Length = 161 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 48/158 (30%), Positives = 81/158 (51%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D+  +  I N+ +  ST  F   P+T ++++  L+   ++YP  VAE     
Sbjct: 1   MNIRKATISDIPDLLYIYNYEVLNSTSTFDIHPKTTEDFLKLLDSHSNKYPIYVAEENST 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  Y  P+  + AY  TVE T+Y+   H+  G+G  +   LL+  +  G  +++A +  
Sbjct: 61  ILGYGYLSPFSEKEAYSITVEDTIYIHPLHRGKGIGKQILKFLLERAKDTGAANIIAKVC 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ LH++ G+   G L   G K G + DV   Q 
Sbjct: 121 AENYISLHLHKSFGFVEVGKLIKVGSKFGRFLDVIILQ 158 
 
 
>ref|ZP_06586877.1| conserved hypothetical protein [Streptomyces roseosporus NRRL 
           15998] 
 gb|EFE77338.1| conserved hypothetical protein [Streptomyces roseosporus NRRL 
           15998] 
          Length = 212 
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 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 65/169 (38%), Positives = 86/169 (50%), Gaps = 3/169 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64 
           +PV IRPA  AD+ AV +I  HY+  + + F   P     W   L+ L  R  P+LV E+ 
Sbjct: 37  KPV-IRPAVPADLDAVAEIYTHYVRHTVITFEENPPPVAAWHQRLDDLAARDLPFLVVEL 95 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G AYA PW+ + AY  TVE+++Y++      GLG  L   LL +      + ++A 
Sbjct: 96  SGEVVGYAYAAPWRPKPAYRNTVENSIYLAPGRTGRGLGGALLEALLTACAGTHVRQMIA 155 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172 
           VI     D S  LH   G+T  G L A GYKH  W D    QR    PA 
Sbjct: 156 VIADAGTDTSAALHRRYGFTDAGRLTAVGYKHDRWIDTLLMQRTLGHPA 204 
 
 
>ref|NP_647266.1| hypothetical protein MW2449 [Staphylococcus aureus subsp. aureus 
           MW2] 
 ref|YP_044528.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus MSSA476] 
 ref|ZP_06926043.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus ATCC 51811] 
 ref|ZP_07128111.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus TCH70] 
 dbj|BAB96314.1| MW2449 [Staphylococcus aureus subsp. aureus MW2] 
 emb|CAG44230.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus MSSA476] 
 gb|EFH24721.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus ATCC 51811] 
 gb|EFK83377.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus TCH70] 
          Length = 163 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 84/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  EPQT  E +   E  Q ++ P  V E  G V 
Sbjct: 2   IRYAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERVAWFETKQRKHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLHHLIVEAKAKGYRALVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N  S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNKASIQLHQKFAFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>ref|YP_001923646.1| GCN5-related N-acetyltransferase [Methylobacterium populi BJ001] 
 gb|ACB79111.1| GCN5-related N-acetyltransferase [Methylobacterium populi BJ001] 
          Length = 204 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 58/157 (36%), Positives = 89/157 (56%), Gaps = 4/157 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETS---TVNFRTEPQTPQEWIDDLERLQD-RYPWLVAE 63 
           V IRP++ AD+AA+  I   +I      T +F  E   P+E     + ++  R P LVAE 
Sbjct: 14  VVIRPSSDADVAAMIAIYERHIRKGVGDTGDFEEERLLPEELRRRRKTMRSKRLPHLVAE 73 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G +AG AYA P++ R AY + ++ ++YV   H   G+G  L   L+++  A G++ ++ 
Sbjct: 74  RDGQIAGYAYAVPFRKRPAYRYALKHSIYVHPDHLHAGIGRRLLPALIEACAAGGYRQMI 133 
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Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             I   N+ S+RLHEA G+   G L A GYK+G W D 
Sbjct: 134 GYIDASNEASLRLHEACGFARVGYLPAIGYKYGRWSD 170 
 
 
>ref|ZP_07005548.1| GCN5-related N-acetyltransferase [Pseudomonas savastanoi pv. 
           savastanoi NCPPB 3335] 
 gb|EFH99095.1| GCN5-related N-acetyltransferase [Pseudomonas savastanoi pv. 
           savastanoi NCPPB 3335] 
          Length = 179 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   D+ AV  I   ++     +F  +P +  E +    + L +  P+LVAE+ G V 
Sbjct: 7   LRDACDQDIPAVQAIYADHVLHGISSFELDPPSVAELLQRRAQVLVNGLPYLVAELAGEV 66 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YA P++ R AY +TVE +VY+       G+G  L   L++  E  G++ +VAVIG  
Sbjct: 67  VGYGYATPYRPRPAYRFTVEDSVYIRDGMGGRGIGLALLGELVQRCEQGGWRQMVAVIGN 126 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 127 SENIASLRLHEHLGFRRVGVFESVGFKHGRWVDTVLMQR 165 
 
 
>ref|YP_003658700.1| GCN5-related N-acetyltransferase [Segniliparus rotundus DSM 
44985] 
 gb|ADG97869.1| GCN5-related N-acetyltransferase [Segniliparus rotundus DSM 44985] 
          Length = 174 
 
 Score = 92.4 bits (228), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 50/141 (35%), Positives = 70/141 (49%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+  + ++F   P T +E    +E     Y WLV E EG V G AY G +  R AY ++  
Sbjct: 29  YVLDTAISFEEVPPTTEEMAARIENALQEYAWLVLEREGAVVGYAYGGRFAPRAAYRYSC 88 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           E +VY+       G G  LYT LL  +  +G++       LPN  S  LH ++G+   G  
Sbjct: 89  EVSVYLKLGEVGKGGGRALYTELLDRLAQRGYQQAFGGYVLPNLASEALHRSMGFRLAGV 148 
 
Query: 148 LRAAGYKHGGWHDVGFWQRDF 168 
            R  G+K G W DV + QRD  
Sbjct: 149 NRKVGHKLGAWRDVAWVQRDL 169 
 
 
>ref|YP_236225.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
 gb|AAY38187.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
          Length = 179 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 57/160 (35%), Positives = 83/160 (51%), Gaps = 2/160 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGV 67 
           ++R A   DM AV  I   ++     +F  EP    E +      L    P++VAE +G  
Sbjct: 6   DLRDARDDDMPAVQAIYADHVLHGISSFELEPPDLAELLQRRRMVLAKGLPYMVAERDGD 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
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           + G AY  P++ R  Y +TVE +VYV       G+G  L + L++  EA G++ ++AVIG 
Sbjct: 66  IVGYAYVTPYRPRPGYRFTVEDSVYVRDGLGGQGIGQALLSALVQHCEAGGWRQMIAVIG 125 
 
Query: 128 -LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 126 NSQNIASLRLHERLGFRRVGVFESVGFKHGRWVDTVLMQR 165 
 
 
>ref|ZP_07047827.1| acetyltransferase yncA [Lysinibacillus fusiformis ZC1] 
 gb|EFI70664.1| acetyltransferase yncA [Lysinibacillus fusiformis ZC1] 
          Length = 166 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 57/159 (35%), Positives = 81/159 (50%), Gaps = 5/159 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR     D+  V  I N  I TS   +R E QT  E   W  + + L +  P LV E  G 
Sbjct: 2   IRFMEEKDIPEVLAIYNDIILTSKAVYRYEIQTFDEKVQWFKEQQALDN--PLLVFEDNG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +VAG A    ++    Y +T+E +VYV   H + G+ + L   L+   E  G K++VA I 
Sbjct: 60  LVAGFATYSQFRPYPGYKYTMEHSVYVHKEHYQKGIATKLMNKLIAMAEENGVKTLVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S++ HE LG+   GT++ AGYK   W D+ F+Q 
Sbjct: 120 DGENIGSIKAHEKLGFEYAGTIKNAGYKFEQWLDLVFYQ 158 
 
 
>ref|ZP_06325630.1| acetyltransferase [Staphylococcus aureus subsp. aureus D139] 
 ref|ZP_06340523.1| acetyltransferase [Staphylococcus aureus subsp. aureus H19] 
 gb|EFB48525.1| acetyltransferase [Staphylococcus aureus subsp. aureus D139] 
 gb|EFC08571.1| acetyltransferase [Staphylococcus aureus subsp. aureus H19] 
          Length = 163 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 84/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  EPQT  E +   E  Q ++ P  V E  G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYPYEPQTIDERVAWFETKQRKHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLHHLIVEAKAKGYRALVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N  S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNKASIQLHQKFAFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>ref|YP_003930830.1| acetyltransferase [Pantoea vagans C9-1] 
 gb|ADO09381.1| putative acetyltransferase [Pantoea vagans C9-1] 
          Length = 222 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 51/163 (31%), Positives = 85/163 (52%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EI  A    + A+  I   ++   T +F T P    E  + + ++Q    PW +A  +G 
Sbjct: 50  MEIFDADERHIPAIQQIYAWHVLNGTGSFETVPPDAAEMGERMRKIQQAGLPWFIAVSDG 109 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y  P++ R+AY  T+E ++Y+    Q+ G GS L  H ++  E +G++ ++A + 
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Sbjct: 110 DVRGFCYLAPYRPRHAYRHTLEDSIYIDPGFQKRGAGSRLLEHTIQWAEQKGYRQLIANV 169 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G   N  S+ +H+A G+   G LR+ G+K G W D  F QR   
Sbjct: 170 GDSENRGSIAVHQAAGFEMTGILRSVGFKQGRWLDTVFMQRSL 212 
 
 
>ref|ZP_04711138.1| GCN5-related N-acetyltransferase [Streptomyces roseosporus NRRL 
           11379] 
          Length = 180 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 65/169 (38%), Positives = 86/169 (50%), Gaps = 3/169 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64 
           +PV IRPA  AD+ AV +I  HY+  + + F   P     W   L+ L  R  P+LV E+ 
Sbjct: 5   KPV-IRPAVPADLDAVAEIYTHYVRHTVITFEENPPPVAAWHQRLDDLAARDLPFLVVEL 63 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G AYA PW+ + AY  TVE+++Y++      GLG  L   LL +      + ++A 
Sbjct: 64  SGEVVGYAYAAPWRPKPAYRNTVENSIYLAPGRTGRGLGGALLEALLTACAGTHVRQMIA 123 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172 
           VI     D S  LH   G+T  G L A GYKH  W D    QR    PA 
Sbjct: 124 VIADAGTDTSAALHRRYGFTDAGRLTAVGYKHDRWIDTLLMQRTLGHPA 172 
 
 
>ref|YP_002977838.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM1325] 
 gb|ACS58299.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM1325] 
          Length = 200 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 49/159 (30%), Positives = 80/159 (50%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVA-EVEGV 67 
           +R A+ AD+ A+ DI    +     ++   P +  E       +   +YP++ A   +G  
Sbjct: 20  LRDASNADIPAIADIYRESVLNGVASYEIVPPSEAEMAQRFAAIVGQQYPYIAAIGTDGA 79 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  ++ R AY W VE ++Y++ + +  G+G  L   L+      GF+ + AVIG 
Sbjct: 80  LLGYAYASAFRTRPAYRWLVEDSIYLAPQARGRGIGKALLAELIIRCTTLGFRQMAAVIG 139 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +  S+ LH   G+   G ++  GYKHG W D  F QR 
Sbjct: 140 GASPASIALHRTAGFEEVGLMKGTGYKHGRWLDTMFMQR 178 
 
 
>ref|YP_187333.1| acetyltransferase [Staphylococcus aureus subsp. aureus COL] 
 ref|YP_495102.1| acetyltransferase [Staphylococcus aureus subsp. aureus 
           USA300_FPR3757] 
 ref|YP_501294.1| hypothetical protein SAOUHSC_02836 [Staphylococcus aureus subsp. 
           aureus NCTC 8325] 
 ref|YP_001333461.1| acetyltransferase, GNAT family protein [Staphylococcus aureus 
           subsp. aureus str. Newman] 
 ref|YP_001576383.1| acetyltransferase [Staphylococcus aureus subsp. aureus 
           USA300_TCH1516] 
 ref|ZP_03566428.1| acetyltransferase [Staphylococcus aureus subsp. aureus str. 
           JKD6009] 
 ref|ZP_04864370.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
aureus 
           subsp. aureus USA300_TCH959] 
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 ref|ZP_05699498.1| acetyltransferase [Staphylococcus aureus A5948] 
 ref|ZP_06023032.1| hypothetical protein SAD30_1836 [Staphylococcus aureus D30] 
 ref|ZP_06024654.1| hypothetical protein SA930_1172 [Staphylococcus aureus 930918-3] 
 ref|ZP_06330844.1| acetyltransferase [Staphylococcus aureus A9765] 
 ref|ZP_06379946.1| acetyltransferase [Staphylococcus aureus subsp. aureus 132] 
 ref|ZP_06790371.1| acetyltransferase [Staphylococcus aureus A9754] 
 ref|ZP_07362461.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus ATCC BAA-39] 
 gb|AAW37317.1| acetyltransferase, GNAT family [Staphylococcus aureus subsp. aureus 
           COL] 
 gb|ABD22256.1| acetyltransferase, GNAT family [Staphylococcus aureus subsp. aureus 
           USA300_FPR3757] 
 gb|ABD31837.1| conserved hypothetical protein [Staphylococcus aureus subsp. aureus 
           NCTC 8325] 
 dbj|BAF68699.1| acetyltransferase, GNAT family protein [Staphylococcus aureus 
           subsp. aureus str. Newman] 
 gb|ABX30504.1| acetyltransferase [Staphylococcus aureus subsp. aureus 
           USA300_TCH1516] 
 gb|EES94743.1| possible Phosphinothricin acetyltransferase [Staphylococcus aureus 
           subsp. aureus USA300_TCH959] 
 gb|EEV83584.1| acetyltransferase [Staphylococcus aureus A5948] 
 gb|EEW44689.1| hypothetical protein SA930_1172 [Staphylococcus aureus 930918-3] 
 gb|EEW46336.1| hypothetical protein SAD30_1836 [Staphylococcus aureus D30] 
 emb|CBI50514.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus TW20] 
 gb|EFB98208.1| acetyltransferase [Staphylococcus aureus A9765] 
 gb|EFG39861.1| acetyltransferase [Staphylococcus aureus A9754] 
 gb|ADL66566.1| acetyltransferase, GNAT family [Staphylococcus aureus subsp. aureus 
           str. JKD6008] 
 gb|EFM07602.1| phosphinothricin acetyltransferase [Staphylococcus aureus subsp. 
           aureus ATCC BAA-39] 
 gb|EFU27469.1| acetyltransferase [Staphylococcus aureus subsp. aureus CGS01] 
 gb|EFW30817.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus MRSA131] 
 gb|EFW36298.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus aureus subsp. aureus MRSA177] 
          Length = 163 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 84/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  EPQT  E +   E  Q ++ P  V E  G V 
Sbjct: 2   IRYAKKEDLNAILAIYNDAIINTTAVYTYEPQTIDERVAWFETKQRKHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L  HL+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLHHLIVEAKAKGYRALVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N  S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNKASIQLHQKFAFKHAGTLTNVGFKFNRWLDLAFYELDLQ 162 
 
 
>ref|ZP_07379546.1| Phosphinothricin acetyltransferase [Pantoea sp. aB] 
 gb|EFM19211.1| Phosphinothricin acetyltransferase [Pantoea sp. aB] 
          Length = 174 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 56/173 (32%), Positives = 85/173 (49%), Gaps = 2/173 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EI  A    + A+  I   ++   T +F T P       + + ++Q    PW VA  EG 
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Sbjct: 1   MEIFEADERHITAIQQIYAWHVINGTGSFETVPPDADAIGERIGKVQQAGLPWFVAVSEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y  P++ R+AY  T+E ++Y+    Q+ G GS L  H ++  E  G++ ++A I 
Sbjct: 61  DVRGFCYLAPYRPRHAYRHTLEDSIYIDPGFQKRGAGSHLLAHAIRWAEQAGYRQLIANI 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           G   N  S+ LH A G+   G LR+ G+K G W D  F QR   L     P + 
Sbjct: 121 GDSENQGSIALHRAAGFEMTGILRSVGFKQGRWLDTVFMQRTLGLGDSALPSK 173 
 
 
>ref|ZP_01857922.1| hypothetical acetyltransferase YncA [Planctomyces maris DSM 8797] 
 gb|EDL56205.1| hypothetical acetyltransferase YncA [Planctomyces maris DSM 8797] 
          Length = 165 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 52/159 (32%), Positives = 83/159 (52%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            + IR AT AD+ A+ +I N  I T+T  F  EP T  E +   E   +R+P  VA V+  
Sbjct: 3   AMNIRLATLADLDAMTEIYNEAILTTTATFDMEPMTRDERLPWFESHDERHPIFVAVVDN 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG A    W+ R AY  T E++ YV   H+  G+G  L   +++     G+ +++A + 
Sbjct: 63  QIAGWACLSQWRPRQAYADTAETSFYVKASHRGRGIGRQLKQAIIEEARRLGYHTLIAGV 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N+ S+ L+++ G+   GT +  G K G   DV + Q 
Sbjct: 123 AEGNEVSLHLNQSFGFEVVGTFKEVGKKFGKVLDVTYLQ 161 
 
 
>ref|ZP_04695956.1| GCN5-related N-acetyltransferase [Streptomyces roseosporus NRRL 
           15998] 
          Length = 177 
 
 Score = 92.0 bits (227), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 65/169 (38%), Positives = 86/169 (50%), Gaps = 3/169 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64 
           +PV IRPA  AD+ AV +I  HY+  + + F   P     W   L+ L  R  P+LV E+ 
Sbjct: 2   KPV-IRPAVPADLDAVAEIYTHYVRHTVITFEENPPPVAAWHQRLDDLAARDLPFLVVEL 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G AYA PW+ + AY  TVE+++Y++      GLG  L   LL +      + ++A 
Sbjct: 61  SGEVVGYAYAAPWRPKPAYRNTVENSIYLAPGRTGRGLGGALLEALLTACAGTHVRQMIA 120 
 
Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172 
           VI     D S  LH   G+T  G L A GYKH  W D    QR    PA 
Sbjct: 121 VIADAGTDTSAALHRRYGFTDAGRLTAVGYKHDRWIDTLLMQRTLGHPA 169 
 
 
>ref|ZP_04839299.1| hypothetical protein SauraC_08067 [Staphylococcus aureus subsp. 
           aureus str. CF-Marseille] 
          Length = 163 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 84/161 (52%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  +PQT  E I   E  Q  + P  V E  G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYKPQTIDERIAWFETKQRNHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
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            G+A  G ++   AY +T+E ++YV    +  G+ S L   L+   +A+G++++VA I   
Sbjct: 62  LGVATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQRLIVEAKAKGYRTLVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N+ S++LH+   +   GTL   GYK   W D+ F++ D + 
Sbjct: 122 SNEASIKLHQKFNFKHAGTLTNVGYKFDYWLDLAFYELDLK 162 
 
 
>ref|YP_003597722.1| GNAT family acetyltransferase [Bacillus megaterium DSM 319] 
 gb|ADF39372.1| acetyltransferase, GNAT family [Bacillus megaterium DSM 319] 
          Length = 163 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 81/159 (50%), Gaps = 4/159 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + +I N  ++TS   F   P T ++   W D+     + +P +VAE +G 
Sbjct: 3   IRYAKEEDLPMLVEIYNQSVQTSAATFDLTPVTVEQRRSWFDN-HISNELFPLIVAERDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VVAG A    ++ + AY  TVE ++Y+    Q  G+G  L   +L+  +      V++ I 
Sbjct: 62  VVAGYASLSSYRDKEAYIQTVELSIYIDKNQQGYGIGKQLMKRILELAKELNHHVVISGI 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              ND S+++HE   +T  G  +  G+K   W DV F+Q 
Sbjct: 122 TKGNDISIKMHEQFNFTFCGEFKEVGWKFDQWQDVLFYQ 160 
 
 
>ref|YP_003447536.1| acetyltransferase [Azospirillum sp. B510] 
 dbj|BAI70992.1| acetyltransferase [Azospirillum sp. B510] 
          Length = 166 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 60/160 (37%), Positives = 83/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I+N  I T+T  +   P T ++   W+   ERL +  P LV+E++G 
Sbjct: 5   IRAATEADLPAIVAILNEAILTTTAVWSLTPTTLEQRRVWMA--ERLANGMPVLVSEIDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  G ++    Y  TVE ++YV    +  G G  L T LL     +G   +VA I 
Sbjct: 63  EVAGFASYGEFRPWEGYRHTVEHSIYVETGLRGRGQGRALLTALLDDATLKGRHMMVAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+RLH  LG+   G LR  G K   W D+ F Q+ 
Sbjct: 123 EAENAASIRLHAGLGFVEAGCLRQVGRKFDRWLDLLFMQK 162 
 
 
>ref|YP_049065.1| putative acetyltransferase [Pectobacterium atrosepticum SCRI1043] 
 emb|CAG73868.1| putative acetyltransferase [Pectobacterium atrosepticum SCRI1043] 
          Length = 175 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 56/161 (34%), Positives = 83/161 (51%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEG 66 
           +EI  A    + A+  I  +++   T  F TEP    E    L++ L    PW V   EG 
Sbjct: 1   MEITEADERHIPAIQQIYAYHVLHGTATFETEPPDAVEMAIRLKKVLAAGLPWFVVVDEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY +T+E ++Y+    Q  G+G  L +  +   EA+GF+ +VAV+ 
Sbjct: 61  QVRGYCYLSFYRERFAYRFTLEDSIYIDPTFQGRGIGKRLLSRAVMWAEARGFRQLVAVV 120 
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Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH A G++  GTL + G+KHG W D    QR 
Sbjct: 121 GNSENTASLALHRAAGFSITGTLTSVGFKHGRWLDTVILQR 161 
 
 
>ref|YP_001977481.1| probable phosphinothricin acetyltransferase (antibiotic 
resistance) 
           protein [Rhizobium etli CIAT 652] 
 gb|ACE90303.1| probable phosphinothricin acetyltransferase (antibiotic resistance) 
           protein [Rhizobium etli CIAT 652] 
          Length = 171 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 62/173 (35%), Positives = 85/173 (49%), Gaps = 9/173 (5%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63 
            V IR AT AD+ A+ +I NH +E +T  +     +    +EW+    R    +P +VAE 
Sbjct: 4   AVLIRDATDADLPAIREIYNHAVEHTTAIWNETLVDLDNRREWMR--ARQGRGFPIIVAE 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           + G VAG A  G W+A + Y  TVE +VYV    +  G+G TL   L+    A     ++ 
Sbjct: 62  LSGKVAGYASYGDWRAFDGYRHTVEHSVYVDKDCRGAGIGETLMRELIVRAAAADVHVMI 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           A I   N  S+RLHE LG+   G     G K G W D+       EL  P RP 
Sbjct: 122 AGIEAENTASIRLHEKLGFRIAGRFSEVGTKFGRWLDLTC----MELRLPARP 170 
 
 
>ref|YP_004235746.1| phosphinothricin acetyltransferase [Acidovorax avenae subsp. 
avenae 
           ATCC 19860] 
 gb|ADX47179.1| Phosphinothricin acetyltransferase [Acidovorax avenae subsp. avenae 
           ATCC 19860] 
          Length = 173 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 55/160 (34%), Positives = 86/160 (53%), Gaps = 2/160 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGV 67 
            IRP+   D+ A+  I  H++   T  F T+P +  +       +  R  P+LVAE +G  
Sbjct: 3   NIRPSRDEDLPAITAIYAHHVLHGTGTFETDPPSAADMAARRADVLARGLPYLVAEEQGE 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AY ++ E ++YV+   +  G+G  L   L  + EA G + ++AVIG 
Sbjct: 63  ILGFAYANWFKPRPAYRFSAEDSIYVADAARGRGVGRLLLDALCGAAEAAGVRKLLAVIG 122 
 
Query: 128 -LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  SV +H A G+T  G +R+ G+K G W DV   ++ 
Sbjct: 123 DSANAGSVGVHRAAGFTEIGVMRSVGWKFGAWRDVVLMEK 162 
 
 
>ref|YP_001177449.1| GCN5-related N-acetyltransferase [Enterobacter sp. 638] 
 gb|ABP61398.1| GCN5-related N-acetyltransferase [Enterobacter sp. 638] 
          Length = 184 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 61/176 (34%), Positives = 89/176 (50%), Gaps = 16/176 (9%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQD----RYPWLVA 62 
           VE+R A   D+ A+  I   ++     +F   P      ID++ +R++D      PWLVA 
Sbjct: 12  VEVRDAQPDDVHAIAAIYAWHVLNGRASFEEVPPA----IDEMRQRMRDIAAEGLPWLVA 67 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
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              GVV G  YA  ++AR AY +T+E ++YV       G GS L   L+   E   ++ + 
Sbjct: 68  LYRGVVVGYCYASLYRARPAYRYTLEESIYVDASATGRGFGSALMDALIARCEQGHWRQI 127 
 
Query: 123 VAVI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
           +AV+  G  N  S+RLH+  G+   G LR+ GYK G W D    QR     D+ LP 
Sbjct: 128 IAVVGDGHNNSGSIRLHKKHGFEVAGQLRSVGYKKGNWRDTLIMQRPLNDGDWTLP 183 
 
 
>ref|ZP_08176212.1| sortase-like acyltransferase [Xanthomonas vesicatoria ATCC 35937] 
 gb|EGD11565.1| sortase-like acyltransferase [Xanthomonas vesicatoria ATCC 35937] 
          Length = 173 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 51/158 (32%), Positives = 82/158 (51%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I  ST  +   P+ P+  +     +    +P + V + +G + G A  G  
Sbjct: 13  SAILDIFNEAIANSTALYDYRPRLPESMVGWFAAKRAGGFPVIGVEDADGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE  +YV   H+  GLG  L   L+ + E +G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHAIYVHQDHRGKGLGRVLLQALIAAAEERGVHVLVGGIDASNQASIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           H+  G+T  GT+R AG+K G W D+ F+QR    P+ P 
Sbjct: 133 HQQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPSDP 170 
 
 
>ref|YP_004023921.1| GCN5-like N-acetyltransferase [Caldicellulosiruptor 
kronotskyensis 
           2002] 
 gb|ADQ46102.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
           kronotskyensis 2002] 
          Length = 161 
 
 Score = 91.7 bits (226), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 47/158 (29%), Positives = 79/158 (50%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D+  +  I N+ +  ST  F   P+T ++++   +    RYP  VAE     
Sbjct: 1   MNIRKATISDITNMLYIYNYEVLNSTSTFDIHPKTTEDFLKLFDSHSHRYPIYVAEENST 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  Y  P+  + AY  TVE T+Y+   H+  G+G  +   L++  +  G  +++A +  
Sbjct: 61  ILGYGYLSPFSEKEAYSITVEDTIYIHPLHRGKGIGKQILKFLIEKAKDTGAANIIAKVC 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ LH++ G+   G L   G K G + DV   Q 
Sbjct: 121 AENYISLHLHKSFGFVEVGKLIKVGSKFGRFLDVIILQ 158 
 
 
>ref|YP_002280388.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM2304] 
 gb|ACI54162.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM2304] 
          Length = 169 
 
 Score = 91.3 bits (225), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 57/158 (36%), Positives = 81/158 (51%), Gaps = 5/158 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63 
           PV +R AT AD+ A+ DI NH +E +T  +     + +  +EW+    R    +P +VAE 
Sbjct: 4   PVLLRDATEADLPAIRDIYNHAVEHTTAIWNETLVDLENRREWMK--ARKARGFPVIVAE 61 
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Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           + G VAG A  G W+A + Y  TVE +VYV    +  G+G  L   L+    A     ++ 
Sbjct: 62  LSGKVAGYASYGDWRAFDGYRHTVEHSVYVDKDCRGAGIGERLMRELIVRAAAGNIHVMI 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE LG+   G     G K G W D+ 
Sbjct: 122 AGIEAENTASIRLHEKLGFRIAGRFSEVGTKFGRWLDL 159 
 
 
>ref|NP_460549.1| acyltransferase [Salmonella enterica subsp. enterica serovar 
           Typhimurium str. LT2] 
 ref|YP_150539.1| acetyltransferase [Salmonella enterica subsp. enterica serovar 
           Paratyphi A str. ATCC 9150] 
 ref|ZP_02343696.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Saintpaul str. SARA29] 
 ref|ZP_02573850.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar 4,[5],12:i:- str. CVM23701] 
 ref|ZP_02655059.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Kentucky str. CDC 191] 
 ref|ZP_02660762.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Schwarzengrund str. SL480] 
 ref|ZP_02666066.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Heidelberg str. SL486] 
 ref|ZP_02682196.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Hadar str. RI_05P066] 
 ref|ZP_02696902.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Newport str. SL317] 
 ref|YP_002040837.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Newport str. SL254] 
 ref|YP_002045632.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Heidelberg str. SL476] 
 ref|ZP_03075615.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Kentucky str. CVM29188] 
 ref|YP_002114615.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Schwarzengrund str. CVM19633] 
 ref|YP_002146445.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Agona str. SL483] 
 ref|ZP_03165638.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Saintpaul str. SARA23] 
 ref|YP_002142025.1| acetyltransferase [Salmonella enterica subsp. enterica serovar 
           Paratyphi A str. AKU_12601] 
 ref|YP_002215556.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Dublin str. CT_02021853] 
 ref|ZP_03216403.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Virchow str. SL491] 
 ref|ZP_03218813.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Javiana str. GA_MM04042433] 
 ref|YP_002226528.1| acetyltransferase [Salmonella enterica subsp. enterica serovar 
           Gallinarum str. 287/91] 
 ref|YP_002243566.1| acetyltransferase [Salmonella enterica subsp. enterica serovar 
           Enteritidis str. P125109] 
 ref|ZP_04655662.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Tennessee str. CDC07-0191] 
 gb|AAL20508.1| putative acyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhimurium str. LT2] 
 gb|AAV77227.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Paratyphi A str. ATCC 9150] 
 gb|ACF63334.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Newport str. SL254] 
 gb|ACF69055.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Heidelberg str. SL476] 
 gb|EDX44834.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
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           enterica serovar Kentucky str. CVM29188] 
 gb|ACF89322.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Schwarzengrund str. CVM19633] 
 gb|EDX52246.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Newport str. SL317] 
 emb|CAR59350.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Paratyphi A str. AKU_12601] 
 gb|ACH50175.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Agona str. SL483] 
 gb|EDY26439.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Saintpaul str. SARA23] 
 gb|EDY30563.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Schwarzengrund str. SL480] 
 gb|ACH76859.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Dublin str. CT_02021853] 
 gb|EDZ00783.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Virchow str. SL491] 
 gb|EDZ08150.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Javiana str. GA_MM04042433] 
 emb|CAR37400.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Gallinarum str. 287/91] 
 gb|EDZ12889.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Saintpaul str. SARA29] 
 gb|EDZ15774.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar 4,[5],12:i:- str. CVM23701] 
 gb|EDZ22028.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Kentucky str. CDC 191] 
 gb|EDZ25934.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Heidelberg str. SL486] 
 gb|EDZ37527.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Hadar str. RI_05P066] 
 emb|CAR33044.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Enteritidis str. P125109] 
 emb|CBG24597.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhimurium str. D23580] 
 gb|ACY88396.1| putative acyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhimurium str. 14028S] 
 emb|CBW17615.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhimurium str. SL1344] 
 dbj|BAJ36552.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhimurium str. T000240] 
 gb|EFX49278.1| Putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhimurium str. TN061786] 
 gb|EFY11766.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 315996572] 
 gb|EFY16162.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 495297-1] 
 gb|EFY19936.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 495297-3] 
 gb|EFY25172.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 495297-4] 
 gb|EFY31521.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 515920-1] 
 gb|EFY35339.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 515920-2] 
 gb|EFY37613.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 531954] 
 gb|EFY41978.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. NC_MB110209-0054] 
 gb|EFY48037.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. OH_2009072675] 
 gb|EFY50755.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. CASC_09SCPH15965] 
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 gb|EFY57501.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 19N] 
 gb|EFY61237.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 81038-01] 
 gb|EFY63954.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. MD_MDA09249507] 
 gb|EFY67916.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 414877] 
 gb|EFY73224.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 366867] 
 gb|EFY76217.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 413180] 
 gb|EFY81390.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 446600] 
 gb|ADX17290.1| putative acyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhimurium str. 4/74] 
 gb|EFZ79909.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 609458-1] 
 gb|EFZ84996.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 556150-1] 
 gb|EFZ87533.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 609460] 
 gb|EFZ90757.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 507440-20] 
 gb|EFZ95521.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 556152] 
 gb|EGA02750.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. MB101509-0077] 
 gb|EGA03788.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. MB102109-0047] 
 gb|EGA12237.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. MB110209-0055] 
 gb|EGA16090.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. MB111609-0052] 
 gb|EGA18597.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 2009083312] 
 gb|EGA22020.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 2009085258] 
 gb|EGA27456.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. 315731156] 
 gb|EGA30442.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. IA_2009159199] 
 gb|EGA37571.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. IA_2010008282] 
 gb|EGA39226.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. IA_2010008283] 
 gb|EGA44378.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. IA_2010008284] 
 gb|EGA50045.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. IA_2010008285] 
 gb|EGA54708.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Montevideo str. IA_2010008287] 
          Length = 171 
 
 Score = 91.3 bits (225), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 62/170 (36%), Positives = 87/170 (51%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD AA+ +I NH  + T+ + N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCAAITEIYNHAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVV G A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA 
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Sbjct: 59  NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+RLH +LG+T    +   G K G W D+ F Q   +  A P 
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168 
 
 
>ref|YP_770098.1| acetyltransferase [Rhizobium leguminosarum bv. viciae 3841] 
 emb|CAK10017.1| putative acetyltransferase [Rhizobium leguminosarum bv. viciae 
           3841] 
          Length = 200 
 
 Score = 91.3 bits (225), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 49/159 (30%), Positives = 80/159 (50%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVA-EVEGV 67 
           +R A+ AD+ A+ DI    +     ++   P +  E       +   +YP++ A   +G  
Sbjct: 20  LRDASNADIPAIADIYRESVLNGVASYEIVPPSEAEMALRFSAIVGQQYPYIAAIGADGT 79 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  ++ R AY W VE ++Y++ + +  G+G  L   L+      GF+ + AVIG 
Sbjct: 80  LLGYAYASAFRTRPAYRWLVEDSIYLAPQARGRGIGKALLAELIIRCTTLGFRQMAAVIG 139 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +  S+ LH   G+   G ++  GYKHG W D  F QR 
Sbjct: 140 GASPASIALHRTAGFEEVGLMKGTGYKHGRWLDTMFMQR 178 
 
 
>ref|YP_004118289.1| phosphinothricin acetyltransferase [Pantoea sp. At-9b] 
 gb|ADU71733.1| Phosphinothricin acetyltransferase [Pantoea sp. At-9b] 
          Length = 171 
 
 Score = 91.3 bits (225), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 79/161 (49%), Gaps = 2/161 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EI  A    +  +  I  H++      F T+P      +  L  +     PW VA  +G 
Sbjct: 1   MEILQAEEQHIPGIQQIYAHHVLHGCATFETDPPDDATLLARLHNITAAGLPWFVALEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G  Y   W+ R AY +++E +VY+  R    G+G  L    L+  E  G++ +V VI 
Sbjct: 61  VVLGYCYLSRWRERFAYRFSLEDSVYIDPRLTGRGIGRQLLAQALQWAEQHGYRQMVGVI 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S+ LH + G+T  GTL++ G+KHG W D    QR 
Sbjct: 121 GNSENSASIALHRSAGFTVTGTLQSVGFKHGRWLDTVIMQR 161 
 
 
>emb|CBK84854.1| Sortase and related acyltransferases [Enterobacter cloacae subsp. 
           cloacae NCTC 9394] 
          Length = 172 
 
 Score = 91.3 bits (225), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 61/168 (36%), Positives = 82/168 (48%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNH-YIETSTVNFRTEPQTPQE--WIDDLERLQDRYPWLVAEVEG 66 
           +R A   D AA+ +I NH  + T+ +   T   T     W +   R    YP LV+E EG 
Sbjct: 3   VRHACKEDCAAIGEIYNHAVLHTAAIWNDTTVDTDNRIAWFE--ARTLLGYPVLVSEEEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W+A + +  TVE +VYV   HQ  G+G  L T L+K     G   +VA I 
Sbjct: 61  VVTGYASFGDWRAFDGFRHTVEHSVYVHPDHQGKGIGRLLMTELIKEARQIGKHVMVAGI 120 
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Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
              N  S+ LHE LG+   G +   G K G W D+ F Q   +  + P 
Sbjct: 121 EAQNQASIHLHETLGFVTTGNMPQVGTKFGRWLDLTFMQLQLDERSDP 168 
 
 
>ref|ZP_04868204.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
aureus 
           subsp. aureus TCH130] 
 gb|EES96680.1| possible Phosphinothricin acetyltransferase [Staphylococcus aureus 
           subsp. aureus TCH130] 
          Length = 163 
 
 Score = 91.3 bits (225), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 52/161 (32%), Positives = 83/161 (51%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  +PQT  E I   E  Q  + P  V E  G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYKPQTIDERIAWFETKQRNHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L   L+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQRLIVEAKAKGYRTLVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N+ S++LH+   +   GTL   G+K   W D+ F++ D + 
Sbjct: 122 SNEASIKLHQKFAFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162 
 
 
>ref|ZP_07374561.1| toxin-antitoxin system, toxin component, gnat family [Ahrensia sp. 
           R2A130] 
 gb|EFL89611.1| toxin-antitoxin system, toxin component, gnat family [Ahrensia sp. 
           R2A130] 
          Length = 171 
 
 Score = 91.3 bits (225), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 55/161 (34%), Positives = 84/161 (52%), Gaps = 8/161 (4%) 
 
Query: 16  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVVAGIAYA 74 
           +++AA+  I  H++E    +F  +    +E    L  LQ+  YP L+A     + G AYA 
Sbjct: 11  SEVAAITAIYGHWVENGIASFELDVPDEEEMNRRLSGLQEAGYPILIAREGNEITGYAYA 70 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL------ 128 
             ++ R AY  TVE TVYVS   Q  G G  L T L+++ + + ++ ++AVI         
Sbjct: 71  SAYRPRPAYGATVEDTVYVSPSQQGTGTGRALLTALIEACKDRKYRQIIAVIACEAASDA 130 
 
Query: 129 PND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           P+   S+RLH  LG+ + G LR+ G KH  W D    QR+  
Sbjct: 131 PDKMASIRLHAKLGFRSAGRLRSIGRKHDRWLDTVLMQREL 171 
 
 
>ref|YP_002299686.1| phosphinothricin N-acetyltransferase [Rhodospirillum centenum SW] 
 gb|ACJ00874.1| phosphinothricin N-acetyltransferase [Rhodospirillum centenum SW] 
          Length = 180 
 
 Score = 91.3 bits (225), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 65/155 (41%), Positives = 88/155 (56%), Gaps = 2/155 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEG 66 
           V +RPATAAD AA+  I    +  +  ++  EP    E    L  ++    P+LVA++ G 
Sbjct: 10  VRVRPATAADAAALAAIYAPEVLHACASYELEPPDAAEMARRLAAVEACGLPFLVADMAG 69 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYA P++ R AY +TVE +VYV+   Q  GLG  L   L+    A G++ +VAVI 
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Sbjct: 70  QVLGYAYASPFRQRPAYRYTVEDSVYVAAGAQGRGLGRLLLEALIGRCTALGYRRMVAVI 129 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           G   N  SVRLH +LG+   G L  AG+KHG W D 
Sbjct: 130 GDAGNAASVRLHRSLGFAEVGLLPGAGFKHGRWLD 164 
 
 
>ref|YP_003490867.1| N-acetyltransferase [Streptomyces scabiei 87.22] 
 emb|CBG72325.1| putative N-acetyltransferase [Streptomyces scabiei 87.22] 
          Length = 172 
 
 Score = 90.9 bits (224), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 56/182 (30%), Positives = 88/182 (48%), Gaps = 24/182 (13%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MS E   V++RP  A D+AA+ DI NHY+  + + F T   TP+E          R PWL 
Sbjct: 1   MSGESTEVQVRPGVATDLAALTDIYNHYVRETPITFDTAVLTPEE----------RRPWL 50 
 
Query: 61  VAEVEG--------------VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 106 
           ++  E                + G A +  ++ + AY  +VE +VY++      G+G+ L 
Sbjct: 51  LSHPEDGPHRLMVATAKDSQRILGYATSSAFRPKAAYGTSVEVSVYLAPDAGGRGVGTLL 110 
 
Query: 107 YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           Y  L  ++  +      A I  PN+ S RLHE  G+   GT R  G K G + DV ++++ 
Sbjct: 111 YRALFAALATEDVHRAYAGIAQPNEASTRLHERFGFRYVGTYREVGRKFGRYWDVAWYEK 170 
 
Query: 167 DF 168 
           +  
Sbjct: 171 EL 172 
 
 
>ref|YP_001298770.1| putative sortase and related acyltransferase [Bacteroides 
vulgatus 
           ATCC 8482] 
 ref|ZP_05255628.1| conserved hypothetical protein [Bacteroides sp. 4_3_47FAA] 
 ref|ZP_07994456.1| sortase and like acyltransferase [Bacteroides sp. 3_1_40A] 
 gb|ABR39148.1| putative sortase and related acyltransferase [Bacteroides vulgatus 
           ATCC 8482] 
 gb|EET16020.1| conserved hypothetical protein [Bacteroides sp. 4_3_47FAA] 
 gb|EFV69487.1| sortase and like acyltransferase [Bacteroides sp. 3_1_40A] 
          Length = 161 
 
 Score = 90.9 bits (224), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 80/161 (49%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+  I N Y+  S   F TEP   ++  + +  +  R+P+ V E EG V  
Sbjct: 2   IRRVELQDAKAITTIYNEYVGHSVATFETEPLREEDMRNRIAGIAVRFPYFVYEEEGKVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK R AY  T+E+TVY++  ++  G+G  L   L++     G+++++A +    
Sbjct: 62  GYCYAHLWKERAAYRHTLETTVYLAPGYEGKGIGRELMERLIEECRRDGYRALIACVTEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S  LH  LG+      +  G K G W DV     D+EL 
Sbjct: 122 NVVSDALHLRLGFKKVSHFKKVGLKFGRWLDV----VDYEL 158 
 
 
>ref|NP_373053.1| N-acetyltransferase [Staphylococcus aureus subsp. aureus Mu50] 
 ref|NP_375641.1| hypothetical protein SA2317 [Staphylococcus aureus subsp. aureus 
           N315] 
 ref|YP_001247905.1| GCN5-related N-acetyltransferase [Staphylococcus aureus subsp. 
           aureus JH9] 
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 ref|YP_001317714.1| GCN5-related N-acetyltransferase [Staphylococcus aureus subsp. 
           aureus JH1] 
 ref|YP_001443103.1| hypothetical protein SAHV_2513 [Staphylococcus aureus subsp. 
aureus 
           Mu3] 
 ref|ZP_05145902.2| hypothetical protein SauraM_12550 [Staphylococcus aureus subsp. 
           aureus Mu50-omega] 
 ref|ZP_05643289.1| conserved hypothetical protein [Staphylococcus aureus A9781] 
 ref|ZP_05680486.1| conserved hypothetical protein [Staphylococcus aureus A9763] 
 ref|ZP_05685035.1| conserved hypothetical protein [Staphylococcus aureus A9719] 
 ref|ZP_05688146.1| N-acetyltransferase [Staphylococcus aureus A9299] 
 ref|ZP_05691485.1| conserved hypothetical protein [Staphylococcus aureus A8115] 
 ref|ZP_05693690.1| N-acetyltransferase [Staphylococcus aureus A6300] 
 ref|ZP_05697168.1| GNAT family acetyltransferase [Staphylococcus aureus A6224] 
 ref|ZP_05701689.1| conserved hypothetical protein [Staphylococcus aureus A5937] 
 ref|YP_003283430.1| acetyltransferase [Staphylococcus aureus subsp. aureus ED98] 
 ref|ZP_06303143.1| hypothetical protein SGAG_02263 [Staphylococcus aureus A8117] 
 ref|ZP_06334648.1| acetyltransferase [Staphylococcus aureus A10102] 
 ref|ZP_06815034.1| acetyltransferase [Staphylococcus aureus A8819] 
 ref|ZP_06857484.1| acetyltransferase [Staphylococcus aureus subsp. aureus MR1] 
 ref|ZP_06928169.1| acetyltransferase [Staphylococcus aureus A8796] 
 dbj|BAB43620.1| SA2317 [Staphylococcus aureus subsp. aureus N315] 
 dbj|BAB58691.1| similar to N-acetyltransferase [Staphylococcus aureus subsp. aureus 
           Mu50] 
 gb|ABQ50329.1| GCN5-related N-acetyltransferase [Staphylococcus aureus subsp. 
           aureus JH9] 
 gb|ABR53427.1| GCN5-related N-acetyltransferase [Staphylococcus aureus subsp. 
           aureus JH1] 
 dbj|BAF79396.1| hypothetical protein [Staphylococcus aureus subsp. aureus Mu3] 
 gb|EEV26622.1| conserved hypothetical protein [Staphylococcus aureus A9781] 
 gb|EEV65578.1| conserved hypothetical protein [Staphylococcus aureus A9763] 
 gb|EEV65991.1| conserved hypothetical protein [Staphylococcus aureus A9719] 
 gb|EEV73749.1| N-acetyltransferase [Staphylococcus aureus A9299] 
 gb|EEV75538.1| conserved hypothetical protein [Staphylococcus aureus A8115] 
 gb|EEV78687.1| N-acetyltransferase [Staphylococcus aureus A6300] 
 gb|EEV80640.1| GNAT family acetyltransferase [Staphylococcus aureus A6224] 
 gb|EEV86939.1| conserved hypothetical protein [Staphylococcus aureus A5937] 
 gb|ACY12424.1| acetyltransferase [Staphylococcus aureus subsp. aureus ED98] 
 gb|EFB96144.1| acetyltransferase [Staphylococcus aureus A10102] 
 gb|EFC02851.1| hypothetical protein SGAG_02263 [Staphylococcus aureus A8117] 
 gb|ADC38676.1| Phosphinothricin N-acetyltransferase [Staphylococcus aureus 
           04-02981] 
 gb|EFG46184.1| acetyltransferase [Staphylococcus aureus A8819] 
 gb|EFH38302.1| acetyltransferase [Staphylococcus aureus A8796] 
 emb|CBX35710.1| acetyltransferase (GNAT) family protein [Staphylococcus aureus 
           subsp. aureus ECT-R 2] 
 gb|EFT86808.1| hypothetical protein CGSSa03_11970 [Staphylococcus aureus subsp. 
           aureus CGS03] 
          Length = 163 
 
 Score = 90.9 bits (224), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 83/161 (51%), Gaps = 1/161 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  +PQT  E I   E  Q  + P  V E  G V 
Sbjct: 2   IRCAKKEDLNAILAIYNDAIINTTAVYTYKPQTIDERIAWFETKQRNHEPIFVFEENGSV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +T+E ++YV    +  G+ S L   L+   +A+G++++VA I   
Sbjct: 62  LGFATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQRLIVEAKAKGYRTLVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            N+ S++LH+   +   GTL   GYK   W D+ F++ D + 
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Sbjct: 122 SNEASIKLHQKFNFKHAGTLTNVGYKFDYWLDLAFYELDLK 162 
 
 
>ref|ZP_07922338.1| phosphinothricin acetyltransferase [Pseudoramibacter 
alactolyticus 
           ATCC 23263] 
 gb|EFV00563.1| phosphinothricin acetyltransferase [Pseudoramibacter alactolyticus 
           ATCC 23263] 
          Length = 204 
 
 Score = 90.9 bits (224), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 56/164 (34%), Positives = 80/164 (48%), Gaps = 8/164 (4%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           + + IR AT AD  A+  +   Y++ + V F T      ++   +     RYP+LVA+   
Sbjct: 5   KTMAIRMATPADAEALLAVYAPYVQNTAVTFETAVPVAADFRRRIAATLPRYPYLVAQDA 64 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             VAG AY G +  R AY W+ E ++Y++   +  G G  LY  L     AQG  ++ A  
Sbjct: 65  RGVAGYAYTGAFVGRAAYAWSAEVSIYLAADRRGRGWGRRLYAALETLSRAQGITNLYAC 124 
 
Query: 126 IGLPNDP--------SVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           IG+P DP        S   H  LGY   GT R  GYK   W+D+ 
Sbjct: 125 IGMPADPNDPYLTDASATFHAHLGYRRAGTFRRCGYKFARWYDM 168 
 
 
>ref|ZP_06258790.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           parvula ATCC 17745] 
 gb|EFB86507.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           parvula ATCC 17745] 
          Length = 166 
 
 Score = 90.9 bits (224), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 52/153 (33%), Positives = 81/153 (52%), Gaps = 2/153 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IRP T  D+A   DI N+ +         EP+T  EW +  E   D + P +V  V+G+V 
Sbjct: 6   IRPITRNDIAPCLDIYNYEVVNGVATLDLEPRTLPEWQEWYESHSDEHHPIVVGTVDGIV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSVVAVIG 127 
           AG A   P++ + AY  TVE ++Y+   ++  G+ + L TH+L+  +      +VV+VI  
Sbjct: 66  AGYASLSPYRPKEAYKSTVELSIYIHQDYRGRGIATQLMTHILEIAKNNPLLHNVVSVIT 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N+ S +LH   G+T  G     G+KHG + D 
Sbjct: 126 AGNEGSTKLHARFGFTYCGLTPQVGFKHGTYQD 158 
 
 
>ref|YP_002554139.1| gcn5-like n-acetyltransferase [Acidovorax ebreus TPSY] 
 gb|ACM34139.1| GCN5-related N-acetyltransferase [Acidovorax ebreus TPSY] 
          Length = 173 
 
 Score = 90.9 bits (224), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 83/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           IR +   D+AA+  I  H++   T  F  +P T Q+      + L    P+LVAE  G V 
Sbjct: 4   IRASRDKDVAAITAIYTHHVLHGTGTFEIDPPTAQDMAARRADVLAKGLPYLVAEEAGQV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AY   +K R AY ++ E ++YV+   +  GLG  L   L    EA G + ++AVIG  
Sbjct: 64  LGFAYCNWFKPRPAYRFSAEDSIYVADAARGRGLGRQLLEALAMQAEAAGVRKLLAVIGD 123 
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Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ +H A G+T  G +R+ G+K G W D+   ++ 
Sbjct: 124 SANAGSIGVHRAAGFTDVGVMRSVGWKFGAWRDIVLMEK 162 
 
 
>ref|YP_002944112.1| GCN5-related N-acetyltransferase [Variovorax paradoxus S110] 
 gb|ACS18846.1| GCN5-related N-acetyltransferase [Variovorax paradoxus S110] 
          Length = 173 
 
 Score = 90.9 bits (224), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 57/161 (35%), Positives = 82/161 (50%), Gaps = 2/161 (1%) 
 
Query: 16  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GVVAGIAY 73 
           A   A+  I+N  I  ST  +  +P+TP+  +     +  + +P + AE E G + G A  
Sbjct: 10  AHAGAILAILNEAIANSTALYDYKPRTPESMVAWFATKRANGFPVIGAEDESGKLLGFAS 69 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
            G ++A  AY +TVE +VYV   H+  GLG  L   ++    A     +V  I   N  S 
Sbjct: 70  YGTFRAFPAYKYTVEHSVYVEAGHRGAGLGRRLTEAIIAEAVAHDVHVMVGAIDAANAGS 129 
 
Query: 134 VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           + LHE LG+   GT+R AG+K G W DV F+QR    P  P 
Sbjct: 130 IGLHERLGFEHAGTVRQAGFKFGRWLDVAFYQRILSTPLNP 170 
 
 
>emb|CAJ88465.1| putative acetyltransferase [Streptomyces ambofaciens ATCC 23877] 
          Length = 200 
 
 Score = 90.9 bits (224), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 63/165 (38%), Positives = 83/165 (50%), Gaps = 2/165 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IRPA  AD+ AV +I  HY+  + + F   P     W   L+ L     P+LVAE+ G V 
Sbjct: 28  IRPAVPADLNAVAEIFTHYVCHTVITFEETPPPVAAWRQRLDDLAAQNLPFLVAELSGDV 87 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AYA PW+ + AY  TVE+++Y++      GLG  L   LL +      + ++AVI   
Sbjct: 88  VGYAYAAPWRPKPAYRHTVENSIYLAPGRTGRGLGGALLDALLDACARTHVRQMIAVIAD 147 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172 
              D SV LH   G+T  G L   GYKH  W D    QR    PA 
Sbjct: 148 ADTDASVALHRRYGFTDVGRLATVGYKHDRWIDTLLMQRTLGRPA 192 
 
 
>ref|ZP_07261654.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. 
syringae 
           642] 
          Length = 179 
 
 Score = 90.9 bits (224), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 58/160 (36%), Positives = 80/160 (50%), Gaps = 2/160 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGV 67 
           ++R A   DM AV  I   ++     +F  EP    E +      L    P+LVAE  G  
Sbjct: 6   DLRDARDDDMPAVQAIYADHVLHGISSFELEPPDLAELLQRRCTVLAKGLPYLVAERAGE 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  Y  P++ R  Y +TVE +VYV       G+G  L   L+K  EA G++ ++AVIG 
Sbjct: 66  ILGYGYVTPYRPRPGYRFTVEDSVYVRDGLGGQGIGHALLNALVKHCEAGGWRQMIAVIG 125 
 
Query: 128 -LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 126 NSQNIASLRLHERLGFRRVGVFESVGFKHGRWVDTVLMQR 165 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 240



 
 
>ref|ZP_04679268.1| Phosphinothricin N-acetyltransferase [Ochrobactrum intermedium 
LMG 
           3301] 
 gb|EEQ94774.1| Phosphinothricin N-acetyltransferase [Ochrobactrum intermedium LMG 
           3301] 
          Length = 196 
 
 Score = 90.5 bits (223), Expect = 8e-17,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 83/159 (52%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I +  + T   ++  EP T  E       L  + +P LVAE +G V 
Sbjct: 17  IRDFQPADIETITAIYSEAVLTGAGSYEIEPPTADEMARRFAALVAQGFPILVAEHDGRV 76 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AYA  ++ R AY W  E ++Y++   +  G+G  L   L++ + A GF+ ++AVIG  
Sbjct: 77  LGYAYASHFRVRPAYRWLAEDSIYIAPDAKGKGIGKLLLRALIERISALGFRQLLAVIGD 136 
 
Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  SVRLHE+LG+   G +  +G+K G W D    Q 
Sbjct: 137 GERNIGSVRLHESLGFAHCGRIEGSGFKLGRWLDTVLMQ 175 
 
 
>ref|ZP_08078774.1| acetyltransferase, GNAT family [Succinatimonas hippei YIT 12066] 
 gb|EFY06781.1| acetyltransferase, GNAT family [Succinatimonas hippei YIT 12066] 
          Length = 160 
 
 Score = 90.5 bits (223), Expect = 8e-17,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 75/161 (46%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR    +D  A+  I N+Y++ +TV F   P T  E  D +  +   YP+ V E    +  
Sbjct: 2   IRLVKISDAPAIARIYNYYVKETTVTFEYAPLTNNEMADRINSISASYPYFVYEENDCIL 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA PWK R AY  T E ++Y++      G+GS L   L+         +++A I    
Sbjct: 62  GYCYAHPWKERAAYAQTYEISIYLAKEATGQGIGSKLLKRLVDECRKINCHALIACITAE 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S+R H   G+    + +  G+K   + DV     D+EL 
Sbjct: 122 NAGSIRFHLRHGFKQVSSFKEVGFKFNRYLDVN----DYEL 158 
 
 
>ref|ZP_08091588.1| GNAT family Toxin-antitoxin system [Clostridium symbiosum 
           WAL-14163] 
 ref|ZP_08108134.1| hypothetical protein HMPREF9475_02997 [Clostridium symbiosum 
           WAL-14673] 
 gb|EGA92848.1| GNAT family Toxin-antitoxin system [Clostridium symbiosum 
           WAL-14163] 
 gb|EGB17870.1| hypothetical protein HMPREF9475_02997 [Clostridium symbiosum 
           WAL-14673] 
          Length = 163 
 
 Score = 90.5 bits (223), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 52/160 (32%), Positives = 83/160 (51%), Gaps = 6/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A  +D+ ++ DI N+ +   T +F   P++ +E   W +  +R   R+P +VAE +  
Sbjct: 3   IRWAEKSDLQSLVDIFNYEVLNGTASFSIRPRSLEERTVWFEQHDR--GRFPLIVAEEDK 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSVVAV 125 
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              G A    ++  +AY  TVE +VYV H ++   +G  L   LL+  +  G   ++++V 
Sbjct: 61  RAVGYASLSVYRDNDAYAATVELSVYVDHEYRGRKIGDALMEELLRIAKENGEVHAIISV 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I   N  S+RLHE  G+   G  R  G K G W D  F+Q 
Sbjct: 121 ITADNAASIRLHEKFGFQFCGITREVGRKFGRWLDAAFYQ 160 
 
 
>ref|ZP_04826272.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
           epidermidis BCM-HMP0060] 
 ref|ZP_06283961.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus epidermidis SK135] 
 ref|ZP_06613872.1| GNAT family toxin-antitoxin system [Staphylococcus epidermidis 
           M23864:W2(grey)] 
 gb|EES57253.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
           epidermidis BCM-HMP0060] 
 gb|EFA88374.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus epidermidis SK135] 
 gb|EFE59137.1| GNAT family toxin-antitoxin system [Staphylococcus epidermidis 
           M23864:W2(grey)] 
          Length = 164 
 
 Score = 90.5 bits (223), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 85/162 (52%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  +  I N  I  +T  +  +PQ   E   W     ++ +  P  V E EG 
Sbjct: 2   IRFARLEDLQGILTIYNDAILNTTAVYTYKPQQLDERLQWYQSKAKINE--PIWVYEKEG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++   AY +T+E ++YV  +++ LG+ S L  +L++  + QG++++VA I 
Sbjct: 60  KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENLIRYAKEQGYRTIVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ LH+   ++  GT++  GYK   W D+ F+Q D  
Sbjct: 120 DASNMDSIALHKKFDFSHAGTIKNVGYKFDRWLDLSFYQYDL 161 
 
 
>dbj|BAI77993.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 199 
 
 Score = 90.5 bits (223), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 83/169 (49%), Gaps = 5/169 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   DM  V  I   ++     +F  EP + +E +    E L    P+ +AE +G V 
Sbjct: 27  LRDARDDDMPMVQSIYAEHVLEGISSFELEPPSLEEMLRRRAEVLAKGLPYRIAEHQGEV 86 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  Y  P++ R  Y +TVE +VYV      LG+G  L   L++     G++ ++A+IG  
Sbjct: 87  VGYGYVTPYRPRPGYRFTVEDSVYVRSGMGGLGIGQALLAELVEHCVQGGWRQMIAIIGN 146 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173 
             N  S+RLHE LG+   G   + G+KHG W D    QR   D  L  P 
Sbjct: 147 SENTASIRLHERLGFHRVGVFESVGFKHGRWVDTVLMQRALGDGSLSTP 195 
 
 
>ref|ZP_06709676.1| GNAT family toxin-antitoxin system, toxin component [Streptomyces 
           sp. e14] 
 gb|EFF92798.1| GNAT family toxin-antitoxin system, toxin component [Streptomyces 
           sp. e14] 
          Length = 168 
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 Score = 90.5 bits (223), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 64/161 (39%), Positives = 82/161 (50%), Gaps = 2/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           +R A  AD+  V  I  HY   S   F  EP+   +W    + +  R  P+LVAE  G + 
Sbjct: 8   VRAALRADLPEVARIYGHYALHSVATFDEEPRPLAQWELKYDEIAGRGLPFLVAEEAGRI 67 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG AYAGPW+ + AY  TVE TVY+       GLG+ L   LL      G + V+AVI   
Sbjct: 68  AGFAYAGPWRPKPAYRNTVEDTVYLDPAATGRGLGAALLAELLAECARAGVRQVIAVITA 127 
 
Query: 129 P-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           P ++ S  LH  LG+T  G L   G+KHG W D    QR   
Sbjct: 128 PGSEASAALHRRLGFTEAGRLTEVGHKHGRWLDTVLLQRTL 168 
 
 
>dbj|BAI77992.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 199 
 
 Score = 90.5 bits (223), Expect = 9e-17,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 80/159 (50%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   DM  V  I   ++     +F  EP + +E +    E L    P+ VAE +G V 
Sbjct: 27  LRDARDDDMPMVQAIYAEHVLEGISSFELEPPSLEEMLRRRAEVLAKGLPYRVAEHQGEV 86 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  Y  P++ R  Y +TVE +VYV      LG+G  L   L++     G++ ++A+IG  
Sbjct: 87  VGYGYVTPYRPRPGYRFTVEDSVYVRSGMGGLGIGQALLAELVEHCVQGGWRQMIAIIGN 146 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 147 SENTASIRLHERLGFHRVGVFESVGFKHGRWVDTVLMQR 185 
 
 
>ref|YP_004042835.1| gcn5-related N-acetyltransferase [Paludibacter propionicigenes 
WB4] 
 gb|ADQ79850.1| GCN5-related N-acetyltransferase [Paludibacter propionicigenes WB4] 
          Length = 175 
 
 Score = 90.5 bits (223), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 53/170 (31%), Positives = 87/170 (51%), Gaps = 6/170 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVE 65 
           +++P T A +  +  I N  I  ST  +  + +T +    W  D  +++  YP + A  + 
Sbjct: 5   QLKPCTEAQLPEILAIFNDAILNSTALYEYKVRTLERMNAWYAD--KIKGDYPVVGAFAQ 62 
 
Query: 66  -GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G + G +  G ++ + AY +TVE +VYV    +  GLG  L   ++K  + Q + S++  
Sbjct: 63  DGKLLGFSTYGMFRVQPAYKYTVEHSVYVRSDMRGRGLGKVLLLDIIKRAQEQNYHSLIG 122 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           VI   N  S++LHE  G+   G L+ AGYK G W D  F+Q   + P  P 
Sbjct: 123 VIDADNTVSIKLHENEGFVLTGVLKEAGYKFGRWLDAAFYQLLLKTPEVP 172 
 
 
>gb|ADY39465.1| GCN5-related N-acetyltransferase [bacterium enrichment culture 
           clone P69-9E] 
          Length = 184 
 
 Score = 90.5 bits (223), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 53/165 (32%), Positives = 84/165 (50%), Gaps = 3/165 (1%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +E+R A   D+ A+  I   ++     +F   P T  E    ++ + +   PWL+A   G 
Sbjct: 12  MEVRDALPDDVHAIAAIYAWHVLHGRASFEEVPPTIDEMRQRMKSVAESGLPWLIALYRG 71 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G  YA P++ R+AY +T+E ++YV       G GS L   L+   E   ++ ++AV+ 
Sbjct: 72  IVVGYCYATPYRPRHAYRYTLEESIYVDASITGRGFGSALMDALIARCEQGPWRQMIAVV 131 
 
Query: 127 GLPNDP--SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           G  N+   S+RLH+  G+   G LR+ GYK G W D    QR    
Sbjct: 132 GDGNNNSGSLRLHKKHGFVIVGQLRSVGYKKGDWRDTVIMQRSLN 176 
 
 
>ref|YP_471413.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Rhizobium etli CFN 42] 
 gb|ABC92686.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Rhizobium etli CFN 42] 
          Length = 185 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 80/161 (49%), Gaps = 2/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVA-EVEGV 67 
           +R A+ AD+ A+ +I    +     ++   P    E       +   +YP++ A + +G  
Sbjct: 5   LRDASQADIPAITEIYRDSVLNGVASYEIAPPYEAEMAQRFSAIVSQQYPYVAATDADGK 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  ++ R AY W VE ++Y++   +  G+G  L   L+    A GF+ +VAVIG 
Sbjct: 65  LLGYAYASAFRTRPAYRWMVEDSIYLAPEARGRGVGKALMAELIDRCTALGFRQMVAVIG 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             +  S+ LH   G+   G ++  GYKHG W D    QR   
Sbjct: 125 GASPASIALHLKAGFVEVGLMKGTGYKHGRWLDTMLMQRGL 165 
 
 
>ref|YP_117898.1| putative acetyltransferase [Nocardia farcinica IFM 10152] 
 dbj|BAD56534.1| putative acetyltransferase [Nocardia farcinica IFM 10152] 
          Length = 177 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 63/172 (36%), Positives = 85/172 (49%), Gaps = 8/172 (4%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV 61 
           R P  IR AT  D+ A+ ++ N  I TST  +  E    ++   W  D  R     P LV 
Sbjct: 7   RPPAVIRDATEDDLPAILELHNANIATSTAIWDVEQVGLEDRLAWFGD--RTGAGMPILV 64 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FK 120 
           AEV+G  AG A  G W+ +  Y +TVE++VY+  R QR GL + L   L+    A G    
Sbjct: 65  AEVDGEFAGYASYGRWRPKVGYRFTVENSVYIVDRFQRRGLAAALLRELIDRATASGRVH 124 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172 
           +++A I   N  S+ LHE  G+   G L   G K G W D+   Q    LPA 
Sbjct: 125 AMIAAIESSNTASIALHERFGFVEVGRLPEVGRKFGRWMDLTLLQ--LTLPA 174 
 
 
>ref|NP_765632.1| N-acetyltransferase [Staphylococcus epidermidis ATCC 12228] 
 gb|AAO05719.1|AE016751_14 N-acetyltransferase [Staphylococcus epidermidis ATCC 12228] 
          Length = 164 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 85/162 (52%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
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           IR A   D+  +  I N  I  +T  +  +PQ   E   W     ++ +  P  V E EG 
Sbjct: 2   IRFARLEDLQDILTIYNDAILNTTAVYTYKPQQLDERLQWYQSKAKINE--PIWVYEKEG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++   AY +T+E ++YV  +++ LG+ S L  +L++  + Q ++++VA I 
Sbjct: 60  KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENLIRYAKEQSYRTIVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ LH+   ++  GT++  GYK G W D+ F+Q D  
Sbjct: 120 DASNMDSIALHKKFDFSHAGTIKNVGYKFGRWLDLSFYQYDL 161 
 
 
>ref|ZP_00943431.1| Phosphinothricin N-acetyltransferase [Ralstonia solanacearum 
UW551] 
 ref|YP_002261060.1| antibiotic resistance (acetyltransferase) protein [Ralstonia 
           solanacearum IPO1609] 
 gb|EAP74046.1| Phosphinothricin N-acetyltransferase [Ralstonia solanacearum UW551] 
 emb|CAQ63002.1| antibiotic resistance (acetyltransferase) protein [Ralstonia 
           solanacearum IPO1609] 
          Length = 182 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 57/160 (35%), Positives = 80/160 (50%), Gaps = 6/160 (3%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVEGVVAGIAYA 74 
           AA+ DI+N  I  ST  +   P+ PQ    W D   +    +P + A +  G + G A   
Sbjct: 22  AAILDILNEAIVNSTALYDYTPRPPQAMATWFD--AKRAGGFPVVGAVDASGKLLGFASW 79 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           G ++A  AY +TVE +VYV H  +  GLG  L   +++   A     +V  I   N  S  
Sbjct: 80  GTFRAFPAYKYTVEHSVYVHHACRGRGLGERLLREMIRRARAAQLHVLVGCIDAANFASA 139 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            LH  LG+   GT+R AG+K G W D  F+Q + E PA P 
Sbjct: 140 GLHTRLGFVHAGTIREAGFKFGRWLDAAFYQLNLETPAQP 179 
 
 
>ref|XP_003088197.1| hypothetical protein CRE_05355 [Caenorhabditis remanei] 
 gb|EFO92792.1| hypothetical protein CRE_05355 [Caenorhabditis remanei] 
          Length = 379 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 58/179 (32%), Positives = 88/179 (49%), Gaps = 12/179 (6%) 
 
Query: 1   MSPERRPV-----EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLER 52 
           +SP+ R        IRPA A+D+  +  I NH I T    + ++ +T    Q+W   LE  
Sbjct: 203 ISPDTRLYLGVEHSIRPAQASDLTEIMRIYNHEIATGLATWNSQLKTFADYQQWF--LEL 260 
 
Query: 53  LQDRYPWLVAEVEGV--VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
            Q ++P  VAE      +AG A    ++A N Y +TVE +VY+  +  R GLG  L   L 
Sbjct: 261 QQQQFPLFVAEETATHAIAGYADYASFRAINGYLYTVEHSVYIDPKFTRQGLGKRLMLKL 320 
 
Query: 111 LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           ++  +      +VA I   N  S+ LH+ LG+   G +   G K G W D+   Q +F+ 
Sbjct: 321 IEHAQQHNIHVMVAAIDHENTGSIYLHQQLGFKQTGYMPQVGQKFGKWRDLVLMQLNFD 379 
 
 
>ref|ZP_02421681.1| hypothetical protein EUBSIR_00512 [Eubacterium siraeum DSM 15702] 
 gb|EDS01608.1| hypothetical protein EUBSIR_00512 [Eubacterium siraeum DSM 15702] 
          Length = 180 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 51/161 (31%), Positives = 82/161 (50%), Gaps = 7/161 (4%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR AT  D   +  I ++YIE + V +  +    +++   +E+   +YP++VAE +G  
Sbjct: 12  IEIRTATPFDAEELLGIYSYYIENTAVTYEIDVPFAEDFRRRIEKTLMKYPYIVAERDGR 71 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYAG +K R AY+ + E+++YV    +R G G+ LY  L K +   G ++  A I  
Sbjct: 72  IIGYAYAGVFKDRAAYERSAETSIYVDVNEKRYGTGTALYRELEKRLADMGVRNAYACIA 131 
 
Query: 128 -------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                    N  S+  HE  GYT  G       K G  +D+ 
Sbjct: 132 STDKDDEYLNHDSIWFHEKQGYTLVGKFHKCAEKFGREYDM 172 
 
 
>ref|YP_003182713.1| GCN5-related N-acetyltransferase [Eggerthella lenta DSM 2243] 
 gb|ACV56324.1| GCN5-related N-acetyltransferase [Eggerthella lenta DSM 2243] 
          Length = 213 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 63/180 (35%), Positives = 86/180 (47%), Gaps = 5/180 (2%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
            SP      +R A   D  A+  +   Y+ET  V F T   +  E+   +      YP L 
Sbjct: 3   FSPCATSANVRIAARGDAEAMRAVYAPYVETP-VTFDTVAPSRAEFAARMADAMAAYPCL 61 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E +G V G AYA    +R AY W  E +VY+       G G TLY  LLK + AQG K 
Sbjct: 62  VLEQDGRVVGFAYAHAQASRAAYRWNAELSVYLEQGATGGGRGRTLYDALLKLLRAQGVK 121 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----ELPAPPRP 176 
           S   ++ +PN+ S RLH   G+        AG+K G WHDV ++ ++     + PA P P 
Sbjct: 122 SAYGLVTVPNEASERLHAGCGFQRCWVQSHAGWKAGSWHDVTWYVKELAPFDDDPADPVP 181 
 
 
>ref|YP_001616270.1| putative acetyltransferase [Sorangium cellulosum 'So ce 56'] 
 emb|CAN95790.1| putative acetyltransferase [Sorangium cellulosum 'So ce 56'] 
          Length = 333 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 62/160 (38%), Positives = 79/160 (49%), Gaps = 1/160 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66 
           V IR AT AD+AA+ +I   Y+E ST  F T   TP E    L      +P  VA E +G 
Sbjct: 162 VRIRLATEADLAAIEEIYAFYVERSTCTFATTVPTPAERRAWLAAHGPLHPATVAVEGDG 221 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G      W  R AY  +VE++VYV     R GLG  +   L+    + G ++++A I 
Sbjct: 222 TVVGWGSLSQWNPREAYARSVENSVYVRDGLHRRGLGRRILADLVSRAISLGHRTIIAQI 281 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                 SV LH ALG+   G LR  GYK   W DV   QR 
Sbjct: 282 AGDQAASVALHRALGFEDAGVLRDVGYKFDRWLDVILMQR 321 
 
 
>ref|XP_002416063.1| phosphinothricin N-acetyltransferase, putative [Ixodes 
scapularis] 
 gb|EEC19730.1| phosphinothricin N-acetyltransferase, putative [Ixodes scapularis] 
          Length = 164 
 
 Score = 90.1 bits (222), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 61/161 (37%), Positives = 89/161 (55%), Gaps = 2/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
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           IR AT  DM AV +I  +++  ST  F   P   QE      +++++  PWLVAE++G + 
Sbjct: 3   IRHATLDDMVAVQNIYAYHVLHSTATFEQSPPDEQEMGARYIQVREQNLPWLVAELDGQI 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-G 127 
            G AYAG +++R AY +TVE ++Y++      GLG  L   LL   E   ++ +VA+I G 
Sbjct: 63  VGYAYAGTYRSRPAYRFTVEDSIYLAQGQIGKGLGKALLEQLLLECEKGPWRQMVAIISG 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             +  S+ LH +LG+   GT  A GYK   W DV   QR   
Sbjct: 123 HDSRGSIALHRSLGFAHVGTQPAVGYKFQQWIDVVIMQRSL 163 
 
 
>ref|YP_189646.1| phosphinothricin acetyltransferase, putative [Staphylococcus 
           epidermidis RP62A] 
 gb|AAW52944.1| phosphinothricin acetyltransferase, putative [Staphylococcus 
           epidermidis RP62A] 
          Length = 164 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 85/162 (52%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  +  I N  I  +T  +  +PQ   E   W     ++ +  P  V E EG 
Sbjct: 2   IRFARLEDLQDILTIYNDAILNTTAVYTYKPQQLDERLQWYQSKAKINE--PIWVYEKEG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++   AY +T+E ++YV  +++ LG+ S L  +L++  + QG++++VA I 
Sbjct: 60  KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENLIRYAKEQGYRTIVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ LH+   ++  GT++  GYK   W D+ F+Q D  
Sbjct: 120 DASNMDSIALHKKFDFSHAGTIKNVGYKFDRWLDLSFYQYDL 161 
 
 
>ref|ZP_07947262.1| acetyltransferase [Eggerthella sp. 1_3_56FAA] 
 gb|EFV33764.1| acetyltransferase [Eggerthella sp. 1_3_56FAA] 
          Length = 213 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 63/180 (35%), Positives = 86/180 (47%), Gaps = 5/180 (2%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
            SP      +R A   D  A+  +   Y+ET  V F T   +  E+   +      YP L 
Sbjct: 3   FSPCATSANVRIAARGDAEAMRAVYAPYVETP-VTFDTVAPSRAEFAARMADAMVDYPCL 61 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E +G V G AYA    +R AY W  E +VY+       G G TLY  LLK + AQG K 
Sbjct: 62  VLEQDGRVIGFAYAHAQASRAAYRWNAELSVYLEQGATGGGRGRTLYDALLKLLRAQGVK 121 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----ELPAPPRP 176 
           S   ++ +PN+ S RLH   G+        AG+K G WHDV ++ ++     + PA P P 
Sbjct: 122 SAYGLVTVPNEASERLHAGCGFQRCWVQSHAGWKAGSWHDVTWYVKELAPFDDDPADPVP 181 
 
 
>ref|YP_002573340.1| GCN5-like N-acetyltransferase [Caldicellulosiruptor bescii DSM 
           6725] 
 gb|ACM60567.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor bescii DSM 
           6725] 
          Length = 161 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 46/158 (29%), Positives = 80/158 (50%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D+  +  I N+ +  ST  F   P+T ++++  L+   ++Y   VAE     
Sbjct: 1   MNIRKATISDITNMLYIYNYEVLNSTSTFDIHPKTTEDFLKLLDSHSNKYSIYVAEENST 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  Y  P+  + AY  TVE T+Y+   H+  G+G  +   L++  +  G  +++A +  
Sbjct: 61  ILGYGYLSPFSEKEAYSITVEDTIYIHPLHRGKGIGKQILKFLIEKAKDTGAANIIAKVC 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ LH++ G+   G L   G K G + DV   Q 
Sbjct: 121 AENYISLHLHKSFGFVEVGKLIKVGSKFGRFLDVIILQ 158 
 
 
>ref|YP_001587924.1| hypothetical protein SPAB_01697 [Salmonella enterica subsp. 
           enterica serovar Paratyphi B str. SPB7] 
 gb|ABX67091.1| hypothetical protein SPAB_01697 [Salmonella enterica subsp. 
           enterica serovar Paratyphi B str. SPB7] 
          Length = 171 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 61/170 (35%), Positives = 86/170 (50%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD A + +I NH  + T+ + N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCATITEIYNHAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVV G A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA 
Sbjct: 59  NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+RLH +LG+T    +   G K G W D+ F Q   +  A P 
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168 
 
 
>ref|YP_002543819.1| phosphinothricin acetyltransferase (antibiotic resistance) 
protein 
           [Agrobacterium radiobacter K84] 
 gb|ACM25893.1| phosphinothricin acetyltransferase (antibiotic resistance) protein 
           [Agrobacterium radiobacter K84] 
          Length = 168 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 54/157 (34%), Positives = 79/157 (50%), Gaps = 5/157 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V +R A  AD+ A+C+I NH +  +T    +   +     EW+    R    +P +VAE  
Sbjct: 5   VLLRDAIEADLPAICEIYNHAVVHTTAIWNDTLVDVDNRIEWLK--ARRARGFPVVVAEK 62 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G VAG A  G W+A + Y  TVE+++YV   H+ LG+G  L   L+          ++A 
Sbjct: 63  DGKVAGYASYGDWRAFDGYRHTVENSIYVDKDHRGLGIGEGLLRELVACAAKGNVHVMIA 122 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            I   N  S+RLHE LG+   G     G K G W D+ 
Sbjct: 123 AIETGNAVSIRLHEKLGFRIAGQFSEVGTKFGRWLDL 159 
 
 
>ref|YP_001832067.1| GCN5-related N-acetyltransferase [Beijerinckia indica subsp. 
indica 
           ATCC 9039] 
 gb|ACB94578.1| GCN5-related N-acetyltransferase [Beijerinckia indica subsp. indica 
           ATCC 9039] 
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          Length = 186 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 54/166 (32%), Positives = 85/166 (51%), Gaps = 3/166 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ--EWIDDLERLQDR-YPWLVA 62 
           + V IRP+   D+ A+ +I   +I         +  TPQ  +  D  + L++R +P LVA 
Sbjct: 5   QAVVIRPSQDKDVEAMLEIYRRHIRRGIEEGVDDSGTPQPDDLRDRRKNLRNRRFPHLVA 64 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            + G V G AY   ++ R AY +TV+ ++YV H H   G+G  L   L+ +  A GF+ + 
Sbjct: 65  MLGGEVIGYAYVVLFRKRPAYRYTVKHSIYVHHEHLGQGIGRLLMQGLIDACAAAGFRQM 124 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +  I   N  S+ LHE  G++  G L +  Y++G W D    QR   
Sbjct: 125 IGYIDADNAASLGLHETFGFSRVGVLPSVAYRYGHWADTIMVQRSL 170 
 
 
>ref|YP_002252427.1| antibiotic resistance (acetyltransferase) protein [Ralstonia 
           solanacearum MolK2] 
 emb|CAQ17746.1| antibiotic resistance (acetyltransferase) protein [Ralstonia 
           solanacearum MolK2] 
          Length = 182 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 55/158 (34%), Positives = 79/158 (50%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVA-EVEGVVAGIAYAGP 76 
           AA+ DI+N  I  ST  +   P+ PQ  +     +    +P + A +  G + G A  G  
Sbjct: 22  AAILDILNEAIVNSTALYDYTPRPPQAMVTWFAAKRAGGFPVVGAVDASGKLLGFASWGT 81 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  AY +TVE +VYV H  +  GLG  L   +++   A     +V  I   N  S  L 
Sbjct: 82  FRAFPAYKYTVEHSVYVHHACRGRGLGERLLREMIRRARAAQLHVLVGCIDAANSASAGL 141 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           H  LG+   GT+R AG+K G W D  F+Q + E PA P 
Sbjct: 142 HTRLGFVHAGTIREAGFKFGRWLDAAFYQLNLETPAQP 179 
 
 
>ref|ZP_06355097.1| toxin-antitoxin system, toxin component, GNAT family [Citrobacter 
           youngae ATCC 29220] 
 gb|EFE06630.1| toxin-antitoxin system, toxin component, GNAT family [Citrobacter 
           youngae ATCC 29220] 
          Length = 174 
 
 Score = 89.7 bits (221), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 54/163 (33%), Positives = 90/163 (55%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           ++I  A    + A+ DI  H++   T +F T P    E +  LE++     PW+VA  EG 
Sbjct: 1   MKIVNAEVKHIPAIRDIYAHHVIHGTGSFETAPPDNNEMLARLEKIHRLGLPWVVALQEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY +T+E ++Y+    QR G+G  L  H++   E  G++ ++A++ 
Sbjct: 61  KVIGYCYLTRYRERYAYRYTLEDSIYIDPAAQRQGVGKALLRHVIDWAETHGYRQLIAMV 120 
 
Query: 127 GLPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G  N+  S+++H+ +GY   GTL+  G+KHG W D    QR+  
Sbjct: 121 GDSNNQGSLKVHQQVGYREIGTLKDVGFKHGRWLDTVVLQRNL 163 
 
 
>ref|ZP_07842937.1| toxin-antitoxin system, toxin component, GNAT family 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 249



           [Staphylococcus hominis subsp. hominis C80] 
 gb|EFS19890.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus hominis subsp. hominis C80] 
          Length = 168 
 
 Score = 89.7 bits (221), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 85/161 (52%), Gaps = 5/161 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + +I N  I  +T  +   PQ+  E   W +   ++    P  V E++  
Sbjct: 5   IREAERKDLPDIFNIYNDAILNTTAVYTYHPQSLNEREVWFE--TKVLANEPIFVFEIDN 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  G ++   AY +++E ++YV+  ++R G+ S L  HL+   + + ++++VA I 
Sbjct: 63  KVAGFATYGQFRHWPAYLYSIEHSIYVNKDYRRRGVASHLLEHLIDDAKHRQYRTIVAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
              N+ S++LHE   +   GT+   GYK   W D+ F+Q D 
Sbjct: 123 DTLNEASIKLHETFNFKHAGTIENVGYKFERWLDLAFYQYD 163 
 
 
>ref|ZP_07743896.1| putative acetyltransferase [Vibrio caribbenthicus ATCC BAA-2122] 
 gb|EFP95772.1| putative acetyltransferase [Vibrio caribbenthicus ATCC BAA-2122] 
          Length = 166 
 
 Score = 89.7 bits (221), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 49/168 (29%), Positives = 85/168 (50%), Gaps = 10/168 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR A   D+  +  + N+YIE +   F  +    ++ +EW +     + +Y  +VA   
Sbjct: 1   MEIRHAERPDLPQITALFNYYIEHTNARFEEQAFSVESRKEWFNQFSN-ETKYQIVVACE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             +V G A + P++   A+  TVE+++Y++  ++  GLG  LY HL  ++        ++ 
Sbjct: 60  NDIVIGFACSQPYRGSKAFSETVETSIYINSDYKGRGLGKALYRHLFANIGKYKIHRALS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-----GWHDVGFWQRD 167 
            I LPN+ S+ LHE  G+   GT      KHG      W++   W+RD 
Sbjct: 120 GIALPNEASIALHEHFGFKKVGTFDEYAKKHGQYISSAWYEKT-WKRD 166 
 
 
>ref|ZP_06917734.1| phosphinothricin N-acetyltransferase [Streptomyces sviceus ATCC 
           29083] 
 gb|EDY53486.1| phosphinothricin N-acetyltransferase [Streptomyces sviceus ATCC 
           29083] 
          Length = 169 
 
 Score = 89.7 bits (221), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 55/179 (30%), Positives = 87/179 (48%), Gaps = 28/179 (15%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA----- 62 
           +++RP    D+ A+ D+ NHY+  + + F T   TP+E          R PWL++      
Sbjct: 1   MQVRPGVEGDLKALADLYNHYVRETPITFDTAVFTPEE----------RRPWLLSHPEDG 50 
 
Query: 63  ----------EVEGV---VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 109 
                     E  G    + G A + P++A+ AY  +VE TVYV+      G+G+ LY   
Sbjct: 51  PYRLMVATDTESTGTSQRILGYATSSPFRAKAAYATSVEVTVYVAPDAGGRGVGTLLYKA 110 
 
Query: 110 LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           L +++  +      A I  PN+ S RLHE  G+   GT R  G K G + DV ++++D  
Sbjct: 111 LFEALAGEDVHRAYAGITQPNEASTRLHERFGFRYVGTYREVGRKFGRYWDVAWYEKDL 169 
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>ref|ZP_01721887.1| hypothetical protein BB14905_06898 [Bacillus sp. B14905] 
 gb|EAZ87894.1| hypothetical protein BB14905_06898 [Bacillus sp. B14905] 
          Length = 162 
 
 Score = 89.7 bits (221), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 53/152 (34%), Positives = 81/152 (53%), Gaps = 5/152 (3%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           D+  V +I N  I TS   +R E Q+  E   W  D + L +  P  V +  G+VAG A  
Sbjct: 5   DIPEVLEIYNDIILTSKAVYRYEIQSLDEKKKWFSDQQALGN--PLFVYDDNGMVAGFAT 62 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
              ++    Y +T+E +VYV   H + G+ + L   L++  + QG K++VA I   N  S 
Sbjct: 63  YSQFRPYPGYKYTMEHSVYVHKDHYQKGIATNLMLKLIEKAKEQGVKTLVAGIDGENIGS 122 
 
Query: 134 VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           ++ HE LG+   GT++ AGYK   W D+ F+Q 
Sbjct: 123 IKAHEKLGFEYAGTIKNAGYKFEQWLDLVFYQ 154 
 
 
>ref|YP_166358.1| phosphinothricin N-acetyltransferase, putative [Ruegeria pomeroyi 
           DSS-3] 
 gb|AAV94407.1| phosphinothricin N-acetyltransferase, putative [Ruegeria pomeroyi 
           DSS-3] 
          Length = 164 
 
 Score = 89.7 bits (221), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 57/163 (34%), Positives = 80/163 (49%), Gaps = 4/163 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEG 66 
           ++IRPA A D A +  I NHYI  + V F TE + P+    D+     R P +LVAE  G 
Sbjct: 1   MKIRPARALDAADIAGIANHYIRDTLVTFTTELRRPEAVAGDI---AARAPAYLVAEAAG 57 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G A  GP++A   Y  T E ++ +    +  G G  L T L +   A+G   +VA I 
Sbjct: 58  AILGFATYGPFRAGPGYACTREHSILLDPGARGQGAGRALMTELERVARAEGVHVLVAGI 117 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N  +V  H ALG+   G L   G K G W D+   Q+  + 
Sbjct: 118 SGANPGAVAFHRALGFAEVGRLPQVGRKEGRWLDLVLMQKILD 160 
 
 
>dbj|BAI77990.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 199 
 
 Score = 89.7 bits (221), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 79/159 (49%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   DM  V  I   ++     +F  EP + +E +    E L    P+ VAE  G V 
Sbjct: 27  LRDARDDDMPMVQAIYAEHVLEGISSFELEPPSLEEMLRRRAEVLAKGLPYRVAERLGEV 86 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  Y  P++ R  Y +TVE +VYV      LG+G  L   L++     G++ ++AVIG  
Sbjct: 87  VGYGYVTPYRPRPGYRFTVEDSVYVRSGMGGLGIGQALLAELVEHCVQGGWRQMIAVIGN 146 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 147 SENTASIRLHERLGFHRVGVFESVGFKHGRWVDTVLMQR 185 
 
 
>ref|ZP_08164878.1| putative phosphinothricin N-acetyltransferase [Eggerthella sp. 
           HGA1] 
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 gb|EGC88981.1| putative phosphinothricin N-acetyltransferase [Eggerthella sp. 
           HGA1] 
          Length = 213 
 
 Score = 89.7 bits (221), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 61/180 (33%), Positives = 86/180 (47%), Gaps = 5/180 (2%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
            SP      +R A   D  A+  +   Y+ET  V F T   +  E+   +      YP L 
Sbjct: 3   FSPCATSANVRIAARGDAEAMRAVYAPYVETP-VTFDTVAPSRAEFAARMADAMVDYPCL 61 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E +G V G AYA    +R AY W  E +VY+       G G  LY+ LL+ + AQG K 
Sbjct: 62  VLEQDGRVVGFAYAHAQASRAAYRWNAELSVYLEQGATGGGRGRALYSALLELLRAQGVK 121 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----ELPAPPRP 176 
           S   ++ +PN+ S RLH   G+        AG+K G WHDV ++ ++     + PA P P 
Sbjct: 122 SAYGLVTVPNEASERLHAGCGFQRCWVQSHAGWKAGSWHDVTWYVKELAPFDDDPADPVP 181 
 
 
>ref|ZP_01915320.1| phosphinothricin N-acetyltransferase [Limnobacter sp. MED105] 
 gb|EDM83503.1| phosphinothricin N-acetyltransferase [Limnobacter sp. MED105] 
          Length = 182 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 56/160 (35%), Positives = 81/160 (50%), Gaps = 2/160 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGV 67 
           +IR AT ADM AV  +  HY+      F   P T +E     + + D + P+LVA ++ V 
Sbjct: 10  DIRDATLADMPAVQALYAHYVLKELATFELVPPTHEEMCARRQAILDSHLPYLVAHIDDV 69 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  ++ R AY +TVE +VY+S  H   G+G+ L   L++  E   ++ +VAVI  
Sbjct: 70  IVGYAYAVSYRPRPAYRYTVEDSVYLSPNHTGKGIGAALLNELIRRCEQGPWRQMVAVIT 129 
 
Query: 128 LPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                 S  LH  LG+   G +   GYK   W      QR 
Sbjct: 130 QGGTAGSAELHRKLGFQEVGRMPNVGYKFNRWVGTLIMQR 169 
 
 
>ref|ZP_04060141.1| phosphinotricin acetyltransferase [Staphylococcus hominis SK119] 
 gb|EEK11640.1| phosphinotricin acetyltransferase [Staphylococcus hominis SK119] 
          Length = 168 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 49/163 (30%), Positives = 86/163 (52%), Gaps = 5/163 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + +I N  I  +T  +   PQ+  E   W +   ++    P  V E++  
Sbjct: 5   IREAERKDLPDILNIYNDAILNTTAVYTYHPQSLNEREVWFE--TKVLANEPIFVFEIDH 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  G ++   AY +++E ++YV+  ++R G+ S L  HL+   + + ++++VA I 
Sbjct: 63  KVAGFATYGQFRHWPAYLYSIEHSIYVNKDYRRRGVASHLLEHLIDDAKHRQYRTIVAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N+ S++LHE   +   GT+   GYK   W D+ F+Q D + 
Sbjct: 123 DTLNEASIKLHETFNFKHAGTIENVGYKFERWLDLAFYQYDLK 165 
 
 
>ref|YP_004026569.1| GCN5-like N-acetyltransferase [Caldicellulosiruptor 
kristjanssonii 
           177R1B] 
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 gb|ADQ40956.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
           kristjanssonii 177R1B] 
          Length = 161 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 47/158 (29%), Positives = 80/158 (50%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D+  +  I N+ +  ST  F   P+T ++++  L+   ++Y   VAE     
Sbjct: 1   MNIRKATISDIPDLLYIYNYEVLNSTSTFDIHPKTTEDFLKLLDSHSNKYSIYVAEENST 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  Y  P+  + AY  TVE T+Y+   H+  G+G  +   LL+  +  G  +++A +  
Sbjct: 61  ILGYGYLSPFSEKEAYSITVEDTIYIHPLHRGKGIGKQILKFLLERAKDTGAANIIAKVC 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ LH++ G+   G L   G K G + DV   Q 
Sbjct: 121 AENYISLHLHKSFGFVEVGKLIKVGSKFGRFLDVIILQ 158 
 
 
>ref|NP_639084.1| phosphinothricin acetyltransferase [Xanthomonas campestris pv. 
           campestris str. ATCC 33913] 
 ref|YP_244869.1| phosphinothricin acetyltransferase [Xanthomonas campestris pv. 
           campestris str. 8004] 
 ref|YP_001905325.1| N-acetyltransferase [Xanthomonas campestris pv. campestris str. 
           B100] 
 gb|AAM42996.1| phosphinothricin acetyltransferase [Xanthomonas campestris pv. 
           campestris str. ATCC 33913] 
 gb|AAY50849.1| phosphinothricin acetyltransferase [Xanthomonas campestris pv. 
           campestris str. 8004] 
 emb|CAP53287.1| N-acetyltransferase [Xanthomonas campestris pv. campestris] 
          Length = 173 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 53/158 (33%), Positives = 82/158 (51%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
            A+ DI N  I  ST  +   P+  +         Q   +P + V + +G + G A  G  
Sbjct: 13  GAILDIFNDAIAHSTALYDYRPRPAESMAGWFATKQAGGFPVIGVEDADGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG TL   L+ + +A+G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHRDHRGKGLGRTLLQLLIDAAQARGVHVLVGGIDASNAASIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR    P+ P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILSTPSDP 170 
 
 
>ref|YP_001796181.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Cupriavidus taiwanensis] 
 emb|CAP63987.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Cupriavidus taiwanensis LMG 19424] 
          Length = 179 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 59/176 (33%), Positives = 84/176 (47%), Gaps = 6/176 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVA-E 63 
           + IR AT  DM AVC I N  +E +T        +     +W+    R +   P LVA + 
Sbjct: 5   ITIRDATPEDMEAVCAIYNDAVENTTAIWNEVLVDVANRLDWLS--ARRKAGLPVLVALD 62 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 253



             GVV G A  G W+A + Y  TVE +VYV    +  G+  +L   L++     G   +V 
Sbjct: 63  ATGVVVGYASFGDWRAFDGYRHTVEHSVYVRTDQRGKGIAGSLMKALIERAGELGKHIIV 122 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
           + I   N  S+RLHE LG+   G ++  G K G W D+ F Q + +  A P   R  
Sbjct: 123 SAIEAGNASSIRLHEKLGFEQVGLMKEVGTKFGKWLDLVFMQLNIDHRADPDGARK 178 
 
 
>ref|ZP_03500072.1| GCN5-related N-acetyltransferase [Rhizobium etli Kim 5] 
          Length = 159 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 57/158 (36%), Positives = 81/158 (51%), Gaps = 5/158 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63 
            V IR AT AD+ A+ +I NH +E +T  +     + +  +EW+    R    +P +VAE 
Sbjct: 4   TVLIRDATEADLPAIREIYNHAVEHTTAIWNETLVDLENRREWLR--ARKGRGFPVIVAE 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           + G VAG A  G W+A + Y  TVE +VYV    +  G+G TL   L+    A     ++ 
Sbjct: 62  MSGKVAGYASYGDWRAFDGYRHTVEHSVYVDKDCRGAGIGETLMRELIARAAAGNVHVMI 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE LG+   G     G K G W D+ 
Sbjct: 122 AGIEAENTASIRLHEKLGFRIAGRFSEVGTKFGRWLDL 159 
 
 
>ref|YP_001695941.1| acetyltransferase yncA [Lysinibacillus sphaericus C3-41] 
 gb|ACA37811.1| Hypothetical acetyltransferase yncA [Lysinibacillus sphaericus 
           C3-41] 
          Length = 165 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 55/162 (33%), Positives = 84/162 (51%), Gaps = 5/162 (3%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           D+  V +I N  I TS   +R E Q+  E   W  + + L +  P LV +  G+VAG A  
Sbjct: 5   DIPEVLEIYNDIILTSKAVYRYEIQSLDEKVKWFREQQALGN--PLLVFDDNGMVAGFAT 62 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
              ++    Y +T+E +VYV   H + G+ + L   L++  + QG K++VA I   N  S 
Sbjct: 63  YSQFRPYPGYKYTMEHSVYVHKEHYQKGIATNLMLQLIEIAKEQGVKTLVAGIDGENIGS 122 
 
Query: 134 VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
           ++ HE LG+   GT++ AGYK   W D+ F+Q     P   R 
Sbjct: 123 IKAHEKLGFEYAGTIKNAGYKFEQWLDLVFYQLHLTGPIHKR 164 
 
 
>ref|YP_003365800.1| putative acetyltransferase [Citrobacter rodentium ICC168] 
 emb|CBG89001.1| putative acetyltransferase [Citrobacter rodentium ICC168] 
          Length = 184 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 58/172 (33%), Positives = 86/172 (50%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEG 66 
           + +R A   D+ A+  +   ++     +F   P T +E    + ++ Q   PWLVA   G 
Sbjct: 12  IVVRNALPGDVEAISALYAWHVLNGRASFEEIPPTVEEMRQRMRKVAQYELPWLVALYRG 71 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G  YA  ++ R AY +T+E ++YV       G+GS L   L+   E   ++ +VAVI 
Sbjct: 72  VVVGYCYATQYRPRPAYRYTLEESIYVDTSMTGQGIGSLLMHTLISRCEEGPWRQMVAVI 131 
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Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
             G  N  S+RLH+  G+   G LR+ GYK G W D    QR     D+ LP 
Sbjct: 132 GDGYNNPGSLRLHKKHGFEIAGQLRSVGYKKGDWRDTLIMQRPLNEGDWTLP 183 
 
 
>gb|ABA47267.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 199 
 
 Score = 89.4 bits (220), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 56/159 (35%), Positives = 80/159 (50%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   DM AV  I   ++     +F  EP +  E +    E L    P+ VAE +G V 
Sbjct: 27  LRDARDDDMPAVQAIYAEHVLEGISSFELEPPSLAEMLRRRAEVLAKGLPYRVAEHQGEV 86 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  Y  P++ R  Y +TVE +VYV      LG+G  L   L++     G++ ++A+IG  
Sbjct: 87  VGYGYVTPYRPRPGYRFTVEDSVYVRSGMGGLGIGQALLAGLVEHCVEGGWRQMIAIIGN 146 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 147 SENVASIRLHERLGFHRVGVFESVGFKHGRWVDTVLMQR 185 
 
 
>ref|ZP_07289232.1| phosphorinothyrcin n-acetyltransferase [Streptomyces sp. C] 
 gb|EFL17601.1| phosphorinothyrcin n-acetyltransferase [Streptomyces sp. C] 
          Length = 165 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 54/173 (31%), Positives = 83/173 (47%), Gaps = 22/173 (12%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL------- 60 
           +EIRP    D+  +  I NHY+  + + F  EP TP +          R PWL        
Sbjct: 3   MEIRPGVEDDLDELTRIYNHYVIETPITFDVEPFTPDQ----------RRPWLLAHPTSG 52 
 
Query: 61  -----VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
                VAE  G + G A +  ++ + AY  +VE++VY++  H   G+G  LYT L + +  
Sbjct: 53  PHRLLVAEEGGKLLGYATSSAFRPKPAYATSVETSVYLAPEHVGRGIGGLLYTSLFEVLA 112 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            +   + +A I +PN  S RLHE  G+   G L   G K   + DV ++Q+   
Sbjct: 113 QEDVHTALAGIAMPNQASQRLHERFGFRQVGLLEQVGRKFDRFWDVAWFQKSL 165 
 
 
>emb|CBL20923.1| Sortase and related acyltransferases [Ruminococcus sp. SR1/5] 
          Length = 195 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 80/161 (49%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR A   D A + +I ++Y+E + + F  E  + +E+   +  ++ +YP++VAE +G  
Sbjct: 1   MQIRVAEEKDAATLLEIYSYYVEKTAITFEYETPSIEEFTQRIHDIKVKYPYIVAEEKGE 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AY   +  R AY W  E +VYV H  +  G G  LY  L   +   G  ++ A I  
Sbjct: 61  ILGYAYGSAFHPRAAYGWCAEMSVYVRHDRRGSGAGGRLYRALESLLAEMGILNLNACIA 120 
 
Query: 128 L-PND------PSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           + P D       SV  H+  GY   G     GYK   W+++ 
Sbjct: 121 VAPKDDEYLTSASVDFHKHFGYKRVGEFHRCGYKFNRWYNM 161 
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>ref|ZP_06758377.1| acetyltransferase, GNAT family [Veillonella sp. 6_1_27] 
 ref|ZP_06759874.1| acetyltransferase, GNAT family [Veillonella sp. 3_1_44] 
 gb|EFG22475.1| acetyltransferase, GNAT family [Veillonella sp. 3_1_44] 
 gb|EFG24540.1| acetyltransferase, GNAT family [Veillonella sp. 6_1_27] 
          Length = 166 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 50/153 (32%), Positives = 79/153 (51%), Gaps = 2/153 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IRP T  D+A   DI N+ +         EP T  EW +  E   D + P +V  ++G+V 
Sbjct: 6   IRPITKGDIAPCLDIYNYEVVNGVATLDLEPHTLSEWQEWHESHSDEHHPIVVGTIDGIV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIG 127 
           AG A   P++ + AY  TVE ++Y+   ++  G+ + L  H+L+  +      +VV+VI  
Sbjct: 66  AGYASLSPYRPKEAYKSTVELSIYIHQDYRGRGIATQLMAHILEIAKNDPLLHNVVSVIT 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N+ S +LH   G+T  G     G+KHG + D 
Sbjct: 126 AGNEGSTKLHARFGFTYCGLTPQVGFKHGKYQD 158 
 
 
>ref|YP_003741598.1| Phosphinothricin N-acetyltransferase [Erwinia billingiae Eb661] 
 emb|CAX59751.1| Phosphinothricin N-acetyltransferase [Erwinia billingiae Eb661] 
          Length = 174 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 54/160 (33%), Positives = 82/160 (51%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEG 66 
           +EI  A AA +A +  I   ++      F TEP T  E +  L ++Q+    WLVA  E  
Sbjct: 1   MEIVTAQAAHVAGIQQIYAWHVLNGLATFETEPPTADEMLARLAKVQESGGFWLVALEEH 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y  P++ R AY +T+E ++Y+       G+G  L    L+  +  GF+ V+ V+ 
Sbjct: 61  RVVGYCYLAPYRPRYAYRFTLEDSIYLDPDCAGRGIGRALLGEGLRQAQEAGFRQVMTVV 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           G   N  S+ LH +LG+   G L++ G+KHG W D    Q 
Sbjct: 121 GNSENVASLALHRSLGFELTGVLKSVGFKHGRWVDTVMMQ 160 
 
 
>ref|YP_001525936.1| acetyltransferase [Azorhizobium caulinodans ORS 571] 
 dbj|BAF89018.1| acetyltransferase [Azorhizobium caulinodans ORS 571] 
          Length = 181 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 58/177 (32%), Positives = 83/177 (46%), Gaps = 8/177 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYI----ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           + IRP    D+ A+  I  H+I    E    +   EP   ++   +L+    R P + A  
Sbjct: 7   IVIRPTRDEDVDAMLAIYRHHIRRGVEEGVDDGSPEPDDLKDRRKNLK--NRRLPHIAAL 64 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G V G AY  P++ R AY + V+ ++YV H H   G+G  L   L+ +  A GF+ ++ 
Sbjct: 65  FNGEVVGYAYVVPFRKRPAYRYAVKHSIYVHHDHTGRGIGRDLMQGLVDACAAAGFRQMI 124 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA--PPRPVR 178 
             I   N  S+ LHE  G+T  G L    Y+ G W D    QR   L A  PP P R 
Sbjct: 125 GYIDADNSASLTLHERFGFTRVGILPGVAYRFGRWADTVMVQRAIGLGATTPPPPSR 181 
 
 
>ref|ZP_06729691.1| phosphinothricin N-acetyltransferase [Xanthomonas fuscans subsp. 
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           aurantifolii str. ICPB 10535] 
 gb|EFF49178.1| phosphinothricin N-acetyltransferase [Xanthomonas fuscans subsp. 
           aurantifolii str. ICPB 10535] 
          Length = 178 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 59/176 (33%), Positives = 84/176 (47%), Gaps = 4/176 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+E+R     D+ A+  I    I          P   +        +   YP+LVAE++G 
Sbjct: 2   PLELRAVRNTDIPAITAIYAQQIAGVNTYEYKAPSLDEMRARVSAIVDAGYPYLVAELDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VVAG AYA  ++AR  Y WTVE+++Y++   Q  G+   L   L+   E +GF+ ++AVI 
Sbjct: 62  VVAGYAYASAFRARAGYRWTVENSIYLAAAMQGRGI-EALLGELIAVCEQRGFRQMIAVI 120 
 
Query: 127 GLPNDPSVR-LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179 
           G   + + R LHE  G+   G     G KHG W D    QR       APP    P 
Sbjct: 121 GDAGNLASRHLHEHFGFRTVGVFNGIGRKHGRWLDGMQMQRALGSGDTAPPSDENP 176 
 
 
>ref|YP_002541986.1| phosphinothricin N-acetyltransferase (antibiotic resistance) 
           protein [Agrobacterium radiobacter K84] 
 gb|ACM30389.1| phosphinothricin N-acetyltransferase (antibiotic resistance) 
           protein [Agrobacterium radiobacter K84] 
          Length = 198 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 61/183 (33%), Positives = 91/183 (49%), Gaps = 7/183 (3%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPW 59 
           +S ER    IR A+  DM A+ DI  H++      F   P +  E        L    P+ 
Sbjct: 12  ISIERDRPAIRDASDGDMEAIRDIYTHHVLHGLATFEEVPPSADELRSRRASVLGVGLPY 71 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVAE+ G + G +YA  ++ R AY +++E +VYV+      G+GS L   L+   E   + 
Sbjct: 72  LVAELNGEIVGYSYATAYRPRPAYRFSIEDSVYVADGLGGRGVGSALLQELIARCEKGPW 131 
 
Query: 120 KSVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELPAP 173 
           + ++AVIG   N  S+ LH  +G+   GT ++AG+K G W D    QR     D   PA  
Sbjct: 132 RQMLAVIGNSGNAGSLALHRRMGFQPIGTFKSAGFKLGRWVDTVLMQRALGEGDQTTPAQ 191 
 
Query: 174 PRP 176 
            +P 
Sbjct: 192 NKP 194 
 
 
>ref|YP_252457.1| hypothetical protein SH0542 [Staphylococcus haemolyticus JCSC1435] 
 dbj|BAE03851.1| unnamed protein product [Staphylococcus haemolyticus JCSC1435] 
          Length = 164 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 50/162 (30%), Positives = 81/162 (50%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+ A+  I N  I  +T  +  + QT  E   W D   +  +  P  V E  G 
Sbjct: 2   IREAKIEDLPAILSIYNDAILHTTAVYTYDIQTLDERKAWFDMKNKANE--PIFVFEQAG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G A  G ++   AY +++E ++YV   ++  G+ S L  HL++    + ++++VA I 
Sbjct: 60  KAVGFATYGQFRNWPAYLYSIEHSIYVDKSNRGKGIASQLLQHLIEDARTRNYRTIVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
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              ND S++LHE   +   GT++  GYK   W D+ F+Q D  
Sbjct: 120 DASNDSSIKLHEKFNFKHAGTIQNVGYKFDRWLDLAFYQYDL 161 
 
 
>gb|EFV88451.1| acetyltransferase, GNAT family [Staphylococcus epidermidis FRI909] 
          Length = 164 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 84/162 (51%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  +  I N  I  +T  +  +PQ   E   W     ++ +  P  V E EG 
Sbjct: 2   IRFARLEDLQDILTIYNDAILNTTAVYTYKPQQLDERIQWYQSKAKINE--PIWVYEKEG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++   AY +T+E ++YV  +++ LG+ S L  +L+   + QG++++VA I 
Sbjct: 60  KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENLIHYAKEQGYRTIVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ LH+   ++  GT++  GYK   W D+ F+Q D  
Sbjct: 120 DASNMDSIALHKKFDFSHAGTIKNVGYKFNRWLDLSFYQYDL 161 
 
 
>ref|ZP_01694880.1| acetyltransferase, gnat family [Microscilla marina ATCC 23134] 
 gb|EAY24149.1| acetyltransferase, gnat family [Microscilla marina ATCC 23134] 
          Length = 163 
 
 Score = 89.0 bits (219), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 52/162 (32%), Positives = 78/162 (48%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+ A+ +I N+ +  S  N  T P T +E   W ++    ++  P LV EV+G 
Sbjct: 2   IRLAKKEDLGAINEIYNYEVAHSIYNVDTRPVTQEERLLWYEN--HPKNELPILVKEVKG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
                A    W     Y  T E  ++V+    R GLG  L  +L++  E   +KS+V+ I 
Sbjct: 60  ETIAWASLSQWTTHGGYSKTAEVAIFVARNVHRQGLGKELLRNLIEKAETLEYKSLVSRI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N PS++LH+  G+   G +R    K   W DV  WQ+D  
Sbjct: 120 VAGNTPSIKLHQLFGFKYVGVMRRIACKLDQWVDVQIWQKDL 161 
 
 
>ref|ZP_08192665.1| GCN5-related N-acetyltransferase [Clostridium papyrosolvens DSM 
           2782] 
 gb|EGD47704.1| GCN5-related N-acetyltransferase [Clostridium papyrosolvens DSM 
           2782] 
          Length = 164 
 
 Score = 89.0 bits (219), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 49/159 (30%), Positives = 81/159 (50%), Gaps = 5/159 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A  AD+  + DI N  +E +T +F   PQT ++   W    +    R+P +V      
Sbjct: 5   IREAIEADLPKITDIYNWAVENTTASFDINPQTIEQRAVWFSHYK--GSRFPLIVFVKNE 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A    ++A+  Y  T E +VYV   +Q++G+G  L  +++      G+  +++ I 
Sbjct: 63  EVAGYACLSQFRAKEGYRNTCEMSVYVHPEYQKMGIGKKLMDYVIALGREAGYHVIISCI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S+++HE  G+   G L+  GYK G + D  F+Q 
Sbjct: 123 TTDNIVSIKMHEDAGFKLCGELKEVGYKFGRYLDCLFYQ 161 
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>ref|YP_001980331.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Rhizobium etli CIAT 652] 
 gb|ACE93153.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Rhizobium etli CIAT 652] 
          Length = 185 
 
 Score = 89.0 bits (219), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 80/161 (49%), Gaps = 2/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVA-EVEGV 67 
           +R A+ AD++A+  I    +     ++   P    E       +   +YP++ A + +G  
Sbjct: 5   LRDASEADISAITGIYRDSVLNGVASYEITPPPEAEMAQRFTAIVGQQYPYIAAIDDDGS 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G AYA  ++ R AY W VE ++Y++   +  G+G  L + L+    A GF+ +VAVIG 
Sbjct: 65  FLGYAYASAFRTRPAYRWMVEDSIYLAPEARGQGIGKALMSELIDRCTALGFRQMVAVIG 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             +  S+ LH   G+   G ++  GYKHG W D    QR   
Sbjct: 125 GASPASIALHLKAGFVEVGLMQGTGYKHGRWLDTMLMQRSL 165 
 
 
>ref|YP_003311091.1| GCN5-related N-acetyltransferase [Veillonella parvula DSM 2008] 
 gb|ACZ23811.1| GCN5-related N-acetyltransferase [Veillonella parvula DSM 2008] 
          Length = 166 
 
 Score = 89.0 bits (219), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 50/153 (32%), Positives = 80/153 (52%), Gaps = 2/153 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IRP T  D+A   DI N+ +         EP+T  EW +  E   D + P +V  ++G+V 
Sbjct: 6   IRPITRNDIAPCLDIYNYEVVNGVATLDLEPRTLSEWQEWYESHSDEHHPIVVGTIDGIV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIG 127 
           AG A   P++ + AY  TVE ++Y+   ++  G+ + L  H+L+  +      +VV+VI  
Sbjct: 66  AGYASLSPYRPKEAYKSTVELSIYIHQDYRGRGIATQLMAHILEIAKNDPLLHNVVSVIT 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N+ S +LH   G+T  G     G+KHG + D 
Sbjct: 126 AGNEGSTKLHARFGFTYCGLTPQVGFKHGKYQD 158 
 
 
>ref|ZP_08040600.1| phosphinothricin acetyltransferase [Streptococcus equinus ATCC 
           9812] 
 gb|EFW89780.1| phosphinothricin acetyltransferase [Streptococcus equinus ATCC 
           9812] 
          Length = 187 
 
 Score = 89.0 bits (219), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 82/161 (50%), Gaps = 7/161 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R A   D   + +I  +Y+E + V F  +  + +E+ + +  +   YP+LVAE +   
Sbjct: 3   VTVRFAALEDAEKLLEIYTYYVEDTAVTFEYDVPSLEEFTERMRSIMTFYPYLVAEEDDK 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +  R AY W+ E+TVY+    +  G+G  LYT L + ++  G  ++ A I  
Sbjct: 63  ILGYAYASKFHPRAAYAWSAEATVYLDKNARGKGVGRQLYTCLEEYLKQMGILNLNACIA 122 
 
Query: 128 LPN-------DPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             +       + S + H ALGY   G    +GYK   W+D+ 
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Sbjct: 123 STDVEDAYLTNGSEKFHRALGYQLVGKFHHSGYKFNRWYDM 163 
 
 
>emb|CBK87248.1| Sortase and related acyltransferases [Enterobacter cloacae subsp. 
           cloacae NCTC 9394] 
          Length = 184 
 
 Score = 89.0 bits (219), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 57/172 (33%), Positives = 85/172 (49%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +E+R A   D  A+  I   ++     +F   P T  E    ++ + D   PWLVA   G 
Sbjct: 12  IEVRDALPDDAHAISAIYAWHVLHGRASFEEIPPTVDEMRQRMKSVTDSGLPWLVALYRG 71 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G  YA  ++ R AY +T+E ++YV       G GS L   L+   E   ++ ++AV+ 
Sbjct: 72  IVVGYCYATFYRPRQAYRYTLEESIYVDASTTGRGFGSALLQALIARCEQGPWRQMIAVV 131 
 
Query: 127 GLPNDP--SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
           G  N+   S+RLH+  G+   G LR+ GYK G W D    QR     D+ LP 
Sbjct: 132 GDGNNNAGSLRLHKKHGFEVVGQLRSVGYKKGDWRDTLIMQRPLNDGDWTLP 183 
 
 
>ref|YP_003562993.1| GNAT family acetyltransferase [Bacillus megaterium QM B1551] 
 gb|ADE69559.1| acetyltransferase, GNAT family [Bacillus megaterium QM B1551] 
          Length = 163 
 
 Score = 89.0 bits (219), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 80/159 (50%), Gaps = 4/159 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + +I N  ++TS   F     T ++   W D+     + +P +VAE +G 
Sbjct: 3   IRYAKEEDLPMLVEIYNQSVQTSAATFDLTTVTVEQRRSWFDN-HISNELFPLIVAEKDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VVAG A    ++ + AY  TVE ++Y+    Q  G+G  L   +L+  +      V++ I 
Sbjct: 62  VVAGYASLSSYRDKEAYIQTVELSIYIDKNQQGHGIGKQLMKRILELAKELNHHVVISGI 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              ND SV++HE   +T  G  +  G+K   W DV F+Q 
Sbjct: 122 TKGNDISVKMHEQFNFTFCGEFKEVGWKFDQWQDVLFYQ 160 
 
 
>pdb|3DR8|A Chain A, Structure Of Ynca, A Putative Acetyltransferase From 
           Salmonella Typhimurium With Its Cofactor Acetyl-Coa 
 pdb|3DR8|B Chain B, Structure Of Ynca, A Putative Acetyltransferase From 
           Salmonella Typhimurium With Its Cofactor Acetyl-Coa 
 pdb|3DR6|A Chain A, Structure Of Ynca, A Putative Acetyltransferase From 
           Salmonella Typhimurium 
 pdb|3DR6|B Chain B, Structure Of Ynca, A Putative Acetyltransferase From 
           Salmonella Typhimurium 
 pdb|3DR6|C Chain C, Structure Of Ynca, A Putative Acetyltransferase From 
           Salmonella Typhimurium 
          Length = 174 
 
 Score = 88.6 bits (218), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 62/168 (36%), Positives = 84/168 (50%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYI-ETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A  AD AA+ +I NH +  T+ + N RT +      W +  + L   YP LV+E  G 
Sbjct: 6   IRFADKADCAAITEIYNHAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEENG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
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           VV G A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G    VA I 
Sbjct: 64  VVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVXVAGI 123 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
              N  S+RLH +LG+T        G K G W D+ F Q   +  A P 
Sbjct: 124 ESQNAASIRLHHSLGFTVTAQXPQVGVKFGRWLDLTFXQLQLDEHAAP 171 
 
 
>ref|YP_001415549.1| GCN5-related N-acetyltransferase [Xanthobacter autotrophicus Py2] 
 gb|ABS65892.1| GCN5-related N-acetyltransferase [Xanthobacter autotrophicus Py2] 
          Length = 186 
 
 Score = 88.6 bits (218), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 85/170 (50%), Gaps = 7/170 (4%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQD----RYP 58 
           + + V +RP+  AD+ A+  I  H+I         +  TPQ   DDL ER ++    R+P 
Sbjct: 3   QEQAVVVRPSREADVDAMLAIYRHHIRRGVEEGVDDGDTPQP--DDLRERRKNLKSRRFP 60 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
            LVA    VV G AY   ++ R AY ++V+ ++YV H H   G+G  L   L+ +  A G 
Sbjct: 61  HLVATRGEVVVGYAYVVLFRKRPAYRYSVKHSIYVHHAHLGEGIGRHLMRGLIDACAAAG 120 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           F+ ++  I   N  S+ LHE  G+   G L    Y++G W D    QR   
Sbjct: 121 FRQMIGYIDADNTASLTLHEKFGFVRVGHLPGVAYRYGRWSDSVMVQRSL 170 
 
 
>ref|YP_003086840.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 
18053] 
 gb|ACT93675.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 18053] 
          Length = 167 
 
 Score = 88.6 bits (218), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 45/163 (27%), Positives = 83/163 (50%), Gaps = 5/163 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+ ++ DI+NH I  +T  +  EP+T ++   W + +    D  P +VAE+EG 
Sbjct: 5   IRSAAPKDLPSLLDIINHAILNTTAIYDYEPRTLEQQKAWFEQM--FYDGMPVIVAELEG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G      ++ +  Y ++VE ++Y+  + + +G+G  L   L++  +  G  +++  I 
Sbjct: 63  EVIGYGSYNIFRPKIGYKFSVEHSIYLDEKSRGMGVGGKLLGSLIQRAKESGLHTMIGCI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N  S+  H+  G+  +G L+   YK   W D+ + Q   E 
Sbjct: 123 DASNRASIEFHKKYGFVEKGYLKEVAYKFDQWLDLIYMQLLLE 165 
 
 
>ref|YP_001901044.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12J] 
 gb|ACD28612.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12J] 
          Length = 171 
 
 Score = 88.6 bits (218), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 61/169 (36%), Positives = 84/169 (49%), Gaps = 5/169 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           +R AT AD+ A+  I N  I TS   +   P T ++   W+    R    YP LVA+ +G 
Sbjct: 3   LRDATQADLPAILAIYNDVIATSNAIYTETPVTLEDRTAWL--ALRATQGYPVLVADDDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG+A  G ++    +  TVE +V++    +  GLGS L   L +   A G   +V  I 
Sbjct: 61  QVAGVASFGDFRPYPGFRTTVEHSVHIHRDWRGKGLGSLLVEALCERAAALGKHLMVGAI 120 
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Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
              N  S+RLHE LG+   G +  A  KHG W D+ F QR  E P   R 
Sbjct: 121 DGANAGSIRLHEKLGFKEVGRMPEAAIKHGQWLDLVFMQRWLEAPGTVR 169 
 
 
>ref|YP_001859565.1| GCN5-related N-acetyltransferase [Burkholderia phymatum STM815] 
 gb|ACC72519.1| GCN5-related N-acetyltransferase [Burkholderia phymatum STM815] 
          Length = 188 
 
 Score = 88.6 bits (218), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 61/170 (35%), Positives = 90/170 (52%), Gaps = 9/170 (5%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER----LQDRY 57 
           SP   P+ IR AT AD  A+  I  H++ T   +F    +TP    D L+R    L     
Sbjct: 5   SPAAAPL-IRDATHADFHAIQAIYAHHVLTGVASFE---ETPPSADDLLQRRAAVLAHGL 60 
 
Query: 58  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           P++VA V+G VAG AYA  ++ R AY +T+E ++Y+    +  G+G  L   L++  E   
Sbjct: 61  PYIVAVVDGKVAGYAYATLYRPRVAYRYTIEDSIYMDDAFRGRGVGRALLAALIERCEQG 120 
 
Query: 118 GFKSVVAVIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            ++ +VAVI       S+ LH + G+   GTL+A G+K G W D    QR 
Sbjct: 121 PWRQMVAVIADGGRGGSLSLHRSAGFELVGTLKAVGFKQGRWLDSTLMQR 170 
 
 
>ref|ZP_02831369.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Weltevreden str. HI_N05-537] 
 gb|EDZ30579.1| phosphinothricin acetyltransferase [Salmonella enterica subsp. 
           enterica serovar Weltevreden str. HI_N05-537] 
 emb|CBY95697.1| putative acyltransferase [Salmonella enterica subsp. enterica 
           serovar Weltevreden str. 2007-60-3289-1] 
          Length = 171 
 
 Score = 88.6 bits (218), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 61/170 (35%), Positives = 86/170 (50%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD AA+ +I NH  + T+ + N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCAAITEIYNHAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVV G A  G W++ + + +TVE +VYV   H   GLG  L + L+      G   +VA 
Sbjct: 59  NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHLGKGLGRKLLSRLIDEARRCGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+RLH +LG+T    +   G K G W D+ F Q   +  A P 
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168 
 
 
>ref|NP_455906.1| acetyltransferase [Salmonella enterica subsp. enterica serovar 
           Typhi str. CT18] 
 ref|NP_805286.1| acetyltransferase [Salmonella enterica subsp. enterica serovar 
           Typhi str. Ty2] 
 ref|ZP_03346163.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. E00-7866] 
 ref|ZP_03353682.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. E01-6750] 
 ref|ZP_03358988.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. E02-1180] 
 ref|ZP_03364644.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. E98-0664] 
 ref|ZP_03370807.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
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           serovar Typhi str. E98-2068] 
 ref|ZP_03380303.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. J185] 
 ref|ZP_03382633.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. M223] 
 ref|ZP_06544815.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. E98-3139] 
 pir||AE0670 probable acetyltransferase (EC 2.3.1.-) [imported] - Salmonella 
           enterica subsp. enterica serovar Typhi (strain CT18) 
 emb|CAD01734.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi] 
 gb|AAO69135.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. Ty2] 
          Length = 171 
 
 Score = 88.2 bits (217), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 61/170 (35%), Positives = 86/170 (50%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A  AD AA+ +I N   + T+ + N RT +      W +  + L   YP LV+E  
Sbjct: 1   MTIRFADKADCAAITEIYNRAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVV G A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA 
Sbjct: 59  NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+RLH +LG+T    +   G K G W D+ F Q   +  A P 
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168 
 
 
>ref|YP_002974830.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM1325] 
 gb|ACS55291.1| GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv. 
           trifolii WSM1325] 
          Length = 183 
 
 Score = 88.2 bits (217), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 56/158 (35%), Positives = 79/158 (50%), Gaps = 5/158 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
            V +R AT AD++A+ DI NH +E +T    +   + +   EW     R    +P +VAE 
Sbjct: 16  AVLLRDATEADLSAIRDIYNHAVEHTTAIWNDTLVDLENRLEWFK--ARKARGFPVIVAE 73 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           + G VAG A  G W+A + Y  TVE +VYV    +  G+G  L   L+    A     ++ 
Sbjct: 74  MSGKVAGYASYGDWRAFDGYRHTVEHSVYVDKDCRGGGIGERLMRELIVRAAAGNIHVMI 133 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE LG+   G     G K G W D+ 
Sbjct: 134 AGIEAENTASIRLHEKLGFRIAGRFSEVGTKFGRWLDL 171 
 
 
>ref|ZP_03518748.1| probable phosphinothricin acetyltransferase (antibiotic 
resistance) 
           protein [Rhizobium etli IE4771] 
          Length = 171 
 
 Score = 88.2 bits (217), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 56/158 (35%), Positives = 80/158 (50%), Gaps = 5/158 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63 
            V IR AT AD+ A+ +I NH +E +T  +     + +  +EW+    R    +P +VAE 
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Sbjct: 4   TVLIRDATEADLPAIREIYNHAVEHTTAIWNETLVDLENRREWLR--ARKGRGFPIIVAE 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           + G VAG A  G W+A + Y  TVE +VYV    +  G+G TL   L+          ++ 
Sbjct: 62  MSGKVAGYASYGDWRAFDGYRHTVEHSVYVDRDCRGAGIGETLMRELIARAATGNVHVMI 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE LG+   G     G K G W D+ 
Sbjct: 122 AGIEAENTASIRLHEKLGFRIAGRFSEVGTKFGRWLDL 159 
 
 
>ref|YP_003777936.1| sortase/acetyltransferase [Herbaspirillum seropedicae SmR1] 
 gb|ADJ66028.1| sortase/acetyltransferase (antibiotic resistance) protein 
           [Herbaspirillum seropedicae SmR1] 
          Length = 173 
 
 Score = 88.2 bits (217), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 57/161 (35%), Positives = 80/161 (49%), Gaps = 5/161 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           ++IR A  AD+A +  I N  +  +T  +     + +  ++W+    R Q  YP LVA   
Sbjct: 1   MQIRDAELADIAGITPIYNDAVANTTAIWNETLVDDRNREDWL--TARRQSGYPVLVAVA 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G V G A  G W+A + Y  TVE +VYV   H+  GLG  L   L+    A G   +VA 
Sbjct: 59  DGKVLGYASFGDWRAFDGYRHTVEHSVYVHKDHRGEGLGRALMEALIARARALGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            I   N  S+ LH+ LG+   G L   G K G W D+ F Q 
Sbjct: 119 GIDASNSGSINLHKKLGFEQVGYLPQVGTKFGKWLDLAFLQ 159 
 
 
>ref|ZP_02902668.1| acetyltransferase, GNAT family [Escherichia albertii TW07627] 
 gb|EDS91912.1| acetyltransferase, GNAT family [Escherichia albertii TW07627] 
          Length = 172 
 
 Score = 88.2 bits (217), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 56/172 (32%), Positives = 83/172 (48%), Gaps = 1/172 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLSGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+ G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VITGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARGCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
              N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  +R 
Sbjct: 121 ESQNQASLHLHQSLGFVTTAQMPQVGTKFGRWLDLTFMQLQLDDRSEPDALR 172 
 
 
>ref|YP_004002606.1| GCN5-like N-acetyltransferase [Caldicellulosiruptor owensensis 
OL] 
 gb|ADQ04806.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor owensensis 
           OL] 
          Length = 161 
 
 Score = 88.2 bits (217), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 46/158 (29%), Positives = 78/158 (49%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D+  +  I N+ +  ST  F   P+T ++++   +    RYP   AE     
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Sbjct: 1   MNIRKATISDIPHLLYIYNYEVLNSTSTFDIHPKTTEDFLKLFDSHSHRYPIYAAEENST 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  Y  P+  + AY  TVE T+Y+   ++  G+G  +   L+K  +  G  +++A +  
Sbjct: 61  ILGYGYLSPFSEKEAYSITVEDTIYIHPLYRGRGIGKQILKFLIKRAKDTGATNIIAKVC 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ LH++ G+   G L   G K G + DV   Q 
Sbjct: 121 AENYISLHLHKSFGFVEVGKLTKVGSKFGRFLDVIILQ 158 
 
 
>ref|ZP_01619614.1| putative phosphinothricin N-acetyltransferase [Lyngbya sp. PCC 
           8106] 
 gb|EAW38582.1| putative phosphinothricin N-acetyltransferase [Lyngbya sp. PCC 
           8106] 
          Length = 168 
 
 Score = 88.2 bits (217), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 50/161 (31%), Positives = 88/161 (54%), Gaps = 5/161 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR----TEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           IR +  +D+  + +I N+YI  + + F     T  +  +EW +       RY   VAEVE 
Sbjct: 5   IRFSQPSDIFQLTEIYNYYILNTAITFDLKLFTVERRTEEWFEHYSS-TGRYQLFVAEVE 63 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A +  ++A+ AY+ ++E++VYV  +  + G+GS LY+ L +S++ +      A  
Sbjct: 64  GQVVGYASSSRFRAKAAYETSIETSVYVHPKTIKKGIGSLLYSALFESLKTEDVHRAYAG 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I LPN  S+ +H+  G+ + G  R  G K   + DV ++++ 
Sbjct: 124 ITLPNPASIAVHQKFGFQSVGVNREVGRKFDRYWDVEWFEK 164 
 
 
>ref|ZP_05902359.1| phosphinothricin N-acetyltransferase [Leptotrichia hofstadii 
F0254] 
 gb|EEX73623.1| phosphinothricin N-acetyltransferase [Leptotrichia hofstadii F0254] 
          Length = 196 
 
 Score = 88.2 bits (217), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 50/184 (27%), Positives = 84/184 (45%), Gaps = 1/184 (0%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M  ++  +  R A   D   +  I   YIE +T+ F  E    +E+   +    + YP++ 
Sbjct: 1   MELKKENLVFRFAAEEDAEKILKIYKPYIENTTITFEYEVPAVEEFKVRIRETLEEYPYI 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E    +AG AYA     R AY W  E +VY   +    G+G  LY  L++ ++ Q    
Sbjct: 61  VCECGNEIAGYAYAHRIWTRAAYQWDAELSVYTDGKFAGNGIGKKLYKILIEILKLQNIV 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP-APPRPVRP 179 
           +V  ++  PN+ S +LH    +         GYK G W  V ++++   L    P  V+  
Sbjct: 121 NVYGLVTYPNENSEKLHNYFEFKRVAFFEKTGYKFGQWIGVTWFEKAINLHFETPVSVKK 180 
 
Query: 180 VTQI 183 
           +++I 
Sbjct: 181 ISEI 184 
 
 
>ref|YP_782081.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
           BisA53] 
 gb|ABJ07101.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
           BisA53] 
          Length = 180 
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 Score = 87.8 bits (216), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 59/175 (33%), Positives = 85/175 (48%), Gaps = 7/175 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQD----RYPWLVA 62 
           V IRP+  AD+  +  I  HYI         +  TPQ   DDL ER ++    R+P LVA 
Sbjct: 7   VLIRPSRDADVEDMLAIYRHYIRRGLDEGVDDSGTPQP--DDLRERRKNLRNRRFPHLVA 64 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
              G + G AY   ++ R AY +TV+ ++YV   H   G+G  L   L+ +  A GF+ + 
Sbjct: 65  TRGGAILGYAYVVLFRKRPAYRFTVKHSIYVHPDHLGRGIGRLLMQELIDACAAAGFRQI 124 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           +  I   N  S+ LH+A  ++  G L A  Y+ G W D    QR     +   PV 
Sbjct: 125 IGYIDADNAASLALHQAFDFSIVGRLPAVAYRFGRWSDSVMVQRSLGAGSTAPPV 179 
 
 
>ref|YP_001515135.1| acetyltransferase, putative [Acaryochloris marina MBIC11017] 
 gb|ABW25821.1| acetyltransferase, putative [Acaryochloris marina MBIC11017] 
          Length = 175 
 
 Score = 87.8 bits (216), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 56/177 (31%), Positives = 83/177 (46%), Gaps = 9/177 (5%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT---EPQTPQEWIDDLERLQDRYPWL 60 
           +  PV+IR +T+AD AA+  I N  I T ++ F T   E    Q W++   +  DR   L 
Sbjct: 3   DSEPVQIRASTSADYAAIASIYNEAIATGSITFDTRQFEASDIQAWVN---KFCDRECLL 59 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E +  V G      +  R  Y    E+++Y++   +  GLG  + T LL+ +   G+  
Sbjct: 60  VIERQQQVLGWGIVKQYSDRPGYRICCETSIYLTFAEKGQGLGKMMQTALLQKVVGLGYH 119 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP-APPRP 176 
            VV  I   ND S+  H++ G+   G  R  G+    W DV   Q    LP  PP P 
Sbjct: 120 HVVVKIVATNDDSIAFHKSFGFEMVGVQREVGHVADRWQDVAIMQ--LILPQVPPYP 174 
 
 
>ref|ZP_08139853.1| GCN5-related N-acetyltransferase [Pseudomonas sp. TJI-51] 
 gb|EGB98871.1| GCN5-related N-acetyltransferase [Pseudomonas sp. TJI-51] 
          Length = 171 
 
 Score = 87.8 bits (216), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 58/169 (34%), Positives = 80/169 (47%), Gaps = 5/169 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           ++R A  AD+  + DI N  + T+T  +   P      Q W +   R Q  YP LVA  + 
Sbjct: 4   QLRDALPADVPGILDIYNDAVRTTTAIWNETPVDLANRQAWFE--ARTQQGYPILVAVDD 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+    +  TVE +VY+    +  GLG+ L   L++  +  G   +VA  
Sbjct: 62  TGVLGYASFGDWRPFEGFRLTVEHSVYIRGDQRGKGLGAVLMAALIERAQGCGKHVMVAA 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  SVRLHE LG+   G +   G K G W D+ F QR     A P 
Sbjct: 122 IESGNAASVRLHERLGFVVTGQMPQVGVKFGRWLDLTFMQRVLNPGAEP 170 
 
 
>ref|YP_002504394.1| GCN5-related N-acetyltransferase [Clostridium cellulolyticum H10] 
 gb|ACL74414.1| GCN5-related N-acetyltransferase [Clostridium cellulolyticum H10] 
          Length = 164 
 
 Score = 87.8 bits (216), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 49/159 (30%), Positives = 81/159 (50%), Gaps = 5/159 (3%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + DI N  I+ +T +F   PQT ++   W        DR+P +V   +G 
Sbjct: 5   IREAIEEDLPKITDIYNWAIKNTTASFDINPQTIEQRAVWFSHYG--GDRFPLIVYIEDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A    ++ +  Y  T E +VYV    Q+ G+G  L  ++++     G+ ++++ I 
Sbjct: 63  EVAGYASLSEFRTKEGYKNTCELSVYVQPDFQKQGIGKKLMDYIIQLGRDVGYHNIISCI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S+++HE  G+   G L+  GYK G + D  F+Q 
Sbjct: 123 TTDNIISIQMHEKKGFKLCGELKEVGYKFGRYLDCLFYQ 161 
 
 
>ref|ZP_06274580.1| Phosphinothricin acetyltransferase [Streptomyces sp. ACTE] 
 gb|EFB65124.1| Phosphinothricin acetyltransferase [Streptomyces sp. ACTE] 
          Length = 200 
 
 Score = 87.8 bits (216), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 54/184 (29%), Positives = 86/184 (46%), Gaps = 35/184 (19%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-- 65 
           V+++P    D+AA+ D+ NHY+  + + F T+  TP+E          R PWL +  E   
Sbjct: 8   VQVKPGVETDLAALTDLYNHYVRETALTFDTDAFTPEE----------RLPWLRSHPEDG 57 
 
Query: 66  -----------------------GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 102 
                                    + G A + P++A+ AY  +VE +VY +      G+ 
Sbjct: 58  PHRLLVAWEAAGGPDDGTDTGAASRIVGYATSSPFRAKAAYRTSVEVSVYCAPEAVGRGI 117 
 
Query: 103 GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 162 
           G+ LY  L +++  +      A I  PN+PSVRLH A G+   GT    G K G + DV  
Sbjct: 118 GTLLYQALFEALADEDVHRAYAGIAQPNEPSVRLHAAFGFRHVGTYAEVGRKFGRFWDVS 177 
 
Query: 163 FWQR 166 
           +++R 
Sbjct: 178 WYER 181 
 
 
>ref|ZP_01064186.1| toxin resistance protein [Vibrio sp. MED222] 
 ref|YP_002416894.1| putative acetyltransferase [Vibrio splendidus LGP32] 
 gb|EAQ54443.1| toxin resistance protein [Vibrio sp. MED222] 
 emb|CAV18422.1| putative acetyltransferase (Phosphinothricin-resistance protein) 
           [Vibrio splendidus LGP32] 
          Length = 168 
 
 Score = 87.8 bits (216), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 48/154 (31%), Positives = 76/154 (49%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR  T  D+A + DI N YIE +   F  E    +  Q+W       Q +Y   VA   
Sbjct: 1   MEIRVGTLPDIAGITDIFNFYIEHTNARFEEEKLSLENRQQWFSQFSS-QSKYQLYVATE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              + G A +  ++  +A++ T E T+Y++   Q  GLGS LY+ L  S+   G   V++ 
Sbjct: 60  GDALLGFACSQQYRVMSAFEDTAEVTIYLATEAQGKGLGSKLYSQLFASISDYGVHRVLS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPN+ S+ LH+  G+   G       K+G + 
Sbjct: 120 GVALPNEASIALHKRFGFREVGVFNEYAKKNGQY 153 
 
 
>ref|ZP_07360833.1| acetyltransferase [Actinomyces viscosus C505] 
          Length = 182 
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 Score = 87.8 bits (216), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 60/170 (35%), Positives = 84/170 (49%), Gaps = 9/170 (5%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETST---VNFRTEPQTPQEWIDDLERLQDRYPWLVA 62 
           RP  IRPAT +D  A+  I N  +  S     +   +    + W   L  +  R   LVA 
Sbjct: 16  RPYRIRPATMSDSPAIRRIRNTAVRESLAIWTSIEQDHAGAEAW---LAPMVQRGTALVA 72 
 
Query: 63  EVEGV---VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
            V G    V G A AGPW +   Y  TVE ++Y+S   Q  GLG+ L   L+++    G  
Sbjct: 73  HVSGEPQDVVGFAVAGPWHSYEGYARTVEDSIYLSPSAQGKGLGARLLAALIEASRRAGD 132 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           ++++A+I   N  SVRLHE  G+T  GT+  AG KHG   D+    R  + 
Sbjct: 133 RTMIALIEAGNATSVRLHERYGFTTVGTVPQAGEKHGQILDLTLMSRSLQ 182 
 
 
>ref|YP_003610973.1| putative acetyltransferase [Enterobacter cloacae subsp. cloacae 
           ATCC 13047] 
 gb|ADF60024.1| putative acetyltransferase [Enterobacter cloacae subsp. cloacae 
           ATCC 13047] 
          Length = 176 
 
 Score = 87.8 bits (216), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 56/174 (32%), Positives = 86/174 (49%), Gaps = 7/174 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EI  A    ++A+  I   ++   T  F TEP    E     + +     PW VA   G 
Sbjct: 1   MEITEADERHISAIQQIYAWHVLHGTATFETEPPDVAEMTARQKNIHAAGLPWFVATENG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y   ++ R AY +T+E +VY++   Q  G+G+ L + ++   E  GF+ ++AV+ 
Sbjct: 61  EVLGYCYLSLYRERCAYRFTLEDSVYIAPAFQGRGIGTLLLSRVVAWAEEHGFRQLIAVV 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELPAPP 174 
           G   N  S+ LH + G+   GTL++ G+KHG W D    QR     D  LP  P 
Sbjct: 121 GNSENIASLSLHRSAGFRHTGTLKSVGFKHGRWLDTVILQRTLGAGDVTLPDIP 174 
 
 
>ref|ZP_03527994.1| GCN5-related N-acetyltransferase [Rhizobium etli CIAT 894] 
          Length = 170 
 
 Score = 87.8 bits (216), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 48/150 (32%), Positives = 76/150 (50%), Gaps = 2/150 (1%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA-EVEGVVAGIAYAGPWK 78 
           + DI    +   T ++   P +  E       +  + YP++ A + +G + G AYA  ++ 
Sbjct: 1   ITDIYRESVLNGTSSYEIMPPSEAEMAQRFAAIVGQHYPYISAVDADGTLLGYAYASAFR 60 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
            R AY W VE ++Y++   +  G+G  L + L+ S    GF+ +VAVIG  +  S+ LH  
Sbjct: 61  TRPAYRWMVEDSIYLAPEARGRGIGKALMSELIDSCTGLGFRQMVAVIGGASPASIALHL 120 
 
Query: 139 ALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             G+   G +R AGYKHG W D    QR   
Sbjct: 121 KAGFVEVGLMRGAGYKHGRWLDTMPMQRTL 150 
 
 
>dbj|BAG06876.1| phosphinothricin acetyltransferase [Nocardia sp. AB2253] 
          Length = 177 
 
 Score = 87.8 bits (216), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 55/162 (33%), Positives = 83/162 (51%), Gaps = 5/162 (3%) 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 268



 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           +R A  +D+  +  I N+ I  +T  + TE     E   W     R    +P L+AE+ G 
Sbjct: 10  VRDARESDLPEILVIHNNAIAETTAIWDTELADIHEREAWF--AARTGAGHPVLIAEIHG 67 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  G ++ ++ Y ++VE++VYVS    R G+ + L   LL+  E  G  +++A I 
Sbjct: 68  KVAGYASYGQFRPKSGYRFSVENSVYVSDIFHRRGVATALMRALLERAEHGGVHAMIAAI 127 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ LHE  G+T  G L   G+K G W D+   QR F 
Sbjct: 128 ESSNRTSIGLHEKFGFTTVGQLPEVGFKFGRWMDLTLMQRTF 169 
 
 
>ref|ZP_06743498.1| acetyltransferase, GNAT family [Bacteroides vulgatus PC510] 
 gb|EFG16688.1| acetyltransferase, GNAT family [Bacteroides vulgatus PC510] 
          Length = 161 
 
 Score = 87.8 bits (216), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 52/161 (32%), Positives = 79/161 (49%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  A+  I   Y+  S   F TEP   ++  + +  +  R+P+ V E EG V  
Sbjct: 2   IRRVELQDAKAITTIYYEYVGHSVATFETEPLREEDMRNRIAGIAVRFPYFVYEEEGKVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  YA  WK R AY  T+E+TVY++  ++  G+G  L   L++     G+++++A +    
Sbjct: 62  GYCYAHLWKERAAYRHTLETTVYLAPGYEGKGIGRELMERLIEECRRDGYRALIACVTEG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S  LH  LG+      +  G K G W DV     D+EL 
Sbjct: 122 NVVSDALHLRLGFKKVSHFKKVGLKFGRWLDV----VDYEL 158 
 
 
>ref|ZP_04798151.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
           epidermidis W23144] 
 gb|EES35117.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
           epidermidis W23144] 
          Length = 164 
 
 Score = 87.4 bits (215), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 50/162 (30%), Positives = 84/162 (51%), Gaps = 5/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  +  I N  I  +T  +  +PQ   E   W     ++ +  P  V E +G 
Sbjct: 2   IRFARLEDLQDILTIYNDAILNTTAVYTYKPQQLDERLQWYQSKAKINE--PIWVYEKKG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++   AY +T+E ++YV  +++ LG+ S L  +L+   + QG++++VA I 
Sbjct: 60  KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENLIHYAKEQGYRTIVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ LH+   ++  GT++  GYK   W D+ F+Q D  
Sbjct: 120 DASNMDSIALHKKFDFSHAGTIKNVGYKFNRWLDLSFYQYDL 161 
 
 
>ref|NP_885641.1| hypothetical protein BPP3481 [Bordetella parapertussis 12822] 
 emb|CAE38765.1| conserved hypothetical protein [Bordetella parapertussis] 
          Length = 184 
 
 Score = 87.4 bits (215), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 59/163 (36%), Positives = 84/163 (51%), Gaps = 8/163 (4%) 
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Query: 19  AAVCDIVNHYIETSTVNFRTEPQ---TPQEWIDDLERLQDRYPWLVAE-VEGVVAGIAYA 74 
           AA+ DI N  I TST  +  +P+   + + W   L + Q  +P +  E   GV+ G A   
Sbjct: 24  AAILDIFNDAILTSTALYDYQPRALASMEAWF--LAKRQGGFPVVGFEDAAGVLMGFASY 81 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           G ++A  AY ++VE +VYV  R++  GLG  L   L++    Q    +V  I   N  SV 
Sbjct: 82  GTFRAWPAYKYSVEHSVYVDRRYRGRGLGEALLRALIERARLQQVHVLVGGIDATNAGSV 141 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            LH  LG+   GT+  AG+K G W D+ F+Q    L  P RPV 
Sbjct: 142 ALHRKLGFVHAGTITQAGFKFGRWLDLAFYQ--LTLDTPLRPV 182 
 
 
>ref|ZP_03928954.1| acyltransferase [Acidaminococcus sp. D21] 
 gb|EEH90184.1| acyltransferase [Acidaminococcus sp. D21] 
          Length = 199 
 
 Score = 87.4 bits (215), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 52/165 (31%), Positives = 82/165 (49%), Gaps = 10/165 (6%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P+ IRPA+  D A +  I   YI+ + + F     + +E+ + +     +YP+LV E    
Sbjct: 9   PLVIRPASPDDAALLRLIYAPYIQETAITFEKTVPSLKEFRERIVHTLQQYPYLVCEENQ 68 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AY   +  R+AY    E+++YV    +  G+G  LY  L KS ++ G  ++ A I 
Sbjct: 69  EVVGYAYLSAFNPRSAYRHCAETSIYVKKNMRHHGVGKALYQALEKSAQSMGILNLNACI 128 
 
Query: 127 GLPN-----DPSVRL-----HEALGYTARGTLRAAGYKHGGWHDV 161 
             P+     DP + L     HE LGYT  G     G+K G ++D+ 
Sbjct: 129 AYPSNEKKADPFLSLDSPHFHEHLGYTVVGRFHQCGFKFGRYYDM 173 
 
 
>ref|ZP_05968426.2| toxin-antitoxin system, toxin component, GNAT family 
[Enterobacter 
           cancerogenus ATCC 35316] 
 gb|EFC55914.1| toxin-antitoxin system, toxin component, GNAT family [Enterobacter 
           cancerogenus ATCC 35316] 
          Length = 191 
 
 Score = 87.4 bits (215), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 56/172 (32%), Positives = 85/172 (49%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V++R A   D  A+  I   ++     +F   P T  E    ++ + D+  PWLV    G 
Sbjct: 19  VDVRDALPDDAHAISAIYAWHVLHGRASFEEVPPTVDEMRQRMQNVADKGLPWLVVLYRG 78 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G  YA  ++ R AY +T+E ++YV       G GS L   L+   E   ++ ++AV+ 
Sbjct: 79  IVVGYCYATYYRPRPAYRFTLEESIYVDASTTGRGFGSALMDALIARCEKGPWRQMIAVV 138 
 
Query: 127 GLPNDP--SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
           G  N+   S+RLH+  G+   G LR+ GYK G W D    QR     D+ LP 
Sbjct: 139 GDGNNNAGSLRLHKKHGFEVVGQLRSVGYKKGDWRDTLIMQRPLNDGDWTLP 190 
 
 
>ref|ZP_05036885.1| acetyltransferase, GNAT family [Synechococcus sp. PCC 7335] 
 gb|EDX85620.1| acetyltransferase, GNAT family [Synechococcus sp. PCC 7335] 
          Length = 169 
 
 Score = 87.4 bits (215), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 83/161 (51%), Gaps = 5/161 (3%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT----PQEWIDDLERLQDRYPWLVAEVE 65 
           IR    +D+ A+  I N YIE +T+ F   P T     + W+        R+  LVAE + 
Sbjct: 5   IRNFHPSDIEALVHIYNRYIEETTITFDITPHTIEYRREHWMSHYH-ASGRHRLLVAECD 63 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A +  ++ + AYD +VE+++Y+    +  G+G+ LYT L  ++  +      A  
Sbjct: 64  RKVVGYASSSQFRTKAAYDTSVETSIYLDMSFRAKGIGTQLYTALFGALAKEDVHRAYAG 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I LPND S+ +H+  G+   G  +  G K G + DV ++++ 
Sbjct: 124 ITLPNDVSIGIHQKFGFEQVGLFKEVGRKFGKYWDVAWFEK 164 
 
 
>ref|ZP_08034621.1| toxin-antitoxin system, toxin component, GNAT domain protein 
           [Actinomyces sp. oral taxon 171 str. F0337] 
 gb|EFW26116.1| toxin-antitoxin system, toxin component, GNAT domain protein 
           [Actinomyces sp. oral taxon 171 str. F0337] 
          Length = 430 
 
 Score = 87.0 bits (214), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 60/166 (36%), Positives = 83/166 (50%), Gaps = 3/166 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV- 67 
           +IRPAT  D  A+  I N  +  S   + +  Q P      L  +  R   LVA V G   
Sbjct: 20  QIRPATMEDSPAIRQIRNAAVRESLAIWTSIEQDPARAETWLAPMVQRGTALVAHVSGKP 79 
 
Query: 68  --VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A AGPW +   Y  TVE ++Y+S   Q  GLG+ L T L+++    G ++++A+ 
Sbjct: 80  HDVIGFAVAGPWHSYEGYTRTVEDSIYLSPTAQGKGLGARLLTALIEASRQAGDRTMIAL 139 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           I   N  SV LHE  G+T  GT+  AG KHG   D+    R  + P 
Sbjct: 140 IEASNATSVHLHERYGFTTVGTVPQAGEKHGQILDLTLMSRCLKGP 185 
 
 
>ref|YP_003638540.1| Phosphinothricin acetyltransferase [Cellulomonas flavigena DSM 
           20109] 
 gb|ADG76341.1| Phosphinothricin acetyltransferase [Cellulomonas flavigena DSM 
           20109] 
          Length = 193 
 
 Score = 87.0 bits (214), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 69/174 (39%), Positives = 92/174 (52%), Gaps = 6/174 (3%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           ++P   PV +R AT AD AA   +   Y+  +TV+F  EP T  +  D +      + WL 
Sbjct: 6   LTPADLPVRVRDATVADAAACAAVYAPYVRDTTVSFEAEPPTTAQMADRITASLATHAWL 65 
 
Query: 61  VAEV------EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
           VAE+       G V G AYA P+ AR AY W   ++VY+    +R G G  LYT LL+ + 
Sbjct: 66  VAELPTGSPGAGRVVGYAYAAPYAARAAYRWACGTSVYLEPGRRRTGAGRALYTALLERL 125 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            A G++  VA    PN  S  LH +LG+   GTLR  G+KHG W DV   QR   
Sbjct: 126 AALGYRQAVAGYTEPNPASAGLHASLGFEVVGTLRGVGHKHGAWRDVTLVQRPL 179 
 
 
>ref|YP_001235019.1| GCN5-related N-acetyltransferase [Acidiphilium cryptum JF-5] 
 ref|YP_004284371.1| putative acetyltransferase [Acidiphilium multivorum AIU301] 
 gb|ABQ31100.1| GCN5-related N-acetyltransferase [Acidiphilium cryptum JF-5] 
 dbj|BAJ81489.1| putative acetyltransferase [Acidiphilium multivorum AIU301] 
          Length = 167 
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 Score = 87.0 bits (214), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 59/168 (35%), Positives = 83/168 (49%), Gaps = 16/168 (9%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY--------PW 59 
           ++IRPA   D+ A   I  H++   T  F   P +       LE L  R+         W 
Sbjct: 1   MDIRPAAPEDLPACQAIYAHHVLEGTGTFDEVPPS-------LEALTARFREVTGAGRAW 53 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           +VA     + G AY   ++AR+AY +T E +VYV    +  G+G  L   LL    A GF 
Sbjct: 54  VVAADATGILGFAYFDQYRARSAYRFTAEDSVYVREDVRGQGVGKALVARLLDEARAAGF 113 
 
Query: 120 KSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           + ++AVIG   N  S+ +H +LG+   GTLR  G+K G W DV   QR 
Sbjct: 114 REMLAVIGDSENVGSIGVHASLGFQRVGTLRDVGFKFGRWIDVVIMQR 161 
 
 
>ref|ZP_02382636.1| putative antibiotic resistance (acetyltransferase) protein 
           [Burkholderia ubonensis Bu] 
          Length = 182 
 
 Score = 87.0 bits (214), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 62/182 (34%), Positives = 88/182 (48%), Gaps = 9/182 (4%) 
 
Query: 1   MSPERRPVEIR---PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQ 54 
           MSP     ++R    + A   AA+ DI+N  I  ST  +   P+ PQ    W    +R   
Sbjct: 1   MSPTEHHDDVRFVDCSEAEHAAAILDILNEAIVNSTALYDYAPRPPQAMATWFA-TKRAG 59 
 
Query: 55  DRYPWLVA-EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
           D +P + A +  G + G A  G ++A  AY +TVE +VYV H  +  GLG  L   L++  
Sbjct: 60  D-FPVVGAIDASGRLLGFASWGTFRAFPAYKYTVEHSVYVHHEQRGRGLGERLLRELVRR 118 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
                   +V  I   N  S+RLH  LG+T  GTL   G+K G W D  F+Q   + P   
Sbjct: 119 ARDAQVHVLVGCIDASNAGSIRLHTRLGFTHAGTLAQVGFKFGRWLDAAFYQLTLDTPDQ 178 
 
Query: 174 PR 175 
           P+ 
Sbjct: 179 PQ 180 
 
 
>ref|YP_987554.1| GCN5-related N-acetyltransferase [Acidovorax sp. JS42] 
 gb|ABM43478.1| GCN5-related N-acetyltransferase [Acidovorax sp. JS42] 
          Length = 173 
 
 Score = 87.0 bits (214), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 53/159 (33%), Positives = 82/159 (51%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           IR +   D+AA+  I  H++   T  F  +P T  +      + L    P+LVAE  G V 
Sbjct: 4   IRASRDEDVAAITAIYTHHVLHGTGTFEIDPPTALDMAARRADVLAKGLPYLVAEEAGQV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AY   +K R AY ++ E ++Y++   +  GLG  L   L    EA G + ++AVIG  
Sbjct: 64  LGFAYCNWFKPRPAYRFSAEDSIYIADAARGRGLGRQLLEALAVQAEAAGVRKLLAVIGD 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ +H A G+T  G +R+ G+K G W D+   ++ 
Sbjct: 124 SANAGSIGVHRAAGFTDVGVMRSVGWKFGAWRDIVLMEK 162 
 
 
>ref|ZP_03699912.1| GCN5-related N-acetyltransferase [Lutiella nitroferrum 2002] 
 gb|EEG07215.1| GCN5-related N-acetyltransferase [Lutiella nitroferrum 2002] 
          Length = 170 
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 Score = 87.0 bits (214), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 62/171 (36%), Positives = 84/171 (49%), Gaps = 5/171 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           + IR A  AD+  +  I N  I TST  +   P T +E   W +   R    YP LVAE  
Sbjct: 1   MHIRDARLADLPPILAIYNDVIATSTAVYCDLPSTLEERQAWFEG--RRAQGYPVLVAEY 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              V G A  G ++A   + +TVE +V++   H+  G+G  L   LL    A G   +V  
Sbjct: 59  GDEVVGFASFGDFRAFPGFRYTVEHSVHIHRDHRGRGIGEHLLLALLPRALALGKHVMVG 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
            +   N+ SVR HE LG+T  G +   GYK G W D+ F QR  + P  PR 
Sbjct: 119 GVDAANEGSVRFHERLGFTQVGHMPQVGYKFGRWLDLVFLQRYLDAPDSPR 169 
 
 
>ref|ZP_07675196.1| toxin-antitoxin system, toxin component, GNAT family [Ralstonia 
sp. 
           5_7_47FAA] 
 gb|EFP66423.1| toxin-antitoxin system, toxin component, GNAT family [Ralstonia sp. 
           5_7_47FAA] 
          Length = 171 
 
 Score = 87.0 bits (214), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 60/169 (35%), Positives = 83/169 (49%), Gaps = 5/169 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           +R AT AD+ A+  I N  I  S   +   P T ++   W+    R    YP LVA+ +G 
Sbjct: 3   LRDATQADLPAILAIYNDVIANSNAIYTETPVTLEDRTTWL--ALRATQGYPVLVADDDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG+A  G ++    +  TVE +V++    +  GLGS L   L +   A G   +V  I 
Sbjct: 61  QVAGVASFGDFRPYPGFRTTVEHSVHIHRDWRGKGLGSRLVEALCERAAALGKHLMVGAI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
              N  S+RLHE LG+   G +  A  KHG W D+ F QR  E P   R 
Sbjct: 121 DGANAGSIRLHEKLGFKEVGRMPEAAIKHGQWLDLVFMQRWLEAPGTVR 169 
 
 
>ref|YP_003470746.1| Phosphinothricin N-acetyltransferase [Staphylococcus lugdunensis 
           HKU09-01] 
 gb|ADC86619.1| Phosphinothricin N-acetyltransferase [Staphylococcus lugdunensis 
           HKU09-01] 
          Length = 164 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 52/160 (32%), Positives = 85/160 (53%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  E QT +E  +  ER +    P LV E    V 
Sbjct: 2   IRHAERQDLPAILSIYNDAIINTTAVYSYESQTIEEREEWFERKVIAGEPILVFEQHQQV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +++E ++YV   ++  G+ S L + L++  + +G++++VA I   
Sbjct: 62  VGFATYGSFRDWPAYLYSIEHSIYVDSAYRGHGIASQLLSQLMQIAKDEGYRTMVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N+ S+ LHE +G+   GT+   GYK   W D+ F+Q D  
Sbjct: 122 SNEVSIHLHEKIGFIHAGTINNVGYKFNRWLDLAFYQIDL 161 
 
 
>ref|YP_766974.1| phosphinothricin N-acetyltransferase [Rhizobium leguminosarum bv. 
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           viciae 3841] 
 emb|CAK06865.1| putative phosphinothricin N-acetyltransferase [Rhizobium 
           leguminosarum bv. viciae 3841] 
          Length = 183 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 57/166 (34%), Positives = 77/166 (46%), Gaps = 21/166 (12%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW------- 59 
            V +R AT AD++A+ DI NH +E           T   W D L  L++R  W        
Sbjct: 16  AVLLRDATEADLSAIRDIYNHAVE----------HTTAIWNDTLVDLENRLEWFRARKAR 65 
 
Query: 60  ----LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
               +VAE+ G VAG A  G W+  + Y  TVE +VYV    +  G+G  L   L+     
Sbjct: 66  GFPVIVAEMSGKVAGYASYGDWRPFDGYRHTVEHSVYVDKDCRGAGIGERLMRELIARAA 125 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A     ++A I   N  S+RLHE LG+   G     G K G W D+ 
Sbjct: 126 AGNIHVMIAGIEAENTASIRLHEKLGFRLAGRFSEVGTKFGRWLDL 171 
 
 
>ref|YP_001710475.1| putative acetyltransferase [Clavibacter michiganensis subsp. 
           sepedonicus] 
 emb|CAQ01871.1| putative acetyltransferase [Clavibacter michiganensis subsp. 
           sepedonicus] 
          Length = 194 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 56/152 (36%), Positives = 76/152 (50%), Gaps = 5/152 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           + IRPA   D+  + +I NH I T T  +  EP    E   W  +     D  P LVAEV 
Sbjct: 17  MRIRPAEPRDIDDLLEIRNHAILTGTALWTEEPVDRAEREAWFRETTEAGD--PILVAEV 74 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G  AG    GPW+  + Y ++VE +VYV    Q  G+G  L   ++    A G ++V A 
Sbjct: 75  DGAFAGYGTYGPWRRMSGYRFSVEDSVYVRDGFQGRGIGRALVEAVVAHARAAGKRAVFA 134 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
            I   N  S+RLHE LG+   G L   G+K G 
Sbjct: 135 DIEAGNTGSIRLHERLGFRQVGLLPGIGWKFG 166 
 
 
>ref|ZP_07912391.1| acetyltransferase [Staphylococcus lugdunensis M23590] 
 gb|EFU83597.1| acetyltransferase [Staphylococcus lugdunensis M23590] 
          Length = 164 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 52/160 (32%), Positives = 85/160 (53%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           IR A   D+ A+  I N  I  +T  +  E QT +E  +  ER +    P LV E    V 
Sbjct: 2   IRHAERQDLPAILSIYNDAIINTTAVYSYESQTIEEREEWFERKVIAGEPILVFEQHQQV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++   AY +++E ++YV   ++  G+ S L + L++  + +G++++VA I   
Sbjct: 62  VGFATYGSFRDWPAYLYSIEHSIYVDSAYRGHGIASQLLSQLMQIAKDEGYRTMVAGIDA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N+ S+ LHE +G+   GT+   GYK   W D+ F+Q D  
Sbjct: 122 SNEVSIHLHEKIGFIHAGTINNVGYKFNRWLDLAFYQIDL 161 
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>ref|ZP_06690604.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
 gb|EFF87236.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
          Length = 181 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 50/178 (28%), Positives = 86/178 (48%), Gaps = 8/178 (4%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRY 57 
           ++P  R ++   AT A   A+ DI+N  I  ST  +   P++    + W     + ++ + 
Sbjct: 5   LNPNLRLIDCHEATHAK--AILDILNEAIINSTALYDYLPRSEDSMKNWFG--VKRENGF 60 
 
Query: 58  PWL-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
           P + + +    + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L+K  +  
Sbjct: 61  PVIGIVDETNKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGGGLSKILMQELIKRAQE 120 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
                ++  I   N  S+ LHE +G+   GT +  G+K G W D  F+Q +   P  P 
Sbjct: 121 ADLHVLIGCIDATNQASIGLHEKMGFIHAGTFKQVGFKFGQWLDAAFYQLNLNTPHTP 178 
 
 
>ref|ZP_03523576.1| probable phosphinothricin acetyltransferase (antibiotic 
resistance) 
           protein [Rhizobium etli GR56] 
          Length = 171 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 59/171 (34%), Positives = 85/171 (49%), Gaps = 7/171 (4%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63 
            V +R AT AD+ A+ +I NH +E +T  +     + +  +EW++   R    +P +VAE 
Sbjct: 4   AVLLRDATEADLLAIREIYNHAVEHTTAIWNETLVDLENRREWLN--ARKARGFPVIVAE 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           + G VAG A  G W+A   Y  TVE +VYV    +  G+G  L   L+    A     ++ 
Sbjct: 62  MSGKVAGYASYGDWRAFEGYRHTVEHSVYVDKDCRGAGIGEALMRALIARAAAADIHVMI 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           A I   N  S+RLHE LG+   G     G K G W D+   +    LPA P 
Sbjct: 122 AGIEAENAASIRLHEKLGFRIAGRFSEVGTKFGRWLDLTCME--LRLPAKP 170 
 
 
>ref|YP_199234.1| phosphinothricin acetyltransferase [Xanthomonas oryzae pv. oryzae 
           KACC10331] 
 gb|AAW73849.1| phosphinothricin acetyltransferase [Xanthomonas oryzae pv. oryzae 
           KACC10331] 
          Length = 201 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 58/171 (33%), Positives = 89/171 (52%), Gaps = 3/171 (1%) 
 
Query: 7   PVEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAE 63 
           P+ I   + A  A A+ DI N  I TS   +   P+ P+  +      Q   +P + V + 
Sbjct: 28  PMHIVDCSQARHASAILDIFNEAIATSNALYDYRPRPPESMVGWFATKQAGGFPVIGVED 87 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G + G A  G ++A  A+ ++VE ++YV   H+  GLG  L   L+ + +A+G   +V 
Sbjct: 88  ADGTLMGFASYGTFRAWPAFKYSVEHSIYVHCDHRGKGLGRLLLQALIAAAQARGVHVLV 147 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             I   N  S+ LHE  G+T  GT+R AG+K G W D+ F+QR    PA P 
Sbjct: 148 GGIDASNQASIALHEQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPADP 198 
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>ref|YP_192775.1| putative acetyltransferase (antibiotic resistance ) protein 
           [Gluconobacter oxydans 621H] 
 gb|AAW62119.1| Putative acetyltransferase (Antibiotic resistance ) protein 
           [Gluconobacter oxydans 621H] 
          Length = 173 
 
 Score = 86.7 bits (213), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 60/158 (37%), Positives = 80/158 (50%), Gaps = 6/158 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVE 65 
           IR A  AD+ A+  I N  IE +   + T P T ++   W +D  RL   YP LVA +   
Sbjct: 2   IREAGPADLPAILRITNDAIENTDALWITTPFTLEQRRQWFED--RLAQGYPVLVAVDTA 59 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G VAG    G +++   Y  TVE +VYV+  HQR G+G +L   L+      GF  +VA  
Sbjct: 60  GEVAGYGSYGSFRSYEGYARTVEHSVYVAPSHQRRGVGRSLLHALINHARDAGFHIMVAG 119 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 163 
           I   N  SV +H   G+   GTL   G K G W D+ F 
Sbjct: 120 ITADNAASVAMHHEFGFRNCGTLPQVGRKRGRWLDLLF 157 
 
 
>ref|XP_645686.1| hypothetical protein DDB_G0271268 [Dictyostelium discoideum AX4] 
 gb|EAL71764.1| hypothetical protein DDB_G0271268 [Dictyostelium discoideum AX4] 
          Length = 186 
 
 Score = 86.3 bits (212), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 51/175 (29%), Positives = 87/175 (49%), Gaps = 22/175 (12%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE--- 63 
           ++IR     D+  + +I  HY+      F  E  + +E       + D+ +P++VA     
Sbjct: 4   IKIRNVNENDIKEITNIYKHYVLNEVCTFEEEVPSEEEMNKRRSIIVDKNFPYIVATTTT 63 
 
Query: 64  -------------VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
                         + +V G AYA  ++ R AY +TVE ++Y+   +Q+LG+GS L   L 
Sbjct: 64  TTTTIIKDGANDITKEIVIGYAYASSFRPRAAYRFTVEDSIYIDINYQKLGVGSILLKEL 123 
 
Query: 111 LKSMEAQGFKSVVAVI--GLPND---PSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           +   + +GFK ++AVI  G PN     S++LH+  G+  + TL+  GYK   + D 
Sbjct: 124 ISQCKEKGFKEIIAVIAAGGPNQVGGSSIKLHKKFGFDNQHTLKNVGYKFNQFLD 178 
 
 
>ref|YP_003744261.1| antibiotic resistance protein (acetyltransferase) [Ralstonia 
           solanacearum CFBP2957] 
 emb|CBJ41614.1| putative antibiotic resistance protein (Acetyltransferase) 
           [Ralstonia solanacearum CFBP2957] 
          Length = 182 
 
 Score = 86.3 bits (212), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 81/169 (47%), Gaps = 6/169 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVE 65 
           I  + A   AA+ DI+N  I  ST  +   P+ PQ    W     +    +P + A +   
Sbjct: 13  IDCSEAEHAAAILDILNEAIVNSTALYDYTPRPPQAMATWF--AAKRAGGFPVVGAVDAS 70 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G A  G ++A  AY +TVE +VYV H  +  GLG  L   +++         +V   
Sbjct: 71  GKLLGFASWGTFRAFPAYKYTVEHSVYVHHACRGRGLGERLLREVIRRAREAQLHVLVGC 130 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  S  LH  LG+   GT+R AG+K G W D  F+Q + E PA P 
Sbjct: 131 IDAANSASAGLHTRLGFVHAGTIREAGFKFGRWLDAAFYQLNLETPAQP 179 
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>ref|YP_003109023.1| GCN5-related N-acetyltransferase [Acidimicrobium ferrooxidans 
DSM 
           10331] 
 gb|ACU53350.1| GCN5-related N-acetyltransferase [Acidimicrobium ferrooxidans DSM 
           10331] 
          Length = 166 
 
 Score = 86.3 bits (212), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 55/160 (34%), Positives = 77/160 (48%), Gaps = 6/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           +RP   +D  A   I NH + T+T     EP+TP E   W+DD   +   Y  LVAE+ G 
Sbjct: 8   LRPLVPSDAEATRRIYNHAVLTTTATLDIEPRTPSEHERWVDDHLGI---YVCLVAELNG 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A   P++ R  Y  TVE ++Y+    Q  G+G+ L T L+ +    GF + +A I 
Sbjct: 65  DVVGFASISPYRPRAGYASTVEDSIYLDPTAQGRGIGTRLLTSLVDTAADLGFHACIAHI 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              +  S  LH   G+   G  R  G K   W D+   QR 
Sbjct: 125 VADHHVSRSLHARAGFELVGIQREIGRKFSRWIDLAVMQR 164 
 
 
>dbj|BAI77991.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 199 
 
 Score = 86.3 bits (212), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 58/171 (33%), Positives = 80/171 (46%), Gaps = 7/171 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   DM  V  I   ++     +F  EP +  E      E L    P+ VAE  G V 
Sbjct: 27  LRDARDDDMPMVHAIYAEHVLEGISSFELEPPSLAEMRRRRAEVLAKGLPYRVAERLGEV 86 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  Y  P++ R  Y +TVE +VYV      LG+G  L   L++     G++ ++A+IG  
Sbjct: 87  VGYGYVTPYRPRPGYRFTVEDSVYVRSGMGGLGIGQALLGELVEHCVEGGWRQMIAIIGN 146 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELPAP 173 
             N  S+RLHE LG+   G   + G+KHG W D    QR        LP P 
Sbjct: 147 SENTASIRLHERLGFHRVGVFESVGFKHGRWVDTVLMQRALGDGSLSLPEP 197 
 
 
>ref|YP_002550431.1| acetyltransferase [Agrobacterium vitis S4] 
 gb|ACM37420.1| acetyltransferase [Agrobacterium vitis S4] 
          Length = 180 
 
 Score = 86.3 bits (212), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 54/164 (32%), Positives = 83/164 (50%), Gaps = 7/164 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQD----RYPWLVAEV 64 
           IRP+  AD+ A+  I   +I         +  TP+   DDL ER ++    R+P +VA + 
Sbjct: 3   IRPSRDADVEAMLAIYRRHIRRGLDEGVDDSDTPEP--DDLRERRKNLKSKRFPHIVATI 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G V G AY   ++ R AY +TV+ ++YV H H    +GS L   L+ +  A GF+ ++  
Sbjct: 61  DGTVVGYAYVVLFRKRPAYRYTVKHSIYVHHDHIGKRVGSQLLRGLIDACAAAGFRQIIG 120 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            I   N  S+ LH+   +   G L A  Y++G W D    QR   
Sbjct: 121 YIDADNAASLALHDRFNFVRVGLLPAVAYRYGRWADSVMVQRSL 164 
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>ref|YP_001336218.1| acetyltransferase [Klebsiella pneumoniae subsp. pneumoniae MGH 
           78578] 
 ref|YP_002920431.1| hypothetical acetyltransferase [Klebsiella pneumoniae NTUH-K2044] 
 ref|ZP_06013401.1| GNAT family toxin-antitoxin system [Klebsiella pneumoniae subsp. 
           rhinoscleromatis ATCC 13884] 
 gb|ABR77988.1| hypothetical acetyltransferase [Klebsiella pneumoniae subsp. 
           pneumoniae MGH 78578] 
 dbj|BAH64364.1| hypothetical acetyltransferase [Klebsiella pneumoniae subsp. 
           pneumoniae NTUH-K2044] 
 gb|EEW43519.1| GNAT family toxin-antitoxin system [Klebsiella pneumoniae subsp. 
           rhinoscleromatis ATCC 13884] 
          Length = 184 
 
 Score = 86.3 bits (212), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 55/172 (31%), Positives = 86/172 (50%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EIR A   D  A+  +   ++     +F   P T  E    ++ ++D   PWLVA   G 
Sbjct: 12  LEIREALPDDAHAIAALYVWHVLNGRASFEEIPPTVDEMRKRIQTVRDNGLPWLVALWRG 71 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G  YA  ++ R AY +T+E ++YV       G+GS L + L+   E   ++ ++A+I 
Sbjct: 72  AIVGYCYATFYRPRPAYRYTLEESIYVESGMGGRGIGSALLSRLIAECEKGPWRQMLAII 131 
 
Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
             G  N  S+ +H+  G+T  G LR+ GYK G W D    QR     D+ LP 
Sbjct: 132 GDGHNNAGSLAIHKKFGFTVAGQLRSVGYKMGDWRDTLIMQRALGDGDWTLP 183 
 
 
>ref|YP_003992355.1| GCN5-like N-acetyltransferase [Caldicellulosiruptor 
hydrothermalis 
           108] 
 gb|ADQ06986.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
           hydrothermalis 108] 
          Length = 161 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 44/158 (27%), Positives = 80/158 (50%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR AT +D+  +  I N+ +  ST  F   P+T ++++   +   ++YP  VAE     
Sbjct: 1   MNIRKATISDIPDLLYIYNYEVLNSTSTFDIHPKTTEDFLKLFDSHGNKYPIYVAEENSA 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  Y  P+  + AY  TVE ++Y+   ++  G+G  +   L++  +  G  +++A +  
Sbjct: 61  ILGYGYLSPFSEKEAYSITVEDSIYIHPLYRGRGIGKQILKFLIERAKDTGAANIIAKVC 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ LH++ G+   G L   G K G + DV   Q 
Sbjct: 121 AENYISLHLHKSFGFVEVGKLTKVGSKFGRFLDVIILQ 158 
 
 
>ref|ZP_07182496.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 69-1] 
 gb|EFJ83489.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 69-1] 
          Length = 193 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 82/174 (47%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
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Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>ref|YP_001222281.1| putative N-acetyltransferase [Clavibacter michiganensis subsp. 
           michiganensis NCPPB 382] 
 emb|CAN01586.1| putative N-acetyltransferase [Clavibacter michiganensis subsp. 
           michiganensis NCPPB 382] 
          Length = 177 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 55/152 (36%), Positives = 77/152 (50%), Gaps = 5/152 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           + IRPA   D+  + +I NH I T T  +  EP    E   W  +     D  P LVAEV 
Sbjct: 1   MRIRPAEPRDIDDLLEIRNHAILTGTALWTEEPVDRAEREAWFRETTEAGD--PILVAEV 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G  AG    GPW+  + Y ++VE +VYV    Q  G+G  L   +++   + G ++V A 
Sbjct: 59  DGAFAGYGTYGPWRRMSGYRFSVEDSVYVRDGFQGQGIGRALVEAVVEHARSAGKRAVFA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
            I   N  S+RLHE LG+   G L   G+K G 
Sbjct: 119 DIEAGNRGSIRLHERLGFRQVGLLPGIGWKFG 150 
 
 
>ref|YP_001395681.1| acetyltransferase [Clostridium kluyveri DSM 555] 
 ref|YP_002472485.1| hypothetical protein CKR_2020 [Clostridium kluyveri NBRC 12016] 
 gb|EDK34310.1| Predicted acetyltransferase [Clostridium kluyveri DSM 555] 
 dbj|BAH07071.1| hypothetical protein [Clostridium kluyveri NBRC 12016] 
          Length = 161 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 82/161 (50%), Gaps = 9/161 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE----WIDDLERLQDRYPWLVAEVE 65 
           IR A   D+  + DI N  I   T  F  EP+T ++    + D +E     +P LV E   
Sbjct: 2   IRKAEEQDIPFLLDIYNEAILNGTATFDLEPKTLEDRKQWFYDHIET----HPLLVCEKY 57 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVA 124 
                 A    ++ + AYD +VE ++Y+   ++ +G+G  L   +L  + E  G  ++++ 
Sbjct: 58  EKAIAYASLSTYREKKAYDGSVELSIYIHKDYRGIGIGKQLMEAILNLAKEIDGIHTIIS 117 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +I   N+ S RLHE  G+T  G ++ AGYK G + D+  +Q 
Sbjct: 118 IITAGNEVSDRLHEKFGFTYCGKIKEAGYKFGQYCDINVYQ 158 
 
 
>ref|YP_002237448.1| putative phosphinothricin N-acetyltransferase [Klebsiella 
           pneumoniae 342] 
 ref|YP_003438431.1| phosphinothricin acetyltransferase [Klebsiella variicola At-22] 
 ref|ZP_06547948.1| acetyltransferase [Klebsiella sp. 1_1_55] 
 gb|ACI07463.1| putative phosphinothricin N-acetyltransferase [Klebsiella 
           pneumoniae 342] 
 gb|ADC57419.1| Phosphinothricin acetyltransferase [Klebsiella variicola At-22] 
 gb|EFD85968.1| acetyltransferase [Klebsiella sp. 1_1_55] 
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          Length = 184 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 55/172 (31%), Positives = 86/172 (50%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EIR A   D  A+  +   ++     +F   P T  E    ++ ++D   PWLVA   G 
Sbjct: 12  LEIREALPDDAHAIAALYVWHVLNGRASFEEIPPTVDEMRKRIKTVRDNGLPWLVALWRG 71 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G  YA  ++ R AY +T+E ++YV       G+GS L + L+   E   ++ ++A+I 
Sbjct: 72  AIVGYCYATFYRPRPAYRYTLEESIYVESGMGGRGIGSALLSRLIAECEKGPWRQMLAII 131 
 
Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR-----DFELP 171 
             G  N  S+ +H+  G+T  G LR+ GYK G W D    QR     D+ LP 
Sbjct: 132 GDGHNNAGSLAIHKKFGFTVAGQLRSVGYKMGDWRDTLIMQRALGDGDWTLP 183 
 
 
>ref|YP_001296551.1| phosphinothricin N-acetyltransferase YncA [Flavobacterium 
           psychrophilum JIP02/86] 
 emb|CAL43744.1| Probable phosphinothricin N-acetyltransferase YncA [Flavobacterium 
           psychrophilum JIP02/86] 
          Length = 165 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 50/163 (30%), Positives = 77/163 (47%), Gaps = 1/163 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EIRP    D  A+  I+N+ I  ST  +   P+     I  LE    + +P +VA     
Sbjct: 3   IEIRPFQIEDTQAILAIINYNILNSTALYDYNPRNLATQIAILEEKTTKGFPIIVATENK 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G  Y   ++ R AY +TVE ++YV       G+G  L   L+   +AQ   +++ VI 
Sbjct: 63  MVTGFGYYSEFRFREAYKFTVEHSIYVHKDFHGNGIGKLLLLELISLAKAQKLHTMIGVI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N  S+  HE  G+   G ++ +G+K   W D  F Q   E 
Sbjct: 123 DAENKSSITFHEKFGFKNVGIIKESGFKFNRWLDSVFMQLILE 165 
 
 
>ref|YP_002382603.1| acyl-CoA N-acyltransferase [Escherichia fergusonii ATCC 35469] 
 emb|CAQ88971.1| putative acyl-CoA N-acyltransferase [Escherichia fergusonii ATCC 
           35469] 
          Length = 249 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 83/174 (47%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 76  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSE 135 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 136 EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 195 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  + 
Sbjct: 196 AGIESQNQASLHLHQSLGFVITAQMPQVGTKFGRWLDLTFMQLQLDERSEPDAI 249 
 
 
>ref|ZP_03000532.1| acetyltransferase, GNAT family [Escherichia coli 53638] 
 ref|ZP_07133860.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
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           coli MS 115-1] 
 gb|EDU63564.1| acetyltransferase, GNAT family [Escherichia coli 53638] 
 gb|EFJ98863.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 115-1] 
          Length = 193 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 82/174 (47%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>gb|EGC95077.1| acyl-CoA N-acyltransferase [Escherichia fergusonii ECD227] 
          Length = 171 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 82/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERSKPDAI 171 
 
 
>ref|YP_003377320.1| N-acetyltransferase [Xanthomonas albilineans GPE PC73] 
 emb|CBA17326.1| putative n-acetyltransferase protein [Xanthomonas albilineans] 
          Length = 173 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 55/160 (34%), Positives = 83/160 (51%), Gaps = 6/160 (3%) 
 
Query: 20  AVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVE-GVVAGIAYAG 75 
           A+ +I N  I  ST  +   P+ P+    W     +     P L  E E G + G A  G 
Sbjct: 14  AILEIFNEVIVHSTALYDYRPRPPESMSAWFA--AKHAGALPVLGLEDEVGTLLGFATYG 71 
 
Query: 76  PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 135 
           P++A  A+ ++VE +VYV   H+  G+G  L   L+ + +A+G   +V  I   N  S+  
Sbjct: 72  PFRAWPAFKYSVEHSVYVHCGHRGKGVGRRLLQALIDTAKARGVHVLVGGIDASNAGSIA 131 
 
Query: 136 LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
           LHE LG+   GT+R AG+K G W D+ F+QR  + P  P+ 
Sbjct: 132 LHEQLGFVHAGTVREAGFKFGRWLDLAFYQRILDGPVDPQ 171 
 
 
>ref|ZP_02799324.2| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4196] 
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 ref|ZP_02773971.2| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4113] 
 ref|ZP_03006293.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4076] 
 ref|ZP_03006647.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4401] 
 ref|ZP_02794024.2| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4486] 
 ref|ZP_02786465.2| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4501] 
 ref|ZP_02813501.2| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC869] 
 ref|ZP_02824428.2| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC508] 
 ref|ZP_03064149.1| acetyltransferase, GNAT family [Shigella dysenteriae 1012] 
 ref|ZP_03252986.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4206] 
 ref|ZP_03256924.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4045] 
 ref|ZP_03261912.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4042] 
 ref|YP_002270455.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4115] 
 ref|ZP_03445143.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           TW14588] 
 ref|YP_003499369.1| acetyltransferase, GNAT family [Escherichia coli O55:H7 str. 
           CB9615] 
 gb|EDU33853.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4196] 
 gb|EDU54780.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4113] 
 gb|EDU69864.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4076] 
 gb|EDU75157.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4401] 
 gb|EDU80364.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4486] 
 gb|EDU86528.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4501] 
 gb|EDU90140.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC869] 
 gb|EDU96606.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC508] 
 gb|EDX35846.1| acetyltransferase, GNAT family [Shigella dysenteriae 1012] 
 gb|EDZ74367.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4206] 
 gb|EDZ81081.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4045] 
 gb|EDZ89397.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4042] 
 gb|ACI36491.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           EC4115] 
 gb|EEC25930.1| acetyltransferase, GNAT family [Escherichia coli O157:H7 str. 
           TW14588] 
 gb|ADD56385.1| Acetyltransferase, GNAT family [Escherichia coli O55:H7 str. 
           CB9615] 
 gb|EFW64747.1| Putative acetyltransferase [Escherichia coli O157:H7 str. EC1212] 
 gb|EGD64476.1| Putative acetyltransferase [Escherichia coli O157:H7 str. 1044] 
 gb|EGD64723.1| Putative acetyltransferase [Escherichia coli O157:H7 str. 1125] 
          Length = 193 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 82/174 (47%), Gaps = 1/174 (0%) 
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Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>ref|YP_002386887.1| putative acyl-CoA N-acyltransferase [Escherichia coli IAI1] 
 ref|YP_002402657.1| putative acyl-CoA N-acyltransferase [Escherichia coli 55989] 
 emb|CAU97437.1| putative acyl-CoA N-acyltransferase [Escherichia coli 55989] 
 emb|CAQ98303.1| putative acyl-CoA N-acyltransferase [Escherichia coli IAI1] 
          Length = 250 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 57/175 (32%), Positives = 82/175 (46%), Gaps = 1/175 (0%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVA 62 
            R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+ 
Sbjct: 75  SRPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVS 134 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   + 
Sbjct: 135 EEDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVM 194 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           VA I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 195 VAGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 249 
 
 
>ref|ZP_05119263.1| phosphinothricin N-acetyltransferase [Vibrio parahaemolyticus 16] 
 gb|EED26824.1| phosphinothricin N-acetyltransferase [Vibrio parahaemolyticus 16] 
          Length = 164 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 48/153 (31%), Positives = 77/153 (50%), Gaps = 2/153 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL--QDRYPWLVAEVE 65 
           +EIR     D+AA+ DI N YIE +   F     T +  ++   +     ++   VA    
Sbjct: 1   MEIRVGKLGDIAAITDIFNFYIEHTNARFEDRALTQENRLNWFSQFSYNSKHQLFVAIEN 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G A + P++  +A++ T E TVY++   +  G+GS LY+ L  S+   G   V++  
Sbjct: 61  GKLLGFACSQPYRDISAFEDTAEVTVYLAETARGKGVGSKLYSKLFSSISDYGVHRVLSG 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           I LPND SV LH+  G+   G       K+G + 
Sbjct: 121 IALPNDASVALHKRFGFREVGVFNEYAKKNGKY 153 
 
 
>ref|ZP_07477230.1| acetyltransferase [Brucella sp. BO1] 
 gb|EFM56587.1| acetyltransferase [Brucella sp. BO1] 
          Length = 202 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 52/162 (32%), Positives = 86/162 (53%), Gaps = 5/162 (3%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+AA+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 43  IRHATEADLAALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 100 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 101 QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELVEEARERKVHVLIAGI 160 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N  S+ LH++ G+   GTL+  G K G W D+ F Q+   
Sbjct: 161 EAGNAASIALHKSQGFEECGTLKQVGQKFGRWLDLTFMQKTL 202 
 
 
>ref|NP_753773.1| acetyltransferase yncA [Escherichia coli CFT073] 
 ref|YP_540677.1| acetyltransferase YncA [Escherichia coli UTI89] 
 ref|YP_001462722.1| acetyltransferase [Escherichia coli E24377A] 
 ref|ZP_03034408.1| acetyltransferase, GNAT family [Escherichia coli F11] 
 ref|ZP_04003970.1| acetyltransferase yncA [Escherichia coli 83972] 
 ref|ZP_04535910.1| acetyltransferase yncA [Escherichia sp. 3_2_53FAA] 
 ref|ZP_07137943.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 182-1] 
 ref|ZP_07172966.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 200-1] 
 ref|ZP_07173458.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 45-1] 
 ref|ZP_07193866.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 185-1] 
 ref|ZP_07219438.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 78-1] 
 gb|AAN80335.1|AE016760_194 Hypothetical acetyltransferase yncA [Escherichia coli 
CFT073] 
 gb|ABE07146.1| hypothetical acetyltransferase YncA [Escherichia coli UTI89] 
 gb|ABV21162.1| acetyltransferase, GNAT family [Escherichia coli E24377A] 
 gb|EDV66481.1| acetyltransferase, GNAT family [Escherichia coli F11] 
 gb|EEH86445.1| acetyltransferase yncA [Escherichia sp. 3_2_53FAA] 
 gb|EEJ47296.1| acetyltransferase yncA [Escherichia coli 83972] 
 gb|ADE89376.1| acetyltransferase, GNAT family [Escherichia coli IHE3034] 
 gb|EFJ57690.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 185-1] 
 gb|EFJ63238.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 200-1] 
 gb|EFJ93585.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 45-1] 
 gb|EFK05118.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 182-1] 
 gb|EFK75001.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 78-1] 
 gb|EFU49145.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 110-3] 
 gb|EFU50028.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 153-1] 
 gb|EFU57819.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 16-3] 
 gb|EFW70217.1| Putative acetyltransferase [Escherichia coli WV_060327] 
 gb|EGB79170.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 57-2] 
 gb|EGB84389.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 60-1] 
 gb|EGB90253.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 117-3] 
          Length = 193 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
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 Identities = 57/174 (32%), Positives = 82/174 (47%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>ref|YP_001566360.1| GCN5-like N-acetyltransferase [Delftia acidovorans SPH-1] 
 gb|ABX37975.1| GCN5-related N-acetyltransferase [Delftia acidovorans SPH-1] 
          Length = 174 
 
 Score = 85.9 bits (211), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 55/160 (34%), Positives = 84/160 (52%), Gaps = 3/160 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVA-EVEGV 67 
           IR +   D+AA+  I  H++   T  F T+P    +      + L    P+LVA + +G  
Sbjct: 4   IRSSLDGDLAAITSIYRHHVLHGTGTFETDPPAESDMATRRADVLAKGLPYLVAVDEQGQ 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  +K R AY ++ E ++YV    +  GLG  L   L +  EA G + ++AVIG 
Sbjct: 64  VLGFAYANWFKPRPAYRFSAEDSIYVHDAARGQGLGRLLLDALSRECEAAGVRKLLAVIG 123 
 
Query: 128 -LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ +H A G+T  GTL + G+K G W D+   ++ 
Sbjct: 124 DSANAGSIGVHRAAGFTPAGTLSSMGWKFGRWLDIVLMEK 163 
 
 
>ref|YP_449585.1| phosphinothricin acetyltransferase [Xanthomonas oryzae pv. oryzae 
           MAFF 311018] 
 ref|YP_001911873.1| N-acetyltransferase [Xanthomonas oryzae pv. oryzae PXO99A] 
 dbj|BAE67311.1| phosphinothricin acetyltransferase [Xanthomonas oryzae pv. oryzae 
           MAFF 311018] 
 gb|ACD57341.1| N-acetyltransferase [Xanthomonas oryzae pv. oryzae PXO99A] 
          Length = 173 
 
 Score = 85.5 bits (210), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 54/158 (34%), Positives = 84/158 (53%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I TS   +   P+ P+  +      Q   +P + V + +G + G A  G  
Sbjct: 13  SAILDIFNEAIATSNALYDYRPRPPESMVGWFATKQAGGFPVIGVEDADGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + +A+G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHCDHRGKGLGRLLLQALIAAAQARGVHVLVGGIDASNQASIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR    PA P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPADP 170 
 
 
>ref|YP_002893339.1| GCN5-related N-acetyltransferase [Tolumonas auensis DSM 9187] 
 gb|ACQ93753.1| GCN5-related N-acetyltransferase [Tolumonas auensis DSM 9187] 
          Length = 173 
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 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 52/163 (31%), Positives = 83/163 (50%), Gaps = 8/163 (4%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWL-VAEVEGVVAGIAYA 74 
           AA+  I N  I  ST  +  + +T +    W  + E     YP + +   +G + G A   
Sbjct: 13  AAILAIFNDAILHSTALYDYQARTMENMVTWFKNKE--TGNYPVIGIENAQGELMGFASY 70 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           G ++A  A  +T+E +VYV+  H+  G+ + L   L+   + Q + +++  I   N  S+ 
Sbjct: 71  GSFRAYPANKYTLEHSVYVAKAHRGKGIANILMLRLVALAKEQNYHTLIGSIDASNQASI 130 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            LHE LG+   GT+R AG+K G W D+ F+Q    LP P  PV 
Sbjct: 131 ALHEKLGFVHAGTIRHAGFKFGDWLDLAFYQ--LLLPTPAHPV 171 
 
 
>ref|ZP_07827503.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           sp. oral taxon 158 str. F0412] 
 gb|EFR59927.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           sp. oral taxon 158 str. F0412] 
          Length = 166 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 51/153 (33%), Positives = 78/153 (50%), Gaps = 2/153 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IRP T  D+AA  DI N+ +         EP+T  EW    E  Q   +   V  ++ VV 
Sbjct: 6   IRPITQDDIAACLDIYNYEVVNGVATLDLEPRTLPEWQAWYEAHQTSEHCIFVGIMDDVV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVAVIG 127 
            G A   P++ ++A+  TVE ++Y+   ++  G+ S L  H+L+ + E +   +VV+VI  
Sbjct: 66  VGYASLSPYRTKDAFKSTVELSIYIHQEYRGKGVASKLMAHILEYAKETETLHTVVSVIT 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N  S  LHE  G+T  G     G+KHG + D 
Sbjct: 126 AGNAASTALHERFGFTYCGLTPQVGFKHGKYQD 158 
 
 
>ref|ZP_06703884.1| N-acetyltransferase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 11122] 
 ref|ZP_06731508.1| N-acetyltransferase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 10535] 
 gb|EFF44569.1| N-acetyltransferase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 11122] 
 gb|EFF47366.1| N-acetyltransferase [Xanthomonas fuscans subsp. aurantifolii str. 
           ICPB 10535] 
          Length = 173 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 55/158 (34%), Positives = 83/158 (52%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
            A+ DI N  I  ST  +   P+ P+  +      Q   +P + V + +G + G A  G  
Sbjct: 13  GAILDIFNEAIANSTALYDYRPRPPESMVGWFATKQAGGFPVIGVEDADGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + EA+G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHRDHRGKGLGRLLLQALIAAAEARGVHVLVGGIDASNQASIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR    PA P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPADP 170 
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>gb|EGC07342.1| acetyltransferase [Escherichia fergusonii B253] 
          Length = 171 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 82/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVITAQMPQVGTKFGRWLDLTFMQLQLDERSKPDAI 171 
 
 
>ref|ZP_07823528.1| acetyltransferase, GNAT family [Streptococcus pseudoporcinus SPIN 
           20026] 
 gb|EFR44833.1| acetyltransferase, GNAT family [Streptococcus pseudoporcinus SPIN 
           20026] 
          Length = 190 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 55/184 (29%), Positives = 81/184 (44%), Gaps = 11/184 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A  +D   +  I   Y+E + + F     T  ++   ++ +Q  YP+LV E EG +  
Sbjct: 2   IRFAHPSDAKQLVAIYQPYVEKAAITFDHVSPTVGQFQQRMQHIQAFYPYLVYEEEGRLL 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
             AYA     R AY W+ E ++YV    +  G+G  LY  L + + A G  +  A I    
Sbjct: 62  AYAYASHLNTRAAYAWSCEVSIYVDQHSRGKGIGRCLYQALERYLAAMGIINCNACIATS 121 
 
Query: 130 NDPSVRL-------HEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----ELPAPPRPVR 178 
             PS  L       H+ LGY   GT    GYK   W DV + ++          PPR +  
Sbjct: 122 KIPSSYLPLASHMFHQKLGYQLVGTFHKVGYKFDQWFDVTWMEKALGHHTRGQKPPRSIH 181 
 
Query: 179 PVTQ 182 
            V + 
Sbjct: 182 EVLK 185 
 
 
>ref|YP_001743779.1| acetyltransferase [Escherichia coli SMS-3-5] 
 gb|ACB16203.1| acetyltransferase, GNAT family [Escherichia coli SMS-3-5] 
          Length = 172 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 55/171 (32%), Positives = 82/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSEQDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE ++YV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSIYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  + 
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Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERSEPDAI 171 
 
 
>ref|NP_890464.1| hypothetical protein BB3930 [Bordetella bronchiseptica RB50] 
 emb|CAE35903.1| conserved hypothetical protein [Bordetella bronchiseptica RB50] 
          Length = 184 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 58/163 (35%), Positives = 83/163 (50%), Gaps = 8/163 (4%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQ---TPQEWIDDLERLQDRYPWLVAE-VEGVVAGIAYA 74 
           AA+ DI N  I TST  +  +P+   + + W     + Q  +P +  E   GV+ G A   
Sbjct: 24  AAILDIFNDAILTSTALYDYQPRALASMEAWFQ--AKRQGGFPVVGFEDAAGVLMGFASY 81 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           G ++A  AY ++VE +VYV  R++  GLG  L   L++    Q    +V  I   N  SV 
Sbjct: 82  GTFRAWPAYKYSVEHSVYVDRRYRGRGLGEALLRALIERARLQQVHVLVGGIDATNAGSV 141 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            LH  LG+   GT+  AG+K G W D+ F+Q    L  P RPV 
Sbjct: 142 ALHRKLGFVHAGTITQAGFKFGRWLDLAFYQ--LTLDTPLRPV 182 
 
 
>ref|ZP_07623784.1| putative acyl-CoA N-acyltransferase [Escherichia coli H299] 
          Length = 171 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 82/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERSEPDAI 171 
 
 
>ref|YP_003820657.1| Phosphinothricin acetyltransferase [Clostridium saccharolyticum 
           WM1] 
 gb|ADL03034.1| Phosphinothricin acetyltransferase [Clostridium saccharolyticum 
           WM1] 
          Length = 163 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 53/160 (33%), Positives = 82/160 (51%), Gaps = 6/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   DM  + DI N+ +E     F   P+T ++   W    E     +P +VAE +G 
Sbjct: 3   IRTAEEKDMPELLDIYNYEVEHGLATFDLNPKTMEQRLAWFR--EHNVGNHPLIVAEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVAV 125 
              G A    ++ + AY  TVE +VY+   ++R G+   L + +LK + E     +V++V 
Sbjct: 61  KAVGYASLSSYRPKEAYAATVELSVYIHKDYRRRGVAGDLTSAILKIAKERDDIHTVISV 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I   N+ S+RLHE LG+   GT+R  G K G   D+  +Q 
Sbjct: 121 ITGENEASIRLHERLGFIHCGTIREVGEKFGKMLDIENYQ 160 
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>ref|ZP_07463894.1| Phosphinothricin N-acetyltransferase [Streptococcus gallolyticus 
           subsp. gallolyticus TX20005] 
 gb|EFM30185.1| Phosphinothricin N-acetyltransferase [Streptococcus gallolyticus 
           subsp. gallolyticus TX20005] 
          Length = 212 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 55/183 (30%), Positives = 85/183 (46%), Gaps = 9/183 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR A   D   +  I  +Y+E + + F  E  + +E+ + +  +   YP+LVAE  G  
Sbjct: 25  VIIRLARLEDAKDLLAIYRYYVEKTAITFEYEVPSLEEFQERMRSIMAFYPYLVAEEAGQ 84 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI- 126 
           + G AYA  +  R AY W+ E+TVY+    +  G+G  +Y  L + +   G  ++ A I  
Sbjct: 85  ILGYAYASSFHPRAAYAWSAEATVYLDKAARGKGVGRQIYRALEEYLIKMGILNLNACIA 144 
 
Query: 127 ------GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
                     + S + H ALGY   G    +GYK   W+D+  W     L      V+PV 
Sbjct: 145 STETEDAYLTNGSEKFHRALGYQLVGKFHQSGYKFNHWYDM-IWMEKM-LGEHDNHVKPV 202 
 
Query: 181 TQI 183 
             I 
Sbjct: 203 KSI 205 
 
 
>ref|YP_003429952.1| acetyltransferase (GNAT) family [Streptococcus gallolyticus 
UCN34] 
 emb|CBI13008.1| putative acetyltransferase (GNAT) family [Streptococcus 
           gallolyticus UCN34] 
          Length = 190 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 55/183 (30%), Positives = 85/183 (46%), Gaps = 9/183 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR A   D   +  I  +Y+E + + F  E  + +E+ + +  +   YP+LVAE  G  
Sbjct: 3   VIIRLARLEDAKDLLAIYRYYVEKTAITFEYEVPSLEEFQERMRSIMAFYPYLVAEEAGQ 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI- 126 
           + G AYA  +  R AY W+ E+TVY+    +  G+G  +Y  L + +   G  ++ A I  
Sbjct: 63  ILGYAYASSFHPRAAYAWSAEATVYLDKAARGKGVGRQIYRALEEYLIKMGILNLNACIA 122 
 
Query: 127 ------GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
                     + S + H ALGY   G    +GYK   W+D+  W     L      V+PV 
Sbjct: 123 STETEDAYLTNGSEKFHRALGYQLVGKFHQSGYKFNHWYDM-IWMEKM-LGEHDNHVKPV 180 
 
Query: 181 TQI 183 
             I 
Sbjct: 181 KSI 183 
 
 
>ref|YP_001880295.1| acetyltransferase, GNAT family [Shigella boydii CDC 3083-94] 
 ref|ZP_03048002.1| acetyltransferase, GNAT family [Escherichia coli E110019] 
 ref|ZP_03068754.1| acetyltransferase, GNAT family [Escherichia coli 101-1] 
 ref|ZP_07144470.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 187-1] 
 gb|ACD07274.1| acetyltransferase, GNAT family [Shigella boydii CDC 3083-94] 
 gb|EDV90057.1| acetyltransferase, GNAT family [Escherichia coli E110019] 
 gb|EDX40671.1| acetyltransferase, GNAT family [Escherichia coli 101-1] 
 gb|EFK26527.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 187-1] 
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          Length = 193 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 81/174 (46%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDSGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHHSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>ref|YP_002919687.1| hypothetical acetyltransferase [Klebsiella pneumoniae NTUH-K2044] 
 dbj|BAH63620.1| hypothetical acetyltransferase [Klebsiella pneumoniae subsp. 
           pneumoniae NTUH-K2044] 
          Length = 180 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 58/173 (33%), Positives = 83/173 (47%), Gaps = 5/173 (2%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLV 61 
           R  + IRPA   D AA+ +I NH  + T+ + N +T +      W +   R    +P LV 
Sbjct: 6   RFAMSIRPAIKDDCAAIAEIYNHAVVHTAAIWNDKTVDTDNRIAWFE--ARQLAGFPVLV 63 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           +E +GV+ G +  G W+A + +  TVE +VYV   HQ  GLG  L   L+           
Sbjct: 64  SEEDGVITGYSSFGDWRAFDGFRHTVEHSVYVHPEHQGKGLGRKLLVALIAEARRLNKHV 123 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +VA I   N  S+ LHE LG+   G +   G K G W D+ F Q   +    P 
Sbjct: 124 MVAGIESQNHASLHLHETLGFITTGQMPQVGTKFGRWLDLTFMQLQLDARQDP 176 
 
 
>gb|EGB59486.1| acetyltransferase [Escherichia coli M863] 
 gb|EGB71999.1| acetyltransferase [Escherichia coli TW10509] 
          Length = 171 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 82/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVITAQMPQVGTKFGRWLDLTFMQLQLDERSEPDAI 171 
 
 
>ref|ZP_07618583.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli TA280] 
          Length = 171 
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 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 81/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E  G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSEENG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +  + P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERSEPDAI 171 
 
 
>ref|ZP_07162231.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 116-1] 
 ref|ZP_07170365.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 175-1] 
 ref|ZP_07192310.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 196-1] 
 ref|ZP_07245334.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 146-1] 
 gb|EFI86093.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 196-1] 
 gb|EFJ64876.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 175-1] 
 gb|EFK15960.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 116-1] 
 gb|EFK91150.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 146-1] 
          Length = 193 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 81/174 (46%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  ENGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>ref|ZP_06486378.1| phosphinothricin acetyltransferase [Xanthomonas campestris pv. 
           vasculorum NCPPB702] 
          Length = 173 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 54/158 (34%), Positives = 84/158 (53%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I  ST  +   P+ P+  +      Q   +P + V + +G + G A  G  
Sbjct: 13  SAILDIFNEAIANSTALYDYRPRPPESMVGWFATKQAGGFPVIGVEDADGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + +A+G   +V  I   N  S+ L 
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Sbjct: 73  FRAWPAFKYSVEHSIYVHRDHRGKGLGRLLLQALIAAAQARGVHVLVGGIDANNQVSIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR    PA P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPADP 170 
 
 
>ref|ZP_08029282.1| acetyltransferase, GNAT family [Solobacterium moorei F0204] 
 gb|EFW24030.1| acetyltransferase, GNAT family [Solobacterium moorei F0204] 
          Length = 163 
 
 Score = 85.5 bits (210), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 44/160 (27%), Positives = 73/160 (45%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D+  + D  N YI  S   F TE  + + +   +  + ++YPW++ E       
Sbjct: 2   IRKIEEKDIPVILDWYNWYISNSIATFETEEISLEGFKQRVAFITEKYPWVILEENDKPV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY   +  R AY  TV+  +Y+       G G TL   ++      G+K++++++    
Sbjct: 62  GYAYYSDFNHRQAYACTVDLAIYLDPNACHHGYGKTLMKEMIDIARKSGYKNIISLVTAG 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N  S +LHE  G+  + T    GYKH  W  V ++    E 
Sbjct: 122 NIASEKLHERFGFMKKATFEDIGYKHNQWLAVSYYYLQLE 161 
 
 
>emb|CAZ87971.1| Phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Thiomonas sp. 
           3As] 
          Length = 175 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 54/156 (34%), Positives = 78/156 (50%), Gaps = 2/156 (1%) 
 
Query: 24  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVVAGIAYAGPWKARNA 82 
           I  H++   T  F T      E +  L+ +Q R  PWLVA     + G AYA  ++AR A 
Sbjct: 20  IYGHHVLHGTGTFETLAPDEAEMLHRLQEVQSRGLPWLVAVRGQEIIGYAYANWFRAREA 79 
 
Query: 83  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LPNDPSVRLHEALG 141 
           + +TVE ++Y++    R G+G  L   L+ S    G + ++AVIG   N  S+ LH A G 
Sbjct: 80  FRFTVEDSIYIAPNGLRQGVGGQLLDALIDSCTRSGMRQMLAVIGDSANAGSIGLHRARG 139 
 
Query: 142 YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           +   G + A G+K   W DV F QR     A   P+ 
Sbjct: 140 FEELGRMSAVGWKFDRWLDVVFMQRALGAGAETSPI 175 
 
 
>ref|ZP_08187501.1| sortase-like acyltransferase [Xanthomonas perforans 91-118] 
 gb|EGD14907.1| sortase-like acyltransferase [Xanthomonas perforans 91-118] 
          Length = 173 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 53/158 (33%), Positives = 83/158 (52%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I  ST  +   P+ P+  +      Q   +P + V   +G + G A  G  
Sbjct: 13  SAILDIFNEAIANSTALYDYRPRPPESMVGWFATKQAGGFPVIGVEHDDGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + + +G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHRDHRGKGLGRLLLQALIAAAQVRGVHVLVGGIDASNQASIAL 132 
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Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR  + PA P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILDTPADP 170 
 
 
>gb|EFW57438.1| Putative acetyltransferase [Shigella boydii ATCC 9905] 
          Length = 193 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 82/174 (47%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARSIAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>ref|YP_299321.1| GCN5-related N-acetyltransferase [Ralstonia eutropha JMP134] 
 gb|AAZ64477.1| GCN5-related N-acetyltransferase [Ralstonia eutropha JMP134] 
          Length = 175 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 63/173 (36%), Positives = 84/173 (48%), Gaps = 10/173 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR----YPWLVAE 63 
           + IR A   DM AV  I N  +ET+T  +    +TP +  + LE L  R    YP LVA  
Sbjct: 1   MNIRDAGPDDMPAVTVIYNEAVETTTAIWN---ETPVDTANRLEWLAARRKAGYPVLVA- 56 
 
Query: 64  VEGVVAGIAYA--GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           V+G    + YA  G W+A + Y  TVE +VYV    +R G+   L   L+      G    
Sbjct: 57  VDGDAGVVGYASFGDWRAFDGYRHTVEHSVYVRSDQRRKGIAEALMVALIDRARELGKHV 116 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +VA I   N  S+RLHE LG+   G L   G K G W D+ F Q   +  + P 
Sbjct: 117 MVAAIEAQNASSIRLHEKLGFRQVGLLPEVGTKFGKWLDLAFLQIQLDQRSDP 169 
 
 
>ref|NP_644097.1| phosphinothricin acetyltransferase [Xanthomonas axonopodis pv. 
           citri str. 306] 
 gb|AAM38633.1| phosphinothricin acetyltransferase [Xanthomonas axonopodis pv. 
           citri str. 306] 
          Length = 173 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 54/158 (34%), Positives = 84/158 (53%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I  ST  +   P+ P+  +      Q   +P + V   +G + G A  G  
Sbjct: 13  SAILDIFNEAIANSTALYDYRPRPPESMVGWFATKQTGGFPVIGVEHDDGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + +A+G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHRDHRGKGLGRLLLQALIAAAQARGVHVLVGGIDASNQASIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR  + PA P 
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Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILDTPADP 170 
 
 
>ref|ZP_06488940.1| phosphinothricin acetyltransferase [Xanthomonas campestris pv. 
           musacearum NCPPB4381] 
          Length = 173 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 54/158 (34%), Positives = 84/158 (53%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I  ST  +   P+ P+  +      Q   +P + V + +G + G A  G  
Sbjct: 13  SAILDIFNEAIANSTALYDYRPRPPESMVGWFATKQVGGFPVIGVEDADGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + +A+G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHRDHRGKGLGRLLLQALIAAAQARGVHVLVGGIDANNQVSIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR    PA P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPADP 170 
 
 
>ref|YP_002546043.1| phosphinothricin N-acetyltransferase (antibiotic resistance) 
           protein [Agrobacterium radiobacter K84] 
 gb|ACM28110.1| phosphinothricin N-acetyltransferase (antibiotic resistance) 
           protein [Agrobacterium radiobacter K84] 
          Length = 185 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 53/159 (33%), Positives = 83/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE-VEGV 67 
           +R A   D+  +  I    +   T ++   P    E  +  + + D+ YP++VAE   G  
Sbjct: 5   LRQAAPNDLPRITAIYRDAVLNGTASYELIPPDEAEMANRFQAILDKGYPYIVAEDGSGK 64 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  ++ R AY W VE ++Y++   +  GLG  L   L+++ EA GF+ ++AVIG 
Sbjct: 65  ILGYAYASAFRTRPAYRWMVEDSIYIAPEARGRGLGKLLLAKLVETCEALGFRQMIAVIG 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                S+ LH A G+   G L+  GYKHG W D    Q+ 
Sbjct: 125 GAAPASIALHRAAGFAETGLLKGTGYKHGRWLDTMLMQK 163 
 
 
>ref|YP_365646.1| N-acetyltransferase [Xanthomonas campestris pv. vesicatoria str. 
           85-10] 
 emb|CAJ25646.1| N-acetyltransferase [Xanthomonas campestris pv. vesicatoria str. 
           85-10] 
          Length = 173 
 
 Score = 85.1 bits (209), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 54/158 (34%), Positives = 84/158 (53%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I  ST  +   P+ P+  +      Q   +P + V   +G + G A  G  
Sbjct: 13  SAILDIFNEAIANSTALYDYRPRPPESMVGWFATKQAGGFPVIGVEHDDGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + +A+G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHRDHRGKGLGRLLLQALIAAAQARGVHVLVGGIDASNQASIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
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           HE  G+T  GT+R AG+K G W D+ F+QR  + PA P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILDTPADP 170 
 
 
>ref|ZP_06352816.1| toxin-antitoxin system, toxin component, GNAT family [Citrobacter 
           youngae ATCC 29220] 
 gb|EFE08802.1| toxin-antitoxin system, toxin component, GNAT family [Citrobacter 
           youngae ATCC 29220] 
          Length = 172 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 58/172 (33%), Positives = 80/172 (46%), Gaps = 1/172 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           + IR A+ AD AA+ +I NH +  +   +  +    +  I   E  Q   YP LV+E  G 
Sbjct: 1   MSIRFASKADCAAIAEIYNHAVLHTAAIWNDQTVDAENRIAWYEARQLMSYPVLVSEENG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W+  + +  TVE +VYV   HQ  GLG  L   L++   A G   +VA I 
Sbjct: 61  VVTGYASFGDWRNFDGFRHTVEHSVYVHPEHQGKGLGRALLGRLIEEARACGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
              N  S+ LH  LG+     +   G K G W D+ F Q   +    P   R 
Sbjct: 121 ESQNQASLHLHSTLGFKTTAQMPQVGTKFGRWLDLTFMQLQLDDRLEPDASR 172 
 
 
>ref|NP_837412.1| putative resistance protein [Shigella flexneri 2a str. 2457T] 
 ref|NP_707633.2| putative resistance protein [Shigella flexneri 2a str. 301] 
 gb|AAP17221.1| putative resistance protein [Shigella flexneri 2a str. 2457T] 
 gb|AAN43340.2| putative resistance protein [Shigella flexneri 2a str. 301] 
 gb|EFS14940.1| acetyltransferase family protein [Shigella flexneri 2a str. 2457T] 
          Length = 172 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 81/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGHWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|ZP_07825890.1| acetyltransferase, GNAT family [Dialister microaerophilus UPII 
           345-E] 
 gb|EFR42634.1| acetyltransferase, GNAT family [Dialister microaerophilus UPII 
           345-E] 
          Length = 192 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 46/168 (27%), Positives = 83/168 (49%), Gaps = 11/168 (6%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWI--DDLERLQDRYPWLVAEVE 65 
           + +R     D   + DI ++Y+E + +   TE   P E+     +E++  +YP++VAE + 
Sbjct: 2   INLRYVEPEDSEILRDIYSYYVENTCIT--TECTLPDEYAFQKRVEKISSKYPYIVAERD 59 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
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           G + G  YA P   R A +  V+ ++YV H   R G+G  +Y  +   +   G  ++ A  
Sbjct: 60  GHIVGYIYASPLVEREAINHCVQISIYVRHGLGRSGVGKRMYRAIESVLSRMGITNMYAR 119 
 
Query: 126 IGLPN-------DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           + +P          S++ HE +G+T  G L  +GYK   W D+   ++ 
Sbjct: 120 VAVPKIENEHLTRNSLQFHEYMGFTKVGFLEKSGYKFNQWFDLAIMEK 167 
 
 
>ref|ZP_01734503.1| hypothetical protein FBBAL38_09159 [Flavobacteria bacterium BAL38] 
 gb|EAZ95145.1| hypothetical protein FBBAL38_09159 [Flavobacteria bacterium BAL38] 
          Length = 164 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 48/154 (31%), Positives = 78/154 (50%), Gaps = 3/154 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQT--PQEWIDDLERLQDRYPWLVAEV 64 
            ++IR    AD  A+  I+N  I  ST  +    +T   QE I + E+LQ  +P +VAE+ 
Sbjct: 2   EIKIRDYQTADCPAILAIINDAILHSTALYDYNERTLAAQEMIFE-EKLQKGFPVIVAEM 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              V G  Y   ++ R AY +TVE +VY +      G+G  L T L++  + Q   +++  
Sbjct: 61  NNEVVGFGYYSEFRFREAYKFTVEHSVYANKNAIGKGIGKLLLTELIERAKQQNLHTMIG 120 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           VI   N  S+  H+  G+   G ++ +G+K   W 
Sbjct: 121 VIDSENTNSIDFHKRFGFEEVGFIKESGFKFDRW 154 
 
 
>ref|NP_287713.1| putative resistance protein [Escherichia coli O157:H7 EDL933] 
 ref|NP_310079.1| resistance protein [Escherichia coli O157:H7 str. Sakai] 
 ref|YP_403336.1| putative resistance protein [Shigella dysenteriae Sd197] 
 ref|YP_669358.1| acetyltransferase YncA [Escherichia coli 536] 
 ref|YP_852603.1| acyltransferase [Escherichia coli APEC O1] 
 ref|ZP_03082321.1| acyltransferase [Escherichia coli O157:H7 str. EC4024] 
 ref|YP_002292806.1| putative acetyltransferase [Escherichia coli SE11] 
 ref|YP_002329115.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli O127:H6 str. E2348/69] 
 ref|YP_002391291.1| acyltransferase with acyl-CoA N-acyltransferase domain 
[Escherichia 
           coli S88] 
 ref|YP_002397588.1| putative acyl-CoA N-acyltransferase domain-containing 
           acyltransferase [Escherichia coli ED1a] 
 ref|YP_002412436.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli UMN026] 
 ref|YP_003077830.1| putative acyl-CoA N-acyltransferase domain-containing 
           acyltransferase [Escherichia coli O157:H7 str. TW14359] 
 ref|ZP_05432198.1| putative acyl-CoA N-acyltransferase [Shigella sp. D9] 
 ref|YP_003229064.1| putative acyltransferase [Escherichia coli O26:H11 str. 11368] 
 ref|YP_003234295.1| putative acyltransferase [Escherichia coli O111:H- str. 11128] 
 ref|ZP_05938675.1| putative acyl-CoA N-acyltransferase [Escherichia coli O157:H7 str. 
           FRIK2000] 
 ref|ZP_05949884.1| putative acyl-CoA N-acyltransferase [Escherichia coli O157:H7 str. 
           FRIK966] 
 ref|ZP_06648919.1| acetyltransferase [Escherichia coli FVEC1412] 
 ref|ZP_06653364.1| conserved hypothetical protein [Escherichia coli B354] 
 ref|ZP_06657434.1| acetyltransferase [Escherichia coli B185] 
 ref|ZP_06662258.1| acetyltransferase [Escherichia coli B088] 
 ref|ZP_06990170.1| acetyltransferase [Escherichia coli FVEC1302] 
 ref|ZP_07118247.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 198-1] 
 ref|ZP_07447764.1| putative acyl-CoA N-acyltransferase [Escherichia coli NC101] 
 ref|ZP_07501944.1| putative acyl-CoA N-acyltransferase [Escherichia coli M605] 
 ref|ZP_07512113.1| putative acyl-CoA N-acyltransferase [Escherichia coli TA206] 
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 ref|ZP_07517341.1| putative acyl-CoA N-acyltransferase [Escherichia coli TA143] 
 ref|ZP_07683172.1| acetyltransferase, GNAT family [Shigella dysenteriae 1617] 
 ref|ZP_07783449.1| acetyltransferase, GNAT family [Escherichia coli 2362-75] 
 gb|AAG56327.1|AE005361_8 putative resistance protein [Escherichia coli O157:H7 str. 
EDL933] 
 dbj|BAB35475.1| putative resistance protein [Escherichia coli O157:H7 str. Sakai] 
 gb|ABB61845.1| putative resistance protein [Shigella dysenteriae Sd197] 
 gb|ABG69457.1| hypothetical acetyltransferase YncA [Escherichia coli 536] 
 gb|ABJ00889.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli APEC O1] 
 gb|ACI83756.1| putative resistance protein [Escherichia coli] 
 gb|ACI83757.1| putative resistance protein [Escherichia coli] 
 gb|ACI83758.1| putative resistance protein [Escherichia coli] 
 gb|ACI83759.1| putative resistance protein [Escherichia coli] 
 gb|ACI83760.1| putative resistance protein [Escherichia coli] 
 dbj|BAG77055.1| putative acetyltransferase [Escherichia coli SE11] 
 emb|CAS09137.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli O127:H6 str. E2348/69] 
 emb|CAR02859.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli S88] 
 emb|CAR07800.2| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli ED1a] 
 emb|CAR12899.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli UMN026] 
 emb|CAP75936.1| Uncharacterized acetyltransferase yncA [Escherichia coli LF82] 
 gb|ACT71754.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli O157:H7 str. TW14359] 
 dbj|BAI25324.1| predicted acyltransferase [Escherichia coli O26:H11 str. 11368] 
 dbj|BAI35744.1| predicted acyltransferase [Escherichia coli O111:H- str. 11128] 
 dbj|BAI54912.1| putative acetyltransferase [Escherichia coli SE15] 
 emb|CBG34402.1| putative acetyltransferase [Escherichia coli 042] 
 gb|EFE64071.1| acetyltransferase [Escherichia coli B088] 
 gb|EFF00162.1| acetyltransferase [Escherichia coli FVEC1412] 
 gb|EFF07816.1| acetyltransferase [Escherichia coli B185] 
 gb|EFF12740.1| conserved hypothetical protein [Escherichia coli B354] 
 gb|EFI19527.1| acetyltransferase [Escherichia coli FVEC1302] 
 gb|EFJ72268.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 198-1] 
 gb|EFM53472.1| putative acyl-CoA N-acyltransferase [Escherichia coli NC101] 
 gb|ADN46231.1| acetyltransferase [Escherichia coli ABU 83972] 
 gb|ADN71338.1| putative acyl-CoA N-acyltransferase [Escherichia coli UM146] 
 gb|EFP69102.1| acetyltransferase, GNAT family [Shigella dysenteriae 1617] 
 gb|EFR14046.1| acetyltransferase, GNAT family [Escherichia coli 2362-75] 
 gb|ADR26857.1| putative acyl-CoA N-acyltransferase [Escherichia coli O83:H1 str. 
           NRG 857C] 
 gb|EFV00153.1| acetyltransferase family protein [Escherichia coli 3431] 
 gb|EFX06907.1| putative acyl-CoA N-acyltransferase [Escherichia coli O157:H7 str. 
           G5101] 
 gb|EFX11699.1| putative acyl-CoA N-acyltransferase [Escherichia coli O157:H- str. 
           493-89] 
 gb|EFX16514.1| putative acyl-CoA N-acyltransferase [Escherichia coli O157:H- str. 
           H 2687] 
 gb|EFX21513.1| putative acyl-CoA N-acyltransferase [Escherichia coli O55:H7 str. 
           3256-97 TW 07815] 
 gb|EFX26664.1| putative acyl-CoA N-acyltransferase [Escherichia coli O55:H7 str. 
           USDA 5905] 
 gb|EFX31104.1| putative acyl-CoA N-acyltransferase [Escherichia coli O157:H7 str. 
           LSU-61] 
 gb|EFZ43489.1| acetyltransferase family protein [Escherichia coli EPECa14] 
 gb|EFZ63649.1| acetyltransferase family protein [Escherichia coli 1180] 
 gb|EFZ72612.1| acetyltransferase family protein [Escherichia coli RN587/1] 
 gb|EGB43774.1| acetyltransferase [Escherichia coli H120] 
 gb|EGB48538.1| acetyltransferase [Escherichia coli H252] 
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 gb|EGB52591.1| acetyltransferase [Escherichia coli H263] 
 gb|EGC11556.1| acetyltransferase [Escherichia coli E1167] 
          Length = 172 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 81/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|NP_385668.1| putative acetyltransferase (antibiotic resistance ) protein 
           [Sinorhizobium meliloti 1021] 
 ref|ZP_07587666.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti BL225C] 
 ref|ZP_07596613.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti AK83] 
 emb|CAC46141.1| N-acetyltransferase [Sinorhizobium meliloti 1021] 
 gb|EFN28005.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti AK83] 
 gb|EFN32160.1| Phosphinothricin acetyltransferase [Sinorhizobium meliloti BL225C] 
          Length = 169 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 57/178 (32%), Positives = 81/178 (45%), Gaps = 22/178 (12%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA----- 62 
           +EIR A   D+ A+C I N  +  +T            W + L  + +R  WL A      
Sbjct: 1   MEIRDAAETDLPAICAIYNDAVANTTAI----------WNETLVDVANRKTWLKARNAAG 50 
 
Query: 63  -------EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
                   ++G V G A  G W+A + Y  TVE +VYV    +  G+G  L   L+   E 
Sbjct: 51  FPVLAALSLDGEVVGYASFGEWRAFDGYRHTVEHSVYVRADQRGGGIGRALMLELIDRAE 110 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
           A G   ++A I   N PS+RLHE LG+   G ++  G K G W D+ F Q      +P 
Sbjct: 111 ALGKHVMIAGIESGNLPSIRLHEQLGFRETGHMKEVGTKFGRWLDLTFMQLILRTGSP 168 
 
 
>gb|EFW74048.1| Putative acetyltransferase [Escherichia coli EC4100B] 
          Length = 172 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHTVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDSGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHHSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
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>gb|EFW52005.1| putative acetyltransferase [Shigella dysenteriae CDC 74-1112] 
 gb|EFW59651.1| Putative acetyltransferase [Shigella flexneri CDC 796-83] 
 gb|EGB57967.1| acetyltransferase [Escherichia coli H489] 
 gb|EGB68817.1| acetyltransferase [Escherichia coli TA007] 
          Length = 172 
 
 Score = 85.1 bits (209), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDSGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHHSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|ZP_05077427.1| phosphinothricin acetyltransferase [Rhodobacterales bacterium Y4I] 
 gb|EDZ45406.1| phosphinothricin acetyltransferase [Rhodobacterales bacterium Y4I] 
          Length = 173 
 
 Score = 84.7 bits (208), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 56/172 (32%), Positives = 80/172 (46%), Gaps = 4/172 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPATAAD  AVC I N  I  +   F T  +TP++    +      Y  LVAE +G +  
Sbjct: 3   IRPATAADAEAVCAIANWVIRDTLATFNTVEKTPEQVRGQIAASNGAY--LVAEQDGSIL 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A+  P+++   Y +T E T+++    Q  G G  L   L       G   ++A +    
Sbjct: 61  GHAHYFPFRSGPGYRFTAEHTIHLLPAAQGQGAGRALMQALEARAREAGLHVLIASVSSA 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE--LPAPPRPVRP 179 
           N  ++  H ALGY     +   G K+G W D  F Q+     +PAP   V P 
Sbjct: 121 NPGAIAFHAALGYVETARMPELGCKNGLWLDTVFMQKILTPGIPAPDSAVNP 172 
 
 
>gb|AAT96234.1| phosphinothricin N-acetyltransferase [Pseudomonas viridiflava] 
          Length = 199 
 
 Score = 84.7 bits (208), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 82/170 (48%), Gaps = 2/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R A   DM  +  I   ++     +F  EP + +E I      L++  P+ VAE  G V 
Sbjct: 26  LRDAREDDMPVIQAIYADHVLHGISSFELEPPSVEELIRRRALVLENGLPYRVAEHAGEV 85 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YA P++ R AY +T E +VYV      +G+G  L   L+   E  G++ +VAVIG  
Sbjct: 86  VGYGYATPYRPRPAYRFTAEDSVYVRDGMGGMGIGRALLGDLIWHCEQGGWRQMVAVIGN 145 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
             N  S+ LHE+ G+   G   + G+KHG W D    Q      A   PV 
Sbjct: 146 SENAASIGLHESFGFRRVGVFESVGFKHGRWVDTVLMQCALGDGASTLPV 195 
 
 
>emb|CBJ36480.1| putative antibiotic resistance protein (Acetyltransferase) 
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           [Ralstonia solanacearum CMR15] 
          Length = 182 
 
 Score = 84.7 bits (208), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 58/172 (33%), Positives = 86/172 (50%), Gaps = 7/172 (4%) 
 
Query: 8   VEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA- 62 
           V +   T A+ A A+ +I+N  I  ST  +   P+ PQ    W     +    +P + A  
Sbjct: 10  VRLIDCTEAEHAPAILEILNEAIVNSTALYDYVPRPPQAMATWF--AAKRAGGFPVVGAV 67 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           +  G + G A  G ++A  AY +TVE +VYV H  +   LG  L   L++  +A     + 
Sbjct: 68  DASGKLLGFASWGTFRAFPAYKYTVEHSVYVHHACRGRRLGERLLRELIRRAQAAQVHVL 127 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           V  I   N  S+ LH  LG+   GT+R AG+K G W D  F+Q + E+PA P 
Sbjct: 128 VGCIDAANGASIGLHTRLGFVHAGTIREAGFKFGRWLDAAFYQLNLEMPAQP 179 
 
 
>ref|ZP_05626426.1| phosphinothricin N-acetyltransferase [Campylobacter gracilis 
           RM3268] 
 gb|EEV16503.1| phosphinothricin N-acetyltransferase [Campylobacter gracilis 
           RM3268] 
          Length = 256 
 
 Score = 84.7 bits (208), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 41/104 (39%), Positives = 58/104 (55%), Gaps = 5/104 (4%) 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  +K R AYDW+ ES+VYVS   + LG+G  LY  L ++++AQ    + A I  
Sbjct: 123 ILGYAYASAFKERAAYDWSAESSVYVSQNVRALGIGRLLYEALQRALKAQNIADMNACIA 182 
 
Query: 128 LP-----NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                  ND SVR HE +G+   G      YK G W+D+ + Q+ 
Sbjct: 183 CGDDEYLNDASVRFHERMGFRFVGKFERCAYKFGRWYDMAWMQK 226 
 
 
>ref|YP_001458245.1| acetyltransferase [Escherichia coli HS] 
 ref|ZP_07103356.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 119-7] 
 ref|ZP_07119897.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 84-1] 
 ref|ZP_07212292.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 124-1] 
 ref|ZP_07688576.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 145-7] 
 gb|ABV05862.1| acetyltransferase, GNAT family [Escherichia coli HS] 
 gb|EFJ89612.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 84-1] 
 gb|EFK45257.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 119-7] 
 gb|EFK66282.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 124-1] 
 gb|EFO59319.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 145-7] 
 gb|EFU33452.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 85-1] 
          Length = 193 
 
 Score = 84.7 bits (208), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 57/174 (32%), Positives = 81/174 (46%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
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           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 19  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSE 78 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 79  EDGVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 138 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 139 AGIESQNQASLHLHHSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 192 
 
 
>ref|YP_004287364.1| phosphinothricin acetyltransferase [Streptococcus gallolyticus 
           subsp. gallolyticus ATCC BAA-2069] 
 emb|CBZ47620.1| phosphinothricin acetyltransferase [Streptococcus gallolyticus 
           subsp. gallolyticus ATCC BAA-2069] 
          Length = 190 
 
 Score = 84.7 bits (208), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 55/183 (30%), Positives = 85/183 (46%), Gaps = 9/183 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR A   D   +  I  +Y+E + + F  E  + +E+ + +  +   YP+LVAE  G  
Sbjct: 3   VIIRLARLEDAKDLLAIYRYYVEKTAITFEYEVPSLEEFQERMCSIMAFYPYLVAEEAGQ 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI- 126 
           + G AYA  +  R AY W+ E+TVY+    +  G+G  +Y  L + +   G  ++ A I  
Sbjct: 63  ILGYAYASSFHPRAAYAWSAEATVYLDKAARGKGVGRQIYRALEEYLIKMGILNLNACIA 122 
 
Query: 127 ------GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
                     + S + H ALGY   G    +GYK   W+D+  W     L      V+PV 
Sbjct: 123 STETEDAYLTNGSEKFHRALGYQLVGKFHQSGYKFNHWYDM-IWMEKM-LGEHDNHVKPV 180 
 
Query: 181 TQI 183 
             I 
Sbjct: 181 KSI 183 
 
 
>ref|YP_408038.1| resistance protein [Shigella boydii Sb227] 
 gb|ABB66210.1| putative resistance protein [Shigella boydii Sb227] 
          Length = 172 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDSGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHHSLGFVVTAQMPQVGTKSGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|ZP_04562062.1| conserved hypothetical protein [Citrobacter sp. 30_2] 
 gb|EEH93038.1| conserved hypothetical protein [Citrobacter sp. 30_2] 
          Length = 172 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
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 Identities = 57/172 (33%), Positives = 80/172 (46%), Gaps = 1/172 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           + IR A+  D AA+ +I NH +  +   +  +    +  I   E  Q   YP LV+E  G 
Sbjct: 1   MSIRFASKEDCAAIAEIYNHAVLHTAAIWNDQTIDAENRISWYEARQLMGYPVLVSEENG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W+  + +  TVE +VYV   HQ  GLG  L + L+    A G   +VA I 
Sbjct: 61  VVTGYASFGDWRNFDGFRHTVEHSVYVHPEHQGKGLGRALLSRLIDEARACGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
              N  S+ LH  LG+     +   G K G W D+ F Q   +    P  +R 
Sbjct: 121 ESQNQASLHLHSLLGFKTTAQMPQVGTKFGRWLDLTFMQLQLDDRREPDALR 172 
 
 
>ref|ZP_05639427.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tabaci ATCC 11528] 
          Length = 130 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 48/115 (41%), Positives = 66/115 (57%), Gaps = 1/115 (0%) 
 
Query: 53  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
           L +  P+LVAE+ G V G  YA P++ R AY +TVE +VY+       G+G  L   L++ 
Sbjct: 2   LVNGLPYLVAELAGEVVGYGYATPYRPRPAYRFTVEDSVYIRDGMGGRGIGLALLGELVQ 61 
 
Query: 113 SMEAQGFKSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             E  G++ +VAVIG   N  S+RLHE LG+   G   + G+KHG W D    QR 
Sbjct: 62  RCEQGGWRQMVAVIGNSENIASLRLHERLGFRRVGVFESVGFKHGRWVDTVLMQR 116 
 
 
>ref|ZP_05056656.1| acetyltransferase, GNAT family [Verrucomicrobiae bacterium DG1235] 
 gb|EDY81796.1| acetyltransferase, GNAT family [Verrucomicrobiae bacterium DG1235] 
          Length = 165 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 51/150 (34%), Positives = 78/150 (52%), Gaps = 6/150 (4%) 
 
Query: 20  AVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVE-GVVAGIAYAG 75 
           ++  I NH I TST  +  +P+T    Q+W    E+    +P +  E E G + G A  G 
Sbjct: 14  SILQIFNHAIATSTSLYDYQPRTEKSMQDWFATKEK--GNFPVIGIEAENGELMGFASYG 71 
 
Query: 76  PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 135 
            ++   AY +TVE ++YV   ++  GLG  L + +++    Q    ++ VI   N  SV  
Sbjct: 72  IFRPHAAYQYTVEHSLYVHSNYRGNGLGKKLLSEIIERARRQNLHLMIGVIDSTNTTSVH 131 
 
Query: 136 LHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           LH++LG+T  GTL   GYK   W D  F+Q 
Sbjct: 132 LHKSLGFTYAGTLNQVGYKFERWLDADFYQ 161 
 
 
>sp|P31668.1|PAT_ALCFA RecName: Full=Phosphinothricin N-acetyltransferase; Short=PPT 
           N-acetyltransferase; AltName: 
           Full=Phosphinothricin-resistance protein 
          Length = 197 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 52/164 (31%), Positives = 83/164 (50%), Gaps = 2/164 (1%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE 63 
           R    +R     D+ A+  I  H++ T T +F   P    E      ++ D   P+LVAE 
Sbjct: 23  RCACTVRVVRDDDLPAITAIYAHHVRTGTASFEEVPPDDTEMRARCAKVLDAGLPYLVAE 82 
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Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G + G AYA  ++ R+AY +T+E +VY++      G+G TL   L+   E   ++ ++ 
Sbjct: 83  RDGKLLGYAYATHYRPRSAYRFTLEDSVYIAPDAIGQGVGRTLLLTLIARCEGGPWRQLI 142 
 
Query: 124 AVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           A +G   N  S+ LH A G+   G L++ G+K G W D    QR 
Sbjct: 143 ANVGDSGNTASLGLHAACGFVQAGVLKSVGFKFGRWIDTVLMQR 186 
 
 
>ref|NP_415965.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli str. K-12 substr. MG1655] 
 ref|AP_002071.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli str. K-12 substr. W3110] 
 ref|YP_001730442.1| acyltransferase [Escherichia coli str. K-12 substr. DH10B] 
 ref|YP_002926471.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli BW2952] 
 ref|ZP_05436740.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia sp. 4_1_40B] 
 ref|ZP_07497456.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli H736] 
 ref|ZP_07785790.1| acetyltransferase family protein [Escherichia coli 1827-70] 
 sp|P76112.1|YNCA_ECOLI RecName: Full=Uncharacterized N-acetyltransferase YncA 
 gb|AAC74530.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli str. K-12 substr. MG1655] 
 dbj|BAA15080.2| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli str. K12 substr. W3110] 
 gb|ACB02664.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli str. K-12 substr. DH10B] 
 gb|ACR64123.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli BW2952] 
 gb|ACX39848.1| GCN5-related N-acetyltransferase [Escherichia coli DH1] 
 gb|EFQ01412.1| acetyltransferase family protein [Escherichia coli 1827-70] 
 dbj|BAJ43247.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli DH1] 
 gb|EGB38378.1| acetyltransferase [Escherichia coli E482] 
          Length = 172 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E  G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSEENG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|YP_003648553.1| GCN5-related N-acetyltransferase [Tsukamurella paurometabola DSM 
           20162] 
 gb|ADG80214.1| GCN5-related N-acetyltransferase [Tsukamurella paurometabola DSM 
           20162] 
          Length = 165 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 55/162 (33%), Positives = 81/162 (50%), Gaps = 5/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
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           +EIR A  +D+ A+  I N  ++ ST  +  E     E   W+   ER    +P LVA V 
Sbjct: 4   MEIRDAQPSDLPAILVIHNDAVDNSTAIWSEEKADLAERTAWL--AERRAGGFPVLVAIV 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G + G A  GP++++  Y +TVE++VYV+    R G+   L   L++  +      VVA 
Sbjct: 62  DGELGGYASYGPFRSKTGYRYTVENSVYVADGFYRRGIAEALMNALIERAQQSDVHVVVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            I   N  SV LH  LG+   G +   G K G W D+   QR 
Sbjct: 122 AIEESNHASVALHRKLGFRVTGQMPQVGIKFGRWLDLVLMQR 163 
 
 
>ref|YP_003801878.1| GCN5-related N-acetyltransferase [Spirochaeta smaragdinae DSM 
           11293] 
 gb|ADK79284.1| GCN5-related N-acetyltransferase [Spirochaeta smaragdinae DSM 
           11293] 
          Length = 173 
 
 Score = 84.7 bits (208), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 49/166 (29%), Positives = 85/166 (51%), Gaps = 8/166 (4%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWL-VAEVEGVVAGIAYA 74 
           +++ DI N  I  ST  +  +P+T +    W DD E+    +P + + + +  + G     
Sbjct: 12  SSILDIYNEAIIHSTALYDYKPRTIESMGTWFDDKEK--KGFPIIGLVDDKNRLIGFGTY 69 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           G ++AR AY +TVE ++Y+   ++  G G  L   ++     Q +  ++A I   N  S+ 
Sbjct: 70  GNFRARPAYHYTVEHSIYIQKEYRGCGYGELLLREIIAKAAEQDYHCLIAGIDSENAASI 129 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
            LH+ LG++  G L+  GYK G W ++ F+Q    LP P  P R + 
Sbjct: 130 HLHKKLGFSLCGELKQVGYKFGRWLNLVFYQ--LILPTPQEPQREI 173 
 
 
>ref|YP_003036408.1| GCN5-related N-acetyltransferase [Escherichia coli 
           BL21-Gold(DE3)pLysS AG] 
 ref|YP_003044614.1| putative acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli B str. REL606] 
 emb|CAQ31933.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli BL21(DE3)] 
 gb|ACT29223.1| GCN5-related N-acetyltransferase [Escherichia coli 
           'BL21-Gold(DE3)pLysS AG'] 
 gb|ACT39078.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli B str. REL606] 
 gb|ACT43288.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli BL21(DE3)] 
          Length = 172 
 
 Score = 84.3 bits (207), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVYPDHQGKGLGRKLLSRLIDEARDSGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHHSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
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>ref|YP_001991332.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris 
TIE-1] 
 gb|ACF00857.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris TIE-1] 
          Length = 180 
 
 Score = 84.3 bits (207), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 58/176 (32%), Positives = 83/176 (47%), Gaps = 7/176 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQD----RYPWLV 61 
           P+ IR +   D+ A+ DI  +YI         +  TPQ   DDL ER ++    R+P LV 
Sbjct: 6   PILIRSSHDGDVEAMLDIYRYYIRRGLDEGIDDHGTPQP--DDLKERRKNLRNRRFPHLV 63 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           A     V G AY   ++ R AY +TV+ ++YV   H   G+G  L   L+ +  A GF+  
Sbjct: 64  AIRGETVVGYAYVVLFRKRPAYRYTVKHSIYVHPDHLGSGIGRLLMRELIDACAAAGFRQ 123 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           ++  I   N  S+ LH   G+   G L    Y++G W D    QR     A   PV 
Sbjct: 124 MIGYIDADNAASLGLHHGFGFATVGRLPGVAYRYGRWADTVMVQRSLGAGATTPPV 179 
 
 
>ref|ZP_06934756.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli OP50] 
          Length = 172 
 
 Score = 84.3 bits (207), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVYPDHQGKGLGRKLLSRLIDEARDSGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHHSLGFVVTAQIPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|ZP_04661553.1| Acetyltransferase (GNAT) family protein [Acinetobacter baumannii 
           AB900] 
          Length = 181 
 
 Score = 84.3 bits (207), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 50/180 (27%), Positives = 88/180 (48%), Gaps = 12/180 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-----RLQD 55 
           +    R ++   A  A   A+ +I+N  I  ST  +   P++    +D ++     + ++ 
Sbjct: 5   LDSNFRLIDCNEAEHA--VAILEILNDAIVNSTALYDYVPRS----LDSMKTWFSVKREN 58 
 
Query: 56  RYPWL-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            +P + V +  G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++   
Sbjct: 59  GFPVIGVVDESGKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRA 118 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +   F  ++  I   N  S+ LHE +G+T  GT +  G+K G W D  F+Q   + P  P 
Sbjct: 119 QQAQFHVLIGCIDATNQASIGLHEKMGFTHAGTFKQVGFKFGQWLDAAFYQLVLDTPFEP 178 
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>ref|YP_002544927.1| phosphinothricin acetyltransferase (antibiotic resistance) 
protein 
           [Agrobacterium radiobacter K84] 
 gb|ACM26997.1| phosphinothricin acetyltransferase (antibiotic resistance) protein 
           [Agrobacterium radiobacter K84] 
          Length = 183 
 
 Score = 84.3 bits (207), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 58/161 (36%), Positives = 82/161 (50%), Gaps = 8/161 (4%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPW 59 
           P+  P+ IR A A D+  +  I N  +  +       + +    +EW+ D  RL+  YP  
Sbjct: 4   PKEEPMRIRDAEATDIDGITAIYNDAVANTAAIWNEKQVDADNRREWLRD--RLKLGYPV 61 
 
Query: 60  LVA--EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           LVA  + E VV G A  G W+A + Y  TVE +VYV +  +R G+G  L   L+   +A  
Sbjct: 62  LVAIDDREDVV-GYASFGDWRAFDGYRHTVEHSVYVRNDQRRNGVGKGLMIELIGRAKAI 120 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           G  ++VA I   N  S+RLHE LG+   G L   G K G W 
Sbjct: 121 GKHAMVAGIEAGNTGSIRLHEKLGFKQVGLLPEVGTKFGRW 161 
 
 
>ref|YP_001335576.1| acetyltransferase [Klebsiella pneumoniae subsp. pneumoniae MGH 
           78578] 
 ref|ZP_06017603.1| GNAT family toxin-antitoxin system [Klebsiella pneumoniae subsp. 
           rhinoscleromatis ATCC 13884] 
 gb|ABR77346.1| hypothetical acetyltransferase [Klebsiella pneumoniae subsp. 
           pneumoniae MGH 78578] 
 gb|EEW39306.1| GNAT family toxin-antitoxin system [Klebsiella pneumoniae subsp. 
           rhinoscleromatis ATCC 13884] 
          Length = 172 
 
 Score = 84.3 bits (207), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 82/170 (48%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IRPA   D AA+ +I NH  + T+ + N +T +      W +   R    +P LV+E  
Sbjct: 1   MSIRPAIKDDCAAIAEIYNHAVVHTAAIWNDKTVDTDNRIAWFE--ARQLAGFPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +GV+ G +  G W+A + +  TVE +VYV   HQ  GLG  L   L+          +VA 
Sbjct: 59  DGVITGYSSFGDWRAFDGFRHTVEHSVYVHPEHQGKGLGRKLLVALIAEARRLNKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+ LHE LG+   G +   G K G W D+ F Q   +    P 
Sbjct: 119 GIESQNHASLHLHETLGFITTGQMPQVGTKFGRWLDLTFMQLQLDARQDP 168 
 
 
>ref|YP_001453059.1| hypothetical protein CKO_01490 [Citrobacter koseri ATCC BAA-895] 
 gb|ABV12623.1| hypothetical protein CKO_01490 [Citrobacter koseri ATCC BAA-895] 
          Length = 172 
 
 Score = 84.3 bits (207), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 59/170 (34%), Positives = 82/170 (48%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A   D A + +I NH  + T+ + N +T +      W D   R    YP LV+E  
Sbjct: 1   MSIRFAGKEDCATIAEIYNHAVLHTAAIWNDQTVDVDNRIAWFD--ARQLSGYPVLVSEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GVV G A  G W+  + +  TVE +VYV   HQ  GLG  L + L++   A G   +VA 
Sbjct: 59  NGVVTGYASFGDWRNFDGFRHTVEHSVYVHPDHQGKGLGRALLSRLIEEARACGKHVMVA 118 
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Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+ LHE LG++    +   G K G W D+ F Q   +    P 
Sbjct: 119 GIESQNQASLHLHETLGFSITAQMPQVGTKFGRWLDLTFMQLQLDDRCDP 168 
 
 
>ref|YP_004109757.1| GCN5-like N-acetyltransferase [Rhodopseudomonas palustris DX-1] 
 gb|ADU45024.1| GCN5-related N-acetyltransferase [Rhodopseudomonas palustris DX-1] 
          Length = 180 
 
 Score = 84.0 bits (206), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 55/167 (32%), Positives = 81/167 (48%), Gaps = 7/167 (4%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQD----RYPWLV 61 
           P+ IR +   D+ A+ DI  +YI         +   PQ   DDL ER ++    R+P LV 
Sbjct: 6   PILIRSSHDGDVEAMLDIYRYYIRRGLDEGIDDNGMPQP--DDLKERRKNLRNRRFPHLV 63 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           A     VAG AY   ++ R AY +TV+ ++YV   H   G+G  L   L+ +  A GF+  
Sbjct: 64  ALRGEAVAGYAYVVLFRKRPAYRYTVKHSIYVHPDHLGCGIGRLLMHELIDACAAAGFRQ 123 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           ++  I   N  S+ LH + G+   G L    Y++G W D    QR   
Sbjct: 124 MIGYIDADNTASLALHHSFGFATVGRLPGVAYRYGRWADTVMVQRSL 170 
 
 
>ref|YP_310616.1| putative resistance protein [Shigella sonnei Ss046] 
 ref|YP_001725176.1| GCN5-related N-acetyltransferase [Escherichia coli ATCC 8739] 
 ref|ZP_03026820.1| acetyltransferase, GNAT family [Escherichia coli B7A] 
 ref|ZP_07521998.1| GCN5-related N-acetyltransferase [Escherichia coli TA271] 
 ref|ZP_07589419.1| GCN5-related N-acetyltransferase [Escherichia coli W] 
 ref|ZP_07613275.1| GCN5-related N-acetyltransferase [Escherichia coli H591] 
 gb|AAZ88381.1| putative resistance protein [Shigella sonnei Ss046] 
 gb|ACA77849.1| GCN5-related N-acetyltransferase [Escherichia coli ATCC 8739] 
 gb|EDV64453.1| acetyltransferase, GNAT family [Escherichia coli B7A] 
 gb|EFN39981.1| GCN5-related N-acetyltransferase [Escherichia coli W] 
 gb|ADT75053.1| predicted acyltransferase with acyl-CoA N-acyltransferase domain 
           [Escherichia coli W] 
 gb|EFZ55306.1| acetyltransferase family protein [Shigella sonnei 53G] 
 gb|ADX50976.1| Phosphinothricin acetyltransferase [Escherichia coli KO11] 
          Length = 172 
 
 Score = 84.0 bits (206), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 56/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHHSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>gb|AAT96250.1| phosphinothricin N-acetyltransferase [Pseudomonas viridiflava] 
          Length = 199 
 
 Score = 84.0 bits (206), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 53/158 (33%), Positives = 79/158 (50%), Gaps = 2/158 (1%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R A   DM  +  I   ++     +F  EP + +E +      L++  P+ VAE  G V 
Sbjct: 26  LRDAREDDMPVIQAIYADHVLHGISSFELEPPSVEELMRRRALVLENGLPYRVAEHAGEV 85 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YA P++ R AY +T E +VYV      +G+G  L   L+   E  G++ +VAVIG  
Sbjct: 86  VGYGYATPYRPRPAYRFTAEDSVYVRDGMGGMGIGRALLGDLIWHCEQGGWRQMVAVIGN 145 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+ LHE+ G+   G   + G+KHG W D    Q 
Sbjct: 146 SENAASIGLHESFGFRRVGVFESVGFKHGRWVDTVLMQ 183 
 
 
>gb|AAT96331.1| phosphinothricin N-acetyltransferase [Pseudomonas viridiflava] 
          Length = 199 
 
 Score = 84.0 bits (206), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 55/163 (33%), Positives = 81/163 (49%), Gaps = 10/163 (6%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-----LQDRYPWLVAE 63 
            +R A   DM  +  I   ++     +F  EP +    + +L R     L+   P+ VAE 
Sbjct: 25  NLRDAREDDMPVIQAIYADHVLHGISSFELEPPS----VGELARRRALVLESGLPYRVAE 80 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G V G  YA P++ R AY +TVE +VYV +    +G+G  L   L+   E  G++ +V 
Sbjct: 81  HAGEVVGYGYATPYRPRPAYRFTVEDSVYVRNGMGGMGIGRALLGDLIWHCEQGGWRQMV 140 
 
Query: 124 AVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           AVIG   N  S+ LHE+ G+   G   + G+KHG W D    Q 
Sbjct: 141 AVIGNSENAASIGLHESFGFRRVGVFESVGFKHGRWVDTVLMQ 183 
 
 
>gb|AAT96291.1| phosphinothricin N-acetyltransferase [Pseudomonas viridiflava] 
          Length = 199 
 
 Score = 84.0 bits (206), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 56/170 (32%), Positives = 82/170 (48%), Gaps = 2/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R A   DM  +  I   ++     +F  EP + +E +      L++  P+ VAE  G V 
Sbjct: 26  LRDAREDDMPVIQAIYADHVLHGISSFELEPPSVEELMRRRALVLENGLPYRVAEHAGEV 85 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YA P++ R AY +T E +VYV      +G+G  L   L+   E  G++ +VAVIG  
Sbjct: 86  VGYGYATPYRPRPAYRFTAEDSVYVRDGMGGMGIGRALLGDLIWHCEQGGWRQMVAVIGN 145 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
             N  S+ LHE+ G+   G   + G+KHG W D    Q      A   PV 
Sbjct: 146 SENAASIGLHESFGFRRVGVFESVGFKHGRWVDTVLMQCALGDGASTLPV 195 
 
 
>ref|NP_947397.1| putative phophinothricin N-acetyltransferase [Rhodopseudomonas 
           palustris CGA009] 
 emb|CAE27493.1| putative phophinothricin N-acetyltransferase [Rhodopseudomonas 
           palustris CGA009] 
          Length = 203 
 
 Score = 84.0 bits (206), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 58/176 (32%), Positives = 84/176 (47%), Gaps = 7/176 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQD----RYPWLV 61 
           P+ IR +   D+ A+ DI  +YI         +  TPQ   DDL ER ++    R+P LV 
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Sbjct: 29  PILIRSSHDGDVEAMLDIYRYYIRRGLDEGIDDHGTPQP--DDLKERRKNLRNRRFPHLV 86 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           A     V G AY   ++ R AY +TV+ ++YV   H   G+G  L   L+ +  A GF+  
Sbjct: 87  AIRGETVIGYAYVVLFRKRPAYRYTVKHSIYVHPDHLGSGIGRLLMHELIDACAAAGFRQ 146 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           ++  I   N  S+ LH + G+   G L    Y++G W D    QR     A   PV 
Sbjct: 147 MIGYIDADNAASLGLHHSFGFATVGRLPGVAYRYGRWADTVMVQRSLGAGATTPPV 202 
 
 
>ref|ZP_07153818.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 21-1] 
 gb|EFK19464.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 21-1] 
          Length = 214 
 
 Score = 84.0 bits (206), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 56/174 (32%), Positives = 81/174 (46%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 40  RPNMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSE 99 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +GVV G    G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 100 QDGVVTGYVSFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 159 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 160 AGIESQNQASLHLHQSLGFVITAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 213 
 
 
>ref|YP_001630169.1| acetyltransferase [Bordetella petrii DSM 12804] 
 emb|CAP41900.1| acetyltransferase [Bordetella petrii] 
          Length = 186 
 
 Score = 84.0 bits (206), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 58/171 (33%), Positives = 83/171 (48%), Gaps = 8/171 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAE- 63 
           VE   A  AD  A+  I N  I TST  +   P+TP   + W +   +    +P +  E  
Sbjct: 17  VECTHARHAD--AILAIFNDAILTSTALYEYRPRTPATMRAWFE--AKQAGGFPVIGFEN 72 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G + G A  G ++A  A  +TVE +VY+  R +  GL   L   L+     +    +V 
Sbjct: 73  AGGELMGFASYGAFRAYPANKYTVEHSVYIDARFRGRGLAEALMRTLIARARERQLHVLV 132 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             I   N  S+RLHE LG+   GT+R AG+K G W D+ F+Q   + PA P 
Sbjct: 133 GGIDAANTASIRLHEKLGFEHAGTIRHAGFKFGRWLDLAFYQLTLDTPAEP 183 
 
 
>ref|YP_003365162.1| putative acetyltransferase [Citrobacter rodentium ICC168] 
 emb|CBG88346.1| putative acetyltransferase [Citrobacter rodentium ICC168] 
          Length = 172 
 
 Score = 84.0 bits (206), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 60/174 (34%), Positives = 84/174 (48%), Gaps = 5/174 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A   D AA+ +I NH  + T+ + N +T + +    W +  + L   YP LV+E  
Sbjct: 1   MSIRFACKEDCAAIAEIYNHAVLHTAAIWNDQTVDAENRIAWYEARQLLG--YPVLVSEE 58 
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Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+  + +  TVE +VYV   HQ  GLG  L + L+    A G   +VA 
Sbjct: 59  NGTVTGYASFGDWRNFDGFRHTVEHSVYVHPDHQGKGLGRQLLSRLIDEARACGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
            I   N  S+ LHE LG+T    +   G K G W D+ F Q   +    P   R 
Sbjct: 119 GIESQNHASLHLHETLGFTLTAQMPQVGTKFGRWLDLTFMQLQLDDRLEPDARR 172 
 
 
>ref|YP_004214190.1| GCN5-related N-acetyltransferase [Rahnella sp. Y9602] 
 gb|ADW75063.1| GCN5-related N-acetyltransferase [Rahnella sp. Y9602] 
          Length = 173 
 
 Score = 84.0 bits (206), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 47/159 (29%), Positives = 82/159 (51%), Gaps = 6/159 (3%) 
 
Query: 20  AVCDIVNHYIETSTVNFRTEPQ---TPQEWIDDLERLQDRYPWL-VAEVEGVVAGIAYAG 75 
           A+ DI N  I TST  +  +P+   +   W     +L   +P + + + +G + G A  G 
Sbjct: 14  AILDIFNDAILTSTALYDYKPRHIDSMTSWFA--TKLTHNFPVIGLEDAQGTLLGFASYG 71 
 
Query: 76  PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 135 
            ++A  AY ++VE ++Y+   H+  GLG  L + L+++   +G  +++  I   N  S+  
Sbjct: 72  TFRAWPAYKYSVEHSIYIHKDHRGKGLGKILLSALVEAARERGVHTLIGAIDAANSGSIA 131 
 
Query: 136 LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LHE  G+   GT++ A +K   W D+ F+Q   E P  P 
Sbjct: 132 LHEKNGFIHTGTIKQAAFKFDRWLDLAFYQMILETPLKP 170 
 
 
>ref|ZP_02244935.1| phosphinothricin acetyltransferase [Xanthomonas oryzae pv. 
           oryzicola BLS256] 
          Length = 173 
 
 Score = 84.0 bits (206), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 53/158 (33%), Positives = 83/158 (52%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL-VAEVEGVVAGIAYAGP 76 
           +A+ DI N  I  S   +   P+ P+  +      Q   +P + V + +G + G A  G  
Sbjct: 13  SAILDIFNEAIANSNALYDYRPRPPESMVGWFATKQAGGFPVIGVEDADGTLMGFASYGT 72 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE ++YV   H+  GLG  L   L+ + +A+G   +V  I   N  S+ L 
Sbjct: 73  FRAWPAFKYSVEHSIYVHCDHRGKGLGRLLLQALIAAAQARGVHVLVGGIDASNQASIAL 132 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE  G+T  GT+R AG+K G W D+ F+QR    PA P 
Sbjct: 133 HEQFGFTHAGTVREAGFKFGRWLDLAFYQRILATPADP 170 
 
 
>ref|YP_002983106.1| GCN5-like N-acetyltransferase [Ralstonia pickettii 12D] 
 gb|ACS64434.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12D] 
          Length = 171 
 
 Score = 84.0 bits (206), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 59/169 (34%), Positives = 82/169 (48%), Gaps = 5/169 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           +R AT AD+ A+  I N  I  S   +   P T ++   W+    R    YP LVA+ +  
Sbjct: 3   LRDATQADLPAILAIYNDVIANSNAIYTETPVTLEDRTAWL--ALRATQGYPVLVADDDR 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG+A  G ++    +  TVE +V++    +  GLGS L   L +   A G   +V  I 
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Sbjct: 61  QVAGVASFGDFRPHPGFRTTVEHSVHIHRDWRGQGLGSRLVEALCERAAALGKHLMVGAI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
              N  S+RLHE LG+   G +  A  KHG W D+ F QR  E P   R 
Sbjct: 121 DGGNAGSIRLHEKLGFKEVGRMPEAAIKHGQWLDLVFMQRWLEAPGTVR 169 
 
 
>ref|ZP_04600234.1| hypothetical protein VEIDISOL_01683 [Veillonella dispar ATCC 
17748] 
 gb|EEP64622.1| hypothetical protein VEIDISOL_01683 [Veillonella dispar ATCC 17748] 
          Length = 166 
 
 Score = 83.6 bits (205), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 50/153 (32%), Positives = 76/153 (49%), Gaps = 2/153 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IRP T  D+AA  DI N+ +         E +T  EW +  E  Q   +   V  ++ VV 
Sbjct: 6   IRPITKDDIAACLDIYNYEVVNGVATLDLEARTLLEWQEWYEAHQTSEHCIFVGLIDDVV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVAVIG 127 
            G A   P++ ++A+  TVE ++Y+   ++  G+ S L  H+L  + E     +VV+VI  
Sbjct: 66  VGYASLSPYRTKDAFKSTVELSIYIHQEYRGRGVASKLMAHILDHAKETDTLHTVVSVIT 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N  S  LHE  G+T  G     G+KHG + D 
Sbjct: 126 AGNAASTALHERFGFTYCGLTPQVGFKHGKYQD 158 
 
 
>gb|ADY81488.1| putative antibiotic resistance (acetyltransferase) protein 
           [Acinetobacter calcoaceticus PHEA-2] 
          Length = 181 
 
 Score = 83.6 bits (205), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 48/176 (27%), Positives = 85/176 (48%), Gaps = 4/176 (2%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPW 59 
           ++   R ++   AT A   A+ DI+N  I  ST  +   P++ +   +    + ++ +P  
Sbjct: 5   LNSNLRLIDCHEATHAK--AILDILNEAIINSTALYDYLPRSEESMKNWFAVKRENGFPV 62 
 
Query: 60  L-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           + + +    + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L+K  +    
Sbjct: 63  IGIIDETNKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGGGLSKILMQELIKRAQEAD 122 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
              ++  I   N  S+ LHE +G+   GT +  G+K G W D  F+Q +   P  P 
Sbjct: 123 LHVLIGCIDATNQASIGLHEKMGFIHAGTFKQVGFKFGQWLDAAFYQLNLNTPHTP 178 
 
 
>ref|YP_001622888.1| hypothetical protein BSUIS_B1127 [Brucella suis ATCC 23445] 
 gb|ABY40066.1| Hypothetical protein, conserved [Brucella suis ATCC 23445] 
          Length = 164 
 
 Score = 83.6 bits (205), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 52/160 (32%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L+K    +    ++A I 
Sbjct: 63  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIKEARERKVHVLIAGI 122 
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Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 162 
 
 
>ref|YP_001270028.1| GCN5-related N-acetyltransferase [Pseudomonas putida F1] 
 gb|ABQ80844.1| GCN5-related N-acetyltransferase [Pseudomonas putida F1] 
          Length = 171 
 
 Score = 83.6 bits (205), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 59/169 (34%), Positives = 76/169 (44%), Gaps = 5/169 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           EIR A   D+  + DI N  +  +T  +   P      Q W +   R Q  YP LVA  E 
Sbjct: 4   EIRDARPTDVPGILDIYNDAVLNTTAIWNETPVDLGNRQAWFE--ARAQQGYPILVATDE 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+    +  TVE +VYV    +  GLG  L   L++  +  G   +VA  
Sbjct: 62  TGVLGYASFGDWRPFEGFRLTVEHSVYVRGDQRGKGLGPVLMAALIERAKGCGKHVMVAA 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  SVRLHE LG+   G +   G K G W D+ F Q      A P 
Sbjct: 122 IESGNAASVRLHERLGFVVTGQMPQVGVKFGRWLDLTFMQLVLNPGAEP 170 
 
 
>emb|CBJ01023.1| putative acetyltransferase [Escherichia coli ETEC H10407] 
 gb|EGB33769.1| acetyltransferase [Escherichia coli E1520] 
          Length = 172 
 
 Score = 83.6 bits (205), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 55/171 (32%), Positives = 81/171 (47%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTLAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + ++      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRVIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVITAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|YP_001893348.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12J] 
 ref|YP_002983691.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12D] 
 gb|ACD29921.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12J] 
 gb|ACS65019.1| GCN5-related N-acetyltransferase [Ralstonia pickettii 12D] 
          Length = 182 
 
 Score = 83.6 bits (205), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 54/160 (33%), Positives = 79/160 (49%), Gaps = 6/160 (3%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVEGVVAGIAYA 74 
           +A+ DI+N  I  ST  +   P+ PQ    W     +    +P + A +  G + G A   
Sbjct: 22  SAILDILNEAIVNSTALYDYVPRPPQAMQVWF--AAKRAGGFPVVGAVDASGRLLGFASW 79 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           G ++A  AY +TVE +VYV H  +  GLG  L   L++  +A     +V  I   N  SV 
Sbjct: 80  GTFRAFPAYKYTVEHSVYVHHSSRGRGLGERLLQELIRRAQAAQVHVLVGCIDAANAGSV 139 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
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            LH  LG+   GT++ AG+K G W D  F+Q +   P  P 
Sbjct: 140 ALHTRLGFVHAGTIKEAGFKFGRWLDAAFYQLNLATPEHP 179 
 
 
>ref|ZP_03043698.1| acetyltransferase, GNAT family [Escherichia coli E22] 
 ref|ZP_07096562.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 107-1] 
 gb|EDV84326.1| acetyltransferase, GNAT family [Escherichia coli E22] 
 gb|EFK52092.1| toxin-antitoxin system, toxin component, GNAT family [Escherichia 
           coli MS 107-1] 
          Length = 194 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 56/174 (32%), Positives = 81/174 (46%), Gaps = 1/174 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 20  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSE 79 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            + VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +V 
Sbjct: 80  EDSVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMV 139 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           A I   N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 140 AGIESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 193 
 
 
>ref|ZP_07466039.1| phosphinothricin N-acetyltransferase [Streptococcus bovis ATCC 
           700338] 
 gb|EFM27940.1| phosphinothricin N-acetyltransferase [Streptococcus bovis ATCC 
           700338] 
          Length = 212 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 55/183 (30%), Positives = 84/183 (45%), Gaps = 9/183 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR A   D   +  I  +Y+E + + F  E  + +E+   +  +   YP+LVAE  G  
Sbjct: 25  VIIRLARLEDAKDLLAIYRYYVEKTAITFEYEVPSLEEFQKRMCSIMAFYPYLVAEEAGQ 84 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI- 126 
           + G AYA  +  R AY W+ E+TVY+    +  G+G  +Y  L + +   G  ++ A I  
Sbjct: 85  ILGYAYASSFHPRAAYAWSAEATVYLDKAVRGKGVGRQIYRALEEYLIKMGILNLNACIA 144 
 
Query: 127 ------GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
                     + S + H ALGY   G    +GYK   W+D+  W     L      V+PV 
Sbjct: 145 STETEDAYLTNGSEKFHRALGYQLVGKFHQSGYKFNHWYDM-IWMEKM-LGEHDNHVKPV 202 
 
Query: 181 TQI 183 
             I 
Sbjct: 203 KSI 205 
 
 
>ref|ZP_00049330.1| COG1247: Sortase and related acyltransferases [Magnetospirillum 
           magnetotacticum MS-1] 
          Length = 206 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 62/174 (35%), Positives = 87/174 (50%), Gaps = 13/174 (7%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V +RPAT  D+  V +I   ++  + V F  E      W   L+ +  R  P+LVAEV+  
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Sbjct: 33  VTVRPATVHDLPRVAEIAAPFVRDTCVTFEEEVWDVPAWHRKLDDVTARGLPFLVAEVDA 92 
 
Query: 67  ----------VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
                     VVAG AYA  W+ + AY  T E T+Y+   H   G+G+ L   LLK++ A 
Sbjct: 93  PGGPSSPTGAVVAGYAYASAWRPKPAYRHTAEDTIYLDPAHAGRGVGTALLAALLKAVAA 152 
 
Query: 117 QGFKSVVAVIG-LPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            G + VV+V+  +P    S+ LH   G+   G L A G+KHG W D    QR   
Sbjct: 153 AGVRQVVSVVADVPEAAGSLPLHRRFGFVEAGRLTAVGFKHGRWVDTILLQRTL 206 
 
 
>ref|ZP_03629351.1| GCN5-related N-acetyltransferase [bacterium Ellin514] 
 gb|EEF60255.1| GCN5-related N-acetyltransferase [bacterium Ellin514] 
          Length = 172 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 48/161 (29%), Positives = 81/161 (50%), Gaps = 8/161 (4%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWL-VAEVEGVVAGIAYAGP 76 
           + +I N  I  ST  +  +P+T +    W D   + +  +P + +    G + G    G  
Sbjct: 14  ILNIFNDAILNSTALYDYKPRTLENMATWFD--LKTKGNFPVIGLVTDAGELMGFGTYGT 71 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++    Y +TVE ++YV  + +  GLG  L   ++ + +AQ +  ++ V+   N  S+ L 
Sbjct: 72  FRGFAGYKYTVEHSIYVDAKFRGQGLGKRLLQEIISAAQAQDYHVLIGVVDSANSASIAL 131 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           H+  G+T  GT+R AG+K   W DV F+Q    LP P  PV 
Sbjct: 132 HKKFGFTHAGTIRQAGFKFNRWLDVDFYQ--LVLPTPGIPV 170 
 
 
>ref|ZP_02691607.1| Phosphinothricin N-acetyltransferase [Epulopiscium sp. 'N.t. 
           morphotype B'] 
          Length = 182 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 47/167 (28%), Positives = 84/167 (50%), Gaps = 3/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D+  +  I ++Y+  +  +   E  + +E+ + +  +   + ++V E+EG +  
Sbjct: 2   IRFVKDTDIERIYKIYSYYVTYTGASLEIELPSLEEFKNRVNTIAKTHSYIVYELEGDII 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA  +  R  Y ++V +++Y+       G+G  LY  LL  ++ QGF +  A+I    
Sbjct: 62  GFAYATKFMDREGYKYSVTTSIYLDPSFVEQGIGEYLYKALLALLKVQGFYTAYAIITSS 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ---RDFELPAP 173 
           N  S++ HE LG+T   T+   GYK   W D  ++    +D E PA  
Sbjct: 122 NKKSMKFHEKLGFTLVATMEKIGYKFDEWLDTAYYVYPIKDIEEPAK 168 
 
 
>ref|YP_001239152.1| putative phosphinothricin N-acetyltransferase [Bradyrhizobium sp. 
           BTAi1] 
 gb|ABQ35246.1| putative phosphinothricin N-acetyltransferase [Bradyrhizobium sp. 
           BTAi1] 
          Length = 190 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 50/167 (29%), Positives = 79/167 (47%), Gaps = 7/167 (4%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-----RYPWLV 61 
           PV +RP+   D+ A+  I   +I     +      +P+   DDL++ +      R P LV 
Sbjct: 13  PVLVRPSRDEDVEAMLAIYRRHIRRGVEDSAANSGSPEP--DDLKQRRKNLRNHRLPHLV 70 
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Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           A   G V G AY   ++ R AY + V+ ++YV H H   G+G  L   L+ +  A G++  
Sbjct: 71  ATFRGEVVGYAYVVQFRKRPAYRFAVKHSIYVHHEHLGRGVGRLLMQALIDASAAAGYRQ 130 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           ++  I   N  S+ +HE  G+   G L    Y++G W D    QR   
Sbjct: 131 MIGYIDADNTASLGIHERFGFVRVGLLPGVAYRYGRWSDTVMVQRSL 177 
 
 
>ref|ZP_05827462.1| sortase [Acinetobacter baumannii ATCC 19606] 
 gb|EEX05080.1| sortase [Acinetobacter baumannii ATCC 19606] 
          Length = 181 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 50/180 (27%), Positives = 87/180 (48%), Gaps = 12/180 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-----RLQD 55 
           +    R ++   A  A  AA+ +I+N  I  ST  +   P++    +D ++     + ++ 
Sbjct: 5   LDSNFRLIDCNEAEHA--AAILEILNDAIVNSTALYDYVPRS----LDSMKTWFSVKREN 58 
 
Query: 56  RYPWL-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            +P + V +  G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++   
Sbjct: 59  GFPVIGVVDESGKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRA 118 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +      ++  I   N  S+ LHE +G+T  GT +  G+K G W D  F+Q     P  P 
Sbjct: 119 QQAQLHVLIGCIDATNQASIGLHEKMGFTHAGTFKQVGFKFGQWLDAAFYQLILNTPFEP 178 
 
 
>ref|NP_881122.1| hypothetical protein BP2495 [Bordetella pertussis Tohama I] 
 emb|CAE42767.1| conserved hypothetical protein [Bordetella pertussis Tohama I] 
          Length = 180 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 57/163 (34%), Positives = 82/163 (50%), Gaps = 8/163 (4%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQ---TPQEWIDDLERLQDRYPWLVAE-VEGVVAGIAYA 74 
           AA+ DI N  I TST  +  +P+   + + W     + Q  +P +  E   GV+ G A   
Sbjct: 20  AAILDIFNDAILTSTALYDYQPRALASMEAWFQ--AKRQGGFPVVGFEDAAGVLMGFASY 77 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           G ++A  AY ++VE +VYV  R++  GLG  L   L++    Q    +V  I   N  SV 
Sbjct: 78  GTFRAWPAYKYSVEHSVYVDRRYRGRGLGEALLRALIERARLQQVHVLVGGIDATNAGSV 137 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            LH  LG+   GT+  AG+K G W D+ F+Q    L    RPV 
Sbjct: 138 ALHRKLGFVHAGTITQAGFKFGRWLDLAFYQ--LTLDTSLRPV 178 
 
 
>ref|ZP_07507612.1| putative acyl-CoA N-acyltransferase [Escherichia coli M718] 
          Length = 172 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 55/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD  A+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCVAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
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Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVITAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|YP_003635502.1| Phosphinothricin acetyltransferase [Cellulomonas flavigena DSM 
           20109] 
 gb|ADG73303.1| Phosphinothricin acetyltransferase [Cellulomonas flavigena DSM 
           20109] 
          Length = 173 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 59/163 (36%), Positives = 83/163 (50%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           V++R A   D+AAV  I +HY+ TST  F  EP     W   L+ L    +P+ VA ++G 
Sbjct: 3   VQVRAAADGDVAAVARIYDHYVATSTATFELEPPGEPVWRGRLDTLTAAGWPFQVAVLDG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AY GPW+ R AY  TVE T+Y+       G+G+ L T +L +  A G + V+AV+ 
Sbjct: 63  QVAGFAYVGPWRPRPAYAHTVEDTIYLDPAATGRGVGTRLLTSVLDAAGAAGAREVIAVV 122 
 
Query: 127 GLPND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              +   S+ LH   G+   G L   G K   W      Q+   
Sbjct: 123 ADGDTAASLALHRRAGFHTAGRLERVGRKFDRWLGTTLLQKTL 165 
 
 
>ref|NP_746951.1| GCN5-related N-acetyltransferase [Pseudomonas putida KT2440] 
 gb|AAN70415.1|AE016683_6 phosphinothricin N-acetyltransferase, putative [Pseudomonas 
putida 
           KT2440] 
          Length = 171 
 
 Score = 83.2 bits (204), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 59/169 (34%), Positives = 75/169 (44%), Gaps = 5/169 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           EIR A   D+  + DI N  +  +T  +   P      Q W +   R Q  YP LVA  E 
Sbjct: 4   EIRDALHTDVPGILDIYNDAVLNTTAIWNETPVDLDNRQAWFE--ARAQQGYPILVAVDE 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+    +  TVE +VYV    +  GLG  L   L++     G   +VA  
Sbjct: 62  TGVLGYASFGDWRPFEGFRLTVEHSVYVRSDQRGKGLGPVLMAALVERARGCGKHVMVAA 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  SVRLHE LG+   G +   G K G W D+ F Q      A P 
Sbjct: 122 IERGNAASVRLHERLGFVVTGQMPQVGVKFGRWLDLTFMQLVLNPGAEP 170 
 
 
>ref|YP_003612366.1| GCN5-related N-acetyltransferase [Enterobacter cloacae subsp. 
           cloacae ATCC 13047] 
 gb|ADF61417.1| GCN5-related N-acetyltransferase [Enterobacter cloacae subsp. 
           cloacae ATCC 13047] 
          Length = 172 
 
 Score = 83.2 bits (204), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 55/172 (31%), Positives = 81/172 (47%), Gaps = 5/172 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNH-YIETSTVNFRTEPQTPQE--WIDDLERLQDRYPWLVAEVEG 66 
           +R A   D AA+ +I NH  + T+ +   T   T     W +   R    YP LV+E  G 
Sbjct: 3   VRHACKEDCAAIGEIYNHAVLHTAAIWNDTTVDTDNRIAWFE--ARTLAGYPVLVSEENG 60 
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Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           ++ G A  G W+A + +  TVE +VYV   HQ  G+G  L   L+      G   +VA I 
Sbjct: 61  IITGYASFGDWRAFDGFRHTVEHSVYVHPDHQGKGIGRMLMKALIIEARDIGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
              N  S+ LH+ LG+   G +   G K G W D+ F Q   +  + P  ++ 
Sbjct: 121 EAQNHASIHLHQTLGFVTTGQMPQVGTKFGRWLDLTFMQLQLDERSDPDAIK 172 
 
 
>ref|YP_003882401.1| GCN5-related N-acetyltransferase [Dickeya dadantii 3937] 
 gb|ADM97844.1| GCN5-related N-acetyltransferase [Dickeya dadantii 3937] 
          Length = 170 
 
 Score = 83.2 bits (204), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 58/158 (36%), Positives = 77/158 (48%), Gaps = 6/158 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A + D+  V DI NH +  +T  F     +      W+ D  RL   YP LVA   + 
Sbjct: 3   IRDAKSDDLETVADIYNHAVLNTTAIFNDTTVDVANRAIWLADRTRLG--YPVLVALSDD 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A  G W+A + Y  TVE +VYV   H+  G+   L   L++   A G  S+VA  
Sbjct: 61  GSVMGYASFGDWRAFDGYRHTVEHSVYVHIDHRGKGIAEALMKALIERARAIGKHSMVAG 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 163 
           I   N  S+RLHE LG+     +   G K G W D+ F 
Sbjct: 121 IESKNAASIRLHEKLGFGRVDPIPQVGMKFGQWLDLTF 158 
 
 
>gb|AAT96242.1| phosphinothricin N-acetyltransferase [Pseudomonas viridiflava] 
          Length = 199 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 55/170 (32%), Positives = 82/170 (48%), Gaps = 2/170 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           +R A   DM  +  I   ++     +F  EP + +E +      +++  P+ VAE  G V 
Sbjct: 26  LRDAREDDMPVIQAIYADHVLHGISSFELEPPSVEELMRRRALVIENGLPYRVAEHAGEV 85 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G  YA P++ R AY +T E +VYV      +G+G  L   L+   E  G++ +VAVIG  
Sbjct: 86  VGYGYATPYRPRPAYRFTAEDSVYVRDGMGGMGIGRALLGDLIWHCEQGGWRQMVAVIGN 145 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
             N  S+ LHE+ G+   G   + G+KHG W D    Q      A   PV 
Sbjct: 146 SENAASIGLHESFGFRRVGVFESVGFKHGRWVDTVLMQCALGDGASTLPV 195 
 
 
>ref|YP_001671123.1| GCN5-related N-acetyltransferase [Pseudomonas putida GB-1] 
 gb|ABZ00788.1| GCN5-related N-acetyltransferase [Pseudomonas putida GB-1] 
          Length = 171 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 58/169 (34%), Positives = 75/169 (44%), Gaps = 5/169 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           EIR A   D+  + DI N  +  +T  +   P      Q W +   R Q  YP LVA  E 
Sbjct: 4   EIRDALPTDVPGILDIYNDAVRNTTAIWNETPVDLANRQAWFE--ARAQQGYPILVAVDE 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+    +  TVE +VY+    +  GLG  L   L++     G   +VA  
Sbjct: 62  TGVLGYASFGDWRPFEGFRLTVEHSVYIRGDQRGKGLGPVLMAALVERARGCGKHVMVAA 121 
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Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  SVRLHE LG+   G +   G K G W D+ F Q      A P 
Sbjct: 122 IESGNAASVRLHERLGFVVTGQMPQVGVKFGRWLDLTFMQLVLNPGAEP 170 
 
 
>ref|ZP_03786255.1| acetyltransferase [Brucella ceti str. Cudo] 
 ref|ZP_06791581.1| acetyltransferase [Brucella sp. NVSL 07-0026] 
 gb|EEH13115.1| acetyltransferase [Brucella ceti str. Cudo] 
 gb|EFG38544.1| acetyltransferase [Brucella sp. NVSL 07-0026] 
          Length = 208 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 49  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 106 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 107 QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 166 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 167 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 206 
 
 
>ref|YP_001259507.1| acetyltransferase [Brucella ovis ATCC 25840] 
 gb|ABQ60154.1| acetyltransferase, GNAT family [Brucella ovis ATCC 25840] 
          Length = 202 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 43  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 100 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 101 QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 160 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 161 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 200 
 
 
>gb|ADZ87583.1| GCN5-related N-acetyltransferase [Brucella melitensis M5-90] 
          Length = 196 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 37  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 94 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 95  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 154 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
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Sbjct: 155 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 194 
 
 
>ref|ZP_01816180.1| toxin resistance protein [Vibrionales bacterium SWAT-3] 
 gb|EDK26445.1| toxin resistance protein [Vibrionales bacterium SWAT-3] 
          Length = 172 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 45/154 (29%), Positives = 78/154 (50%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           ++IR A  +D+AA+  I N YIE +   F  +    +  Q+W         +Y   VA   
Sbjct: 1   MKIRTAELSDIAAITYIFNFYIEHTNARFEEDKFTLENRQQWFSQFSS-DSKYQLYVATE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              + G A + P++A +A++ T E T+Y++   +  G+GS LY+ L  S+   G   V++ 
Sbjct: 60  NDSLLGFACSQPYRATSAFEDTAEVTIYLAEDAKGKGIGSKLYSQLFASIIDFGVHRVLS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            + LPN+ S+ LH+  G+   G       K+G + 
Sbjct: 120 GVALPNEASIALHKYFGFREVGVFNEYAKKNGKY 153 
 
 
>ref|YP_368499.1| GCN5-related N-acetyltransferase [Burkholderia sp. 383] 
 gb|ABB07855.1| GCN5-related N-acetyltransferase [Burkholderia sp. 383] 
          Length = 182 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 60/178 (33%), Positives = 91/178 (51%), Gaps = 6/178 (3%) 
 
Query: 2   SPERRP-VEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYP 58 
           SP++R  V +   + A+ A A+ +I+N  I TST  +  +P+ P+  +     +    +P 
Sbjct: 3   SPKQRDDVRLIDCSEAEHAPAILEILNDAIATSTALYDYKPRPPEAMVAWFAAKRAGGFP 62 
 
Query: 59  WLVA-EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR-LGLGSTLYTHLLKSMEA 116 
            + A +  G + G A  G ++A  AY +TVE +VYV HR QR  GLG  L   +++     
Sbjct: 63  VIGAVDASGTLLGFASWGTFRAFPAYKYTVEHSVYV-HRDQRGRGLGEVLLREVVRRAHE 121 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
                VV  I   N  S+ LH  LG+   GT+  AG+K G W D  F+Q   + PA P 
Sbjct: 122 AQVHVVVGCIDATNAGSIALHTKLGFVHSGTITQAGFKFGRWLDAAFYQLTLDTPAQP 179 
 
 
>gb|ADZ66726.1| GCN5-related N-acetyltransferase [Brucella melitensis M28] 
          Length = 195 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 36  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 93 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 94  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 153 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 154 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 193 
 
 
>ref|YP_003221537.1| putative acyltransferase [Escherichia coli O103:H2 str. 12009] 
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 dbj|BAI30403.1| predicted acyltransferase [Escherichia coli O103:H2 str. 12009] 
 gb|EFZ49427.1| acetyltransferase family protein [Escherichia coli E128010] 
          Length = 172 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 55/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +  
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDS 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHQSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|NP_539296.1| phosphinothricin N-acetyltransferase [Brucella melitensis bv. 1 
           str. 16M] 
 ref|ZP_05836325.1| conserved hypothetical protein [Brucella melitensis bv. 1 str. 
16M] 
 gb|AAL51560.1| phosphinothricin n-acetyltransferase [Brucella melitensis bv. 1 
           str. 16M] 
 gb|EEW86310.1| conserved hypothetical protein [Brucella melitensis bv. 1 str. 16M] 
          Length = 164 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 63  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIASI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 162 
 
 
>ref|YP_001221862.1| putative acetyltransferase [Clavibacter michiganensis subsp. 
           michiganensis NCPPB 382] 
 emb|CAN01164.1| putative acetyltransferase [Clavibacter michiganensis subsp. 
           michiganensis NCPPB 382] 
          Length = 229 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 56/155 (36%), Positives = 76/155 (49%), Gaps = 7/155 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW---IDDLERLQDRYPWLVA-EV 64 
           EIR ATA D+  + ++ NHY+  STV F     T   W      LER+    P+LVA    
Sbjct: 29  EIRRATADDLPDIREVYNHYVMNSTVTFDETRMTLARWRGRFGQLERMG--MPFLVAVSP 86 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A   P   R +   TVE ++Y+       GLG  L   L+ +    G + V+A 
Sbjct: 87  SGQVLGYALVEPVGNRRSSRTTVEDSIYLGAASTGKGLGRALLEALVDACREAGIREVIA 146 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGW 158 
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           VI     D S+RLH +LG+T  G +   G+K G W 
Sbjct: 147 VIADQGADASIRLHASLGFTESGRMGRVGWKFGRW 181 
 
 
>ref|YP_001713984.1| putative antibiotic resistance (phosphinothricin 
           N-acetyltransferase) [Acinetobacter baumannii AYE] 
 ref|YP_002319120.1| phosphinothricin acetyltransferase [Acinetobacter baumannii 
AB0057] 
 ref|YP_002325866.1| Acetyltransferase (GNAT) family protein [Acinetobacter baumannii 
           AB307-0294] 
 ref|ZP_06781135.1| Acetyltransferase (GNAT) family protein [Acinetobacter sp. 
6013113] 
 ref|ZP_06796061.1| Acetyltransferase (GNAT) family protein [Acinetobacter sp. 
6013150] 
 ref|ZP_07228364.1| Acetyltransferase (GNAT) family protein [Acinetobacter baumannii 
           AB056] 
 ref|ZP_07235545.1| Acetyltransferase (GNAT) family protein [Acinetobacter baumannii 
           AB058] 
 ref|ZP_07241878.1| Acetyltransferase (GNAT) family protein [Acinetobacter baumannii 
           AB059] 
 emb|CAM86995.1| putative antibiotic resistance (phosphinothricin 
           N-acetyltransferase) [Acinetobacter baumannii AYE] 
 gb|ACJ41137.1| phosphinothricin acetyltransferase [Acinetobacter baumannii AB0057] 
 gb|ACJ56797.1| Acetyltransferase (GNAT) family protein [Acinetobacter baumannii 
           AB307-0294] 
          Length = 181 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 50/180 (27%), Positives = 88/180 (48%), Gaps = 12/180 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-----RLQD 55 
           +    R ++   A  A  AA+ +I+N  I  ST  +   P++    +D ++     + ++ 
Sbjct: 5   LDSNFRLIDCNEAEHA--AAILEILNDAIVNSTALYDYVPRS----LDSMKTWFSVKREN 58 
 
Query: 56  RYPWL-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            +P + V +  G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++   
Sbjct: 59  GFPVIGVVDELGKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRA 118 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +      ++  I   N  S+ LHE +G+T  GT +  G+K G W D  F+Q   + P  P 
Sbjct: 119 QQAQLHVLIGCIDATNQASIGLHEKMGFTHAGTFKQVGFKFGQWLDAAFYQLVLDTPFEP 178 
 
 
>ref|YP_359127.1| putative phosphinothricin N-acetyltransferase [Carboxydothermus 
           hydrogenoformans Z-2901] 
 gb|ABB13647.1| putative phosphinothricin N-acetyltransferase [Carboxydothermus 
           hydrogenoformans Z-2901] 
          Length = 168 
 
 Score = 82.8 bits (203), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 52/158 (32%), Positives = 78/158 (49%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           E + V IR A   D+  +  I N  +      F TEP   ++ +  L +   R+P LV E 
Sbjct: 3   ETKDVIIREAKVEDLKEIFAIYNEEVLHGIATFDTEPLEGEDQLTWLLKRGARHPVLVGE 62 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           VEG +A      P+  R AYD T   +VYV    +  G G  +   LL+    +G ++++ 
Sbjct: 63  VEGRIAVWGSLNPYSPRKAYDLTATESVYVHKDFRGRGYGEKMLMALLEEARNRGLRALL 122 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A+I   N+ S+RLH   G+   G L+  G+K G W DV 
Sbjct: 123 ALIAAENEASLRLHAKCGFQKVGELKKVGFKFGRWLDV 160 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 321



 
 
>ref|ZP_05824268.1| sortase [Acinetobacter sp. RUH2624] 
 gb|EEX00288.1| sortase [Acinetobacter sp. RUH2624] 
          Length = 181 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 52/180 (28%), Positives = 86/180 (47%), Gaps = 12/180 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-----RLQD 55 
           +    R ++   A  A  AA+ +I+N  I  ST  +   P++    +D ++     +  + 
Sbjct: 5   LDSNFRLIDCNEAEHA--AAILEILNEAIVNSTALYDYVPRS----LDSMKTWFSVKTGN 58 
 
Query: 56  RYPWLVAEVE-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            +P + A  E G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++   
Sbjct: 59  SFPVIGAVDESGKLLGFASWGAFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRA 118 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +      ++  I   N  S+ LHE LG+T  GT +  G+K G W D  F+Q     P  P 
Sbjct: 119 QEAQIHVLIGCIDATNQASIGLHEKLGFTHAGTFKQVGFKFGQWLDAAFYQLILNTPFEP 178 
 
 
>ref|YP_003751039.1| antibiotic resistance protein (acetyltransferase) [Ralstonia 
           solanacearum PSI07] 
 emb|CBJ49725.1| putative antibiotic resistance protein (Acetyltransferase) 
           [Ralstonia solanacearum PSI07] 
          Length = 182 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 55/169 (32%), Positives = 80/169 (47%), Gaps = 6/169 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVE 65 
           I    A    A+ +I+N  I  ST  +   P+ PQ    W     +    +P + A +   
Sbjct: 13  IDCTEAEHACAILEILNEAILNSTALYDYAPRPPQAMATWFA--AKRAGGFPVVGAVDAS 70 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G A  G ++A  AY +TVE +VYV H  +   LG  L   L++         +V   
Sbjct: 71  GKLLGFASWGTFRAFPAYKYTVEHSVYVHHACRGRRLGEHLLRELIRRAHEAQVHVLVGC 130 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  S+ LH  LG+   GT+R AG+K G W D  F+Q + E+PA P 
Sbjct: 131 IDAANSASIGLHMRLGFVHAGTIREAGFKFGRWLDAAFYQLNLEMPAQP 179 
 
 
>ref|ZP_01984684.1| phosphinothricin N-acetyltransferase [Vibrio harveyi HY01] 
 gb|EDL70838.1| phosphinothricin N-acetyltransferase [Vibrio harveyi HY01] 
          Length = 164 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 48/154 (31%), Positives = 76/154 (49%), Gaps = 4/154 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           +EIR    +D+A + DI N YIE +   F  +  T +    W         ++   VA   
Sbjct: 1   MEIRVGKLSDVATITDIFNFYIEHTNARFEEQAFTQENRLNWFSQFS-CNSKHQLYVAIE 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G + G A + P++  +A++ T E TVY++   +  G+GS LY+ L  S+   G   V++ 
Sbjct: 60  SGELLGFACSQPYRDISAFEDTAEVTVYLAPTAKGKGVGSKLYSKLFSSISGYGVHRVLS 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            I LPND SV LH+  G+   G       K+G + 
Sbjct: 120 GIALPNDASVALHKRFGFREIGVFNEYAKKNGEY 153 
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>gb|ADR62194.1| GCN5-related N-acetyltransferase [Pseudomonas putida BIRD-1] 
          Length = 171 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 57/160 (35%), Positives = 73/160 (45%), Gaps = 5/160 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           EIR A   D+  + DI N  +  +T  +   P      Q W +   R Q  YP LVA  E 
Sbjct: 4   EIRDALPTDVPGILDIYNDAVLNTTAIWNETPVDLGNRQAWFE--ARAQQGYPILVAVDE 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+    +  TVE +VYV    +  GLG  L   L++     G   +VA  
Sbjct: 62  TGVLGYASFGDWRPFEGFRLTVEHSVYVRSDQRGKGLGPELMAALVERARGCGKHVMVAA 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I   N  SVRLHE LG+   G +   G K G W D+ F Q 
Sbjct: 122 IERGNAASVRLHERLGFVVTGQMPQVGVKFGRWLDLTFMQ 161 
 
 
>ref|ZP_08178282.1| sortase-like acyltransferase [Xanthomonas vesicatoria ATCC 35937] 
 gb|EGD09502.1| sortase-like acyltransferase [Xanthomonas vesicatoria ATCC 35937] 
          Length = 175 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 57/163 (34%), Positives = 80/163 (49%), Gaps = 1/163 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PVE+R    AD+ A+  I    I        T P + + +      +   YP+LVAE  G 
Sbjct: 2   PVELRAVREADIPAITAIYAEQIAGFNTYEYTAPSSAEMYARMRAIVDAGYPYLVAEHAG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYA  ++AR  Y WTVE+++Y++   Q  G+G  L   L+   E +G + ++AVI 
Sbjct: 62  AVVGYAYASAYRARAGYRWTVENSIYLAADMQGRGIGKALLGELIARCEQRGDRQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           G   N  S+RLHE  G+   G     G K G W D    QR   
Sbjct: 122 GDASNQASLRLHERFGFRTVGVFTGIGRKQGRWLDGVQMQRQL 164 
 
 
>ref|YP_001792179.1| GCN5-like N-acetyltransferase [Leptothrix cholodnii SP-6] 
 gb|ACB35414.1| GCN5-related N-acetyltransferase [Leptothrix cholodnii SP-6] 
          Length = 198 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 80/159 (50%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +++RPA   D AA+  I+NHYI  +T  F TEP +       +   +  +P  VAE +GV 
Sbjct: 28  LQLRPAQLHDAAAIAAILNHYIVFTTATFMTEPVSVDSRRAFIVERKPEHPIWVAERDGV 87 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G A     + R+AY  T+E+++Y+   H   G+G+ L + L+   + +GF S++A    
Sbjct: 88  AIGWAALAQHQPRSAYGHTLENSIYLHPGHVGRGIGTLLMSQLVADAQRRGFHSLIAGAC 147 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                S+ LHE +GY           K   W DV + +R 
Sbjct: 148 SEQAGSLALHERMGYRRCAHFHEVARKFDRWLDVVYLER 186 
 
 
>ref|ZP_04595027.1| GCN5-related N-acetyltransferase [Brucella abortus str. 2308 A] 
 gb|EEP62906.1| GCN5-related N-acetyltransferase [Brucella abortus str. 2308 A] 
          Length = 208 
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 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 83/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +   +W+++  R +D +P LVAE EG 
Sbjct: 49  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRHQWLEN--RNRDGFPVLVAEREG 106 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 107 QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 166 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 167 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 206 
 
 
>ref|ZP_05967781.1| toxin-antitoxin system, toxin component, GNAT family 
[Enterobacter 
           cancerogenus ATCC 35316] 
 gb|EFC56775.1| toxin-antitoxin system, toxin component, GNAT family [Enterobacter 
           cancerogenus ATCC 35316] 
          Length = 172 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 54/166 (32%), Positives = 75/166 (45%), Gaps = 1/166 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEGVV 68 
           +R A   D AA+ DI NH +  +   +  +       I   E R    +P LV+E  G V 
Sbjct: 3   VRHACKEDCAAIGDIYNHAVLHTAAIWNDKTVDVDNRIAWFEARTLAGFPVLVSEENGTV 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G W+A   +  TVE +VYV   HQ  G+G  L   L+      G   +VA I   
Sbjct: 63  TGYASFGDWRAFEGFRHTVEHSVYVHPDHQGKGIGRVLMNALIDEARKMGKHVMVAGIET 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            N  S+ LH+ LG+   G +   G K G W D+ F Q   +  + P 
Sbjct: 123 QNHASIHLHDTLGFITTGQMPQVGTKFGRWLDLTFMQLQLDERSDP 168 
 
 
>ref|YP_001176830.1| GCN5-related N-acetyltransferase [Enterobacter sp. 638] 
 gb|ABP60779.1| GCN5-related N-acetyltransferase [Enterobacter sp. 638] 
          Length = 171 
 
 Score = 82.4 bits (202), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 58/171 (33%), Positives = 80/171 (46%), Gaps = 5/171 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNH-YIETSTVNFRTEPQTPQE--WIDDLERLQDRYPWLVAEVEG 66 
           IR A+  D AA+ +I NH  + T+ +   T   T     W +   R    YP LV+E  G 
Sbjct: 3   IRHASKEDCAAIGEIYNHAVVHTAAIWNDTTVDTENRIAWFE--ARTLMGYPVLVSEENG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W+A + +  TVE +VYV   HQ  G+G  L   L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRAFDGFRHTVEHSVYVHPDHQGKGIGRELMKALIGEARNIGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH+ LG+   G +   G K G W D+ F Q   +    P  + 
Sbjct: 121 EAQNHGSIHLHKTLGFVITGQMPQVGTKFGRWLDLTFMQLQLDERIDPDAI 171 
 
 
>ref|YP_001935515.1| GCN5-related N-acetyltransferase [Brucella abortus S19] 
 ref|ZP_06932635.1| acetyltransferase [Brucella abortus bv. 5 str. B3196] 
 gb|ACD73041.1| GCN5-related N-acetyltransferase [Brucella abortus S19] 
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 gb|EFH33417.1| acetyltransferase [Brucella abortus bv. 5 str. B3196] 
          Length = 202 
 
 Score = 82.4 bits (202), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 83/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +   +W+++  R +D +P LVAE EG 
Sbjct: 43  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRHQWLEN--RNRDGFPVLVAEREG 100 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 101 QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 160 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 161 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 200 
 
 
>ref|YP_001707430.1| putative antibiotic resistance (phosphinothricin 
           N-acetyltransferase) [Acinetobacter baumannii SDF] 
 emb|CAP01454.1| putative antibiotic resistance (phosphinothricin 
           N-acetyltransferase) [Acinetobacter baumannii] 
          Length = 181 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 50/180 (27%), Positives = 87/180 (48%), Gaps = 12/180 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-----RLQD 55 
           +    R ++   A  A  AA+ +I+N  I  ST  +   P++    +D ++     + ++ 
Sbjct: 5   LDSNFRLIDCNEAEHA--AAILEILNDAIVNSTALYDYVPRS----LDSMKTWFSVKREN 58 
 
Query: 56  RYPWL-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            +P + V +  G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++   
Sbjct: 59  GFPVIGVVDELGKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRA 118 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +      ++  I   N  S+ LHE +G+T  GT +  G+K G W D  F+Q     P  P 
Sbjct: 119 QQAQLHVLIGCIDATNQASIGLHEKMGFTHAGTFKQVGFKFGQWLDAAFYQLILNTPFEP 178 
 
 
>ref|ZP_02188651.1| phosphinothricin N-acetyltransferase [alpha proteobacterium 
BAL199] 
 gb|EDP64479.1| phosphinothricin N-acetyltransferase [alpha proteobacterium BAL199] 
          Length = 172 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 54/162 (33%), Positives = 84/162 (51%), Gaps = 10/162 (6%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-----LQDRYPWLVAEVE 65 
           R +  AD+ A+  I   ++     +F   P +    I++L R     L+   P LVAE++ 
Sbjct: 8   RDSREADLDAIQQIYAFHVLHGLASFEETPPS----IEELGRRRQDVLRSDLPHLVAELD 63 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G +YA P++ + AY  T+E++VYV +     G+G  L   L+   E   ++ +VAV 
Sbjct: 64  DAVVGYSYASPYRQQPAYCRTIENSVYVRNGFHGHGIGRVLLAALIARCELGPWRQMVAV 123 
 
Query: 126 IG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           IG   N  S+ LH A G+   GT+R+ G+K G W D    QR 
Sbjct: 124 IGDTENRASIGLHAAFGFQHAGTVRSVGFKFGRWVDSVLMQR 165 
 
 
>ref|ZP_06487360.1| putative phosphinothricin N-acetyltransferase [Xanthomonas 
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           campestris pv. vasculorum NCPPB702] 
          Length = 145 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 49/143 (34%), Positives = 74/143 (51%), Gaps = 1/143 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PVE+R    AD+ A+  I    I        + P   +        +   +P+LVAE++G 
Sbjct: 2   PVELRAVRDADIPAITAIYADQICGVNTYEYSAPSLDEMRARVSAIVDAGHPYLVAELDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG AY   ++AR  Y WTVE+++Y++   Q  G+G  L   L+   E +GF+ ++AVI 
Sbjct: 62  AVAGYAYVSAFRARAGYRWTVENSIYLAAAMQGRGIGKALLGELIAVCEQRGFRQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTL 148 
           G   N  S +LHE  G+   G L 
Sbjct: 122 GDAGNLASRQLHERFGFRTVGVL 144 
 
 
>ref|ZP_08117889.1| GCN5-related N-acetyltransferase [Thermoanaerobacterium 
           xylanolyticum LX-11] 
 gb|EGB24160.1| GCN5-related N-acetyltransferase [Thermoanaerobacterium 
           xylanolyticum LX-11] 
          Length = 161 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 47/159 (29%), Positives = 74/159 (46%), Gaps = 6/159 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + DI N  +  +T    TEP   +  ++W    E   DRY   VA  +  
Sbjct: 3   IRKANIDDIKRINDIYNQAVLNTTATIDTEPRPLEYHKKW---FEAHNDRYAVFVAIEDD 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G A    W  +  Y    E ++Y+   ++  G+G  L   +++  +   F ++VA I 
Sbjct: 60  IVVGWASLSIWSEKCGYRAVAEDSIYIDKSYKGRGIGDKLIKKIIEHAKENEFHTIVARI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              ND S+ LHE  G+   GTL+  GYK   + D+   Q 
Sbjct: 120 SEGNDVSIHLHEKYGFKIVGTLKELGYKFNRYLDIHILQ 158 
 
 
>ref|YP_002733348.1| GCN5-related N-acetyltransferase [Brucella melitensis ATCC 23457] 
 ref|ZP_05156143.1| hypothetical protein Babob3T_06580 [Brucella abortus bv. 3 str. 
           Tulya] 
 ref|ZP_05170308.1| hypothetical protein BpinM_16375 [Brucella pinnipedialis 
           M163/99/10] 
 ref|ZP_05170480.1| hypothetical protein BpinB_00119 [Brucella pinnipedialis B2/94] 
 ref|ZP_05176327.1| hypothetical protein BcetM6_14495 [Brucella ceti M644/93/1] 
 ref|ZP_05179225.1| hypothetical protein BcetM_13624 [Brucella ceti M13/05/1] 
 ref|ZP_05443809.1| hypothetical protein BpinM2_06039 [Brucella pinnipedialis 
           M292/94/1] 
 ref|ZP_05448159.1| hypothetical protein Bmelb1R_12287 [Brucella melitensis bv. 1 str. 
           Rev.1] 
 ref|ZP_05454969.1| hypothetical protein Bmelb3E_15503 [Brucella melitensis bv. 3 str. 
           Ether] 
 ref|ZP_05458059.1| hypothetical protein BcetM4_15287 [Brucella ceti M490/95/1] 
 ref|ZP_05461113.1| hypothetical protein BcetB_15111 [Brucella ceti B1/94] 
 ref|ZP_05465929.1| conserved hypothetical protein [Brucella melitensis bv. 2 str. 
           63/9] 
 ref|YP_003107572.1| acetyltransferase, GNAT family [Brucella microti CCM 4915] 
 ref|ZP_05754683.1| hypothetical protein BruF5_05780 [Brucella sp. F5/99] 
 ref|ZP_05928902.1| N-acetyltransferase [Brucella abortus bv. 3 str. Tulya] 
 ref|ZP_05933525.1| N-acetyltransferase [Brucella ceti M13/05/1] 
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 ref|ZP_05937061.1| N-acetyltransferase [Brucella ceti B1/94] 
 ref|ZP_05955175.1| N-acetyltransferase [Brucella pinnipedialis M163/99/10] 
 ref|ZP_05955356.1| N-acetyltransferase [Brucella pinnipedialis B2/94] 
 ref|ZP_05961502.1| N-acetyltransferase [Brucella ceti M644/93/1] 
 ref|ZP_06001018.1| conserved hypothetical protein [Brucella sp. F5/99] 
 ref|ZP_06099780.1| N-acetyltransferase [Brucella pinnipedialis M292/94/1] 
 ref|ZP_06104247.1| N-acetyltransferase [Brucella melitensis bv. 1 str. Rev.1] 
 ref|ZP_06108084.1| N-acetyltransferase [Brucella melitensis bv. 3 str. Ether] 
 ref|ZP_06111295.1| N-acetyltransferase [Brucella ceti M490/95/1] 
 gb|ACO01394.1| GCN5-related N-acetyltransferase [Brucella melitensis ATCC 23457] 
 gb|ACU48623.1| acetyltransferase, GNAT family [Brucella microti CCM 4915] 
 gb|EEX83089.1| N-acetyltransferase [Brucella abortus bv. 3 str. Tulya] 
 gb|EEX88017.1| N-acetyltransferase [Brucella ceti B1/94] 
 gb|EEX90901.1| N-acetyltransferase [Brucella ceti M13/05/1] 
 gb|EEX98491.1| N-acetyltransferase [Brucella ceti M644/93/1] 
 gb|EEX98878.1| N-acetyltransferase [Brucella pinnipedialis B2/94] 
 gb|EEY08501.1| N-acetyltransferase [Brucella pinnipedialis M163/99/10] 
 gb|EEY25289.1| conserved hypothetical protein [Brucella sp. F5/99] 
 gb|EEZ09196.1| N-acetyltransferase [Brucella ceti M490/95/1] 
 gb|EEZ12429.1| N-acetyltransferase [Brucella melitensis bv. 3 str. Ether] 
 gb|EEZ15049.1| N-acetyltransferase [Brucella melitensis bv. 1 str. Rev.1] 
 gb|EEZ17463.1| conserved hypothetical protein [Brucella melitensis bv. 2 str. 
           63/9] 
 gb|EEZ29681.1| N-acetyltransferase [Brucella pinnipedialis M292/94/1] 
          Length = 164 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 63  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 162 
 
 
>ref|YP_001580341.1| GCN5-related N-acetyltransferase [Burkholderia multivorans ATCC 
           17616] 
 ref|YP_001945562.1| acetyltransferase [Burkholderia multivorans ATCC 17616] 
 gb|ABX15844.1| GCN5-related N-acetyltransferase [Burkholderia multivorans ATCC 
           17616] 
 dbj|BAG43026.1| acetyltransferase [Burkholderia multivorans ATCC 17616] 
          Length = 184 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 58/180 (32%), Positives = 87/180 (48%), Gaps = 9/180 (5%) 
 
Query: 3   PERRPVEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYP 58 
           P+R  V +   T A+ A A+ +I+N  I  ST  +  +P+ P+    W     +    +P 
Sbjct: 7   PQRDDVRLIDCTEAEHAPAILEILNDAIVNSTALYDYKPRPPEAMAAWF--ATKRASGFP 64 
 
Query: 59  WLVA-EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
            + A    G + G A  G ++A  A+ +TVE +VYV   H+  GLG  L   L++      
Sbjct: 65  VVGAVNAAGTLLGFASWGTFRAFPAFKYTVEHSVYVHRDHRGRGLGEWLLRELIRRAHDA 124 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
               +V  I   N  S+ LH  LG+   GT++ AG+K G W D  F+Q    L  P RPV 
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Sbjct: 125 DVHLLVGCIDATNAGSIALHTRLGFVHSGTIKEAGFKFGRWLDAAFYQ--LRLDTPSRPV 182 
 
 
>gb|EFZ55752.1| acetyltransferase family protein [Escherichia coli LT-68] 
          Length = 172 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 55/171 (32%), Positives = 80/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH++L +     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHQSLEFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|ZP_07773233.1| acetyltransferase [Pseudomonas fluorescens WH6] 
 gb|EFQ65817.1| acetyltransferase [Pseudomonas fluorescens WH6] 
          Length = 170 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 55/168 (32%), Positives = 78/168 (46%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+ A+ DI N  +  +T  +  +P        W +  + L   YP LVA     
Sbjct: 2   IRDATEKDLPAIRDIYNDAVRNTTAIWNEQPVDLANRLAWFNARQALG--YPILVAVEND 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G W+    + ++VE +VYV +  +  GLG  L   L++   + G   +VA I 
Sbjct: 60  AVTGYASFGDWRPFEGFRYSVEHSVYVRNDQRGKGLGPRLMQVLIERARSGGKYVMVAAI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
              N  S+RLHE LG+   G +   G K G W D+ F Q      A P 
Sbjct: 120 ESGNQASIRLHERLGFITTGQMPQVGIKFGRWLDLTFMQLALNPGAEP 167 
 
 
>gb|EFZ70777.1| acetyltransferase family protein [Escherichia coli 1357] 
          Length = 172 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 55/171 (32%), Positives = 79/171 (46%), Gaps = 1/171 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +  
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDS 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LH +LG+     +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESQNQASLHLHHSLGFVVTAQMPQVGTKFGRWLDLTFMQLQLDERTEPDAI 171 
 
 
>ref|NP_521254.1| putative antibiotic resistance (acetyltransferase) protein 
           [Ralstonia solanacearum GMI1000] 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 328



 emb|CAD16842.1| putative antibiotic resistance (acetyltransferase) protein 
           [Ralstonia solanacearum GMI1000] 
          Length = 182 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 54/169 (31%), Positives = 81/169 (47%), Gaps = 6/169 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVE 65 
           I    A   +A+ +I+N  I  ST  +   P+ PQ    W     +    +P + A +   
Sbjct: 13  IDCTEAEHASAILEILNEAIVNSTALYDYVPRPPQAMATWF--AAKRAGGFPVVGAVDAS 70 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G    G ++A  AY +TVE +VYV H  +   LG  L   L++  +      +V   
Sbjct: 71  GKLLGFGSWGTFRAFPAYKYTVEHSVYVHHECRGRRLGERLLRELIRRAQEAQVHVLVGC 130 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  S+ LH  LG+   GT+R AG+K G W D  F+Q + E+PA P 
Sbjct: 131 IDAANAASIGLHTRLGFVHAGTIREAGFKFGRWLDAAFYQLNLEMPAQP 179 
 
 
>ref|ZP_06348055.1| toxin-antitoxin system, toxin component, GNAT family [Clostridium 
           sp. M62/1] 
 gb|EFE10730.1| toxin-antitoxin system, toxin component, GNAT family [Clostridium 
           sp. M62/1] 
          Length = 163 
 
 Score = 82.0 bits (201), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 51/159 (32%), Positives = 85/159 (53%), Gaps = 8/159 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ----DRYPWLVAE 63 
           ++IR A   D+  + +I N+ +  ST +F  + +T   + D LE         +P +VAE 
Sbjct: 1   MKIRSALEQDVREMMEIFNYEVRNSTASFAIQEKT---YEDRLEWFHAHGTGNHPLIVAE 57 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSV 122 
            +G VAG A    ++   AY  TVE +VYVS   ++ G+G  L   +++ + E +  ++V 
Sbjct: 58  EDGRVAGYACLSQYRPHEAYKKTVELSVYVSPDFRKRGVGEALMQEIIRLAREDRNTRTV 117 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           ++VI   N  S+RLHE LG++  G +   G K G   D+ 
Sbjct: 118 ISVITAENQASIRLHEKLGFSFCGKMHEVGEKFGRMLDI 156 
 
 
>ref|YP_001710167.1| putative toxin resistance acetyltransferase [Clavibacter 
           michiganensis subsp. sepedonicus] 
 emb|CAQ01551.1| putative acetyltransferase protein (toxin resistance) [Clavibacter 
           michiganensis subsp. sepedonicus] 
          Length = 229 
 
 Score = 81.6 bits (200), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 55/155 (35%), Positives = 75/155 (48%), Gaps = 7/155 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW---IDDLERLQDRYPWLVA-EV 64 
           EIRPA  +D+  + +I NHY+  STV F     T   W      LER+    P+LVA    
Sbjct: 29  EIRPAVTSDLPDIREIYNHYVMNSTVTFDETRMTLARWRGRFGQLERMG--MPFLVAVSP 86 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A   P   R +   TVE ++Y+       GLG  L   L+ +      + V+A 
Sbjct: 87  SGQVLGYALVEPVGNRRSSRTTVEDSIYLGAASTGKGLGRALLVALVDACREARIREVIA 146 
 
Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           VI     D S+RLH +LG+T  G +   G+K G W 
Sbjct: 147 VIADQGADASIRLHASLGFTESGRMGRVGWKFGRW 181 
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>ref|ZP_06548680.1| acetyltransferase [Klebsiella sp. 1_1_55] 
 gb|EFD86700.1| acetyltransferase [Klebsiella sp. 1_1_55] 
          Length = 172 
 
 Score = 81.6 bits (200), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 80/170 (47%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IRPA   D AA+ +I NH  + T+ + N +T +      W +   R    +P LV E  
Sbjct: 1   MSIRPAIKDDCAAIAEIYNHAVVHTAAIWNDKTVDTDNRIAWFE--ARQLAGFPVLVNEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G +  G W+A + +  TVE +VYV   HQ  GLG  L   L+          +VA 
Sbjct: 59  NGVITGYSSFGDWRAFDGFRHTVEHSVYVHPDHQGKGLGRKLLVALIAEARRLNKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+ LHE LG+   G +   G K G W D+ F Q   +    P 
Sbjct: 119 GIESQNHASLHLHETLGFITTGQMPQVGTKFGRWLDLTFMQLQLDERQAP 168 
 
 
>ref|YP_002997301.1| phosphinothricin N-acetyltransferase [Streptococcus dysgalactiae 
           subsp. equisimilis GGS_124] 
 dbj|BAH82087.1| phosphinothricin N-acetyltransferase [Streptococcus dysgalactiae 
           subsp. equisimilis GGS_124] 
          Length = 206 
 
 Score = 81.6 bits (200), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 50/163 (30%), Positives = 75/163 (46%), Gaps = 9/163 (5%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            V +R AT  D  A+  I   Y+  + V F  E    + +   + ++   YP+LVAE  G 
Sbjct: 14  SVSVRLATLEDAEALLAIYAPYVTDTAVTFDYEVPDLEAFKKRMIQIMAFYPYLVAEEAG 73 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA  + AR AY W+ E T+Y++  ++  G G+ LY  L + +   G  +  A I 
Sbjct: 74  SILGYAYASAFHARAAYAWSAEVTIYLAMENKGKGFGTKLYQALERYLTKMGILNCNACI 133 
 
Query: 127 G--------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                    L N   +  HE +GY   G     GYK   W D+ 
Sbjct: 134 ASTACESPCLANHSQL-FHEKMGYQLVGKFHQVGYKFDQWFDM 175 
 
 
>ref|ZP_03543324.1| GCN5-related N-acetyltransferase [Comamonas testosteroni KF-1] 
 gb|EED67610.1| GCN5-related N-acetyltransferase [Comamonas testosteroni KF-1] 
          Length = 177 
 
 Score = 81.6 bits (200), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 51/159 (32%), Positives = 80/159 (50%), Gaps = 3/159 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWL-VAEVEGVVAGIAYAGP 76 
           AA+ DI N  I  ST  +  +P+T Q  +   E +    +P + + + +G + G    G  
Sbjct: 16  AAILDIFNDAIVNSTALYDYQPRTAQNMVSWFEAKRAGGFPVIGIEDAQGRLLGFCSWGS 75 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSVVAVIGLPNDPSVR 135 
           ++A  AY +TVE +VYV   H+ LGLG  L   L+     +G    +V  I   N  S+  
Sbjct: 76  FRAYPAYKYTVEHSVYVHPEHRGLGLGQQLMDLLIAEARQRGDVHVLVGAIDAANAGSIA 135 
 
Query: 136 LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LH+ LG+ + G +   G+K G W D+ F+Q   + P  P 
Sbjct: 136 LHKRLGFESVGLMPQVGFKFGRWLDLAFYQLTLQTPLNP 174 
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>ref|YP_002238268.1| acetyltransferase, GNAT family [Klebsiella pneumoniae 342] 
 ref|YP_003439315.1| GCN5-related N-acetyltransferase [Klebsiella variicola At-22] 
 gb|ACI09389.1| acetyltransferase, GNAT family [Klebsiella pneumoniae 342] 
 gb|ADC58283.1| GCN5-related N-acetyltransferase [Klebsiella variicola At-22] 
          Length = 172 
 
 Score = 81.6 bits (200), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 57/170 (33%), Positives = 80/170 (47%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IRPA   D AA+ +I NH  + T+ + N +T +      W +   R    +P LV E  
Sbjct: 1   MSIRPAIKDDCAAIAEIYNHAVVHTAAIWNDKTVDTDNRIAWFE--ARQLAGFPVLVNEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G +  G W+A + +  TVE +VYV   HQ  GLG  L   L+          +VA 
Sbjct: 59  NGVITGYSSFGDWRAFDGFRHTVEHSVYVHPDHQGKGLGRKLLVALIAEARRLNKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S+ LHE LG+   G +   G K G W D+ F Q   +    P 
Sbjct: 119 GIESQNHASLHLHETLGFITTGQMPQVGTKFGRWLDLTFMQLQLDERQDP 168 
 
 
>ref|YP_002140771.1| GNAT family acetyltransferase [Geobacter bemidjiensis Bem] 
 gb|ACH40975.1| acetyltransferase, GNAT family [Geobacter bemidjiensis Bem] 
          Length = 178 
 
 Score = 81.6 bits (200), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 52/157 (33%), Positives = 77/157 (49%), Gaps = 2/157 (1%) 
 
Query: 20  AVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWL-VAEVEGVVAGIAYAGPW 77 
           A+ +I N  I  ST  +  +P+T Q  +D    +    +P + + +  GV+ G    G + 
Sbjct: 19  AILEIFNDAILHSTALYDYKPRTLQAMVDWFAAKRAGGFPVIGIEDSNGVLLGFGSYGTF 78 
 
Query: 78  KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 137 
           +   AY +TVE +VYV   H+  GLG  +   LL         +VV  I   N  S+ LH 
Sbjct: 79  RGWPAYKYTVEHSVYVHKDHRGHGLGQAVMRELLAVARENDVHAVVGAIDAANTGSIALH 138 
 
Query: 138 EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           E LG+   GTL   G+K G W D+ F+Q   + PA P 
Sbjct: 139 ERLGFKHVGTLPQVGFKFGRWLDLAFYQLLLDTPAHP 175 
 
 
>ref|YP_222318.1| acetyltransferase [Brucella abortus bv. 1 str. 9-941] 
 ref|YP_415015.1| GCN5-related N-acetyltransferase [Brucella melitensis biovar 
           Abortus 2308] 
 ref|ZP_05153077.1| GCN5-related N-acetyltransferase [Brucella abortus bv. 6 str. 870] 
 ref|ZP_05159799.1| GCN5-related N-acetyltransferase [Brucella abortus bv. 2 str. 
           86/8/59] 
 ref|ZP_05189435.1| GCN5-related N-acetyltransferase [Brucella abortus bv. 4 str. 292] 
 ref|ZP_05463612.1| GCN5-related N-acetyltransferase [Brucella abortus bv. 9 str. C68] 
 ref|ZP_05822965.1| N-acetyltransferase [Brucella abortus NCTC 8038] 
 ref|ZP_05867702.1| N-acetyltransferase [Brucella abortus bv. 6 str. 870] 
 ref|ZP_05870924.1| N-acetyltransferase [Brucella abortus bv. 4 str. 292] 
 ref|ZP_05874745.1| N-acetyltransferase [Brucella abortus bv. 2 str. 86/8/59] 
 ref|ZP_05895984.1| N-acetyltransferase [Brucella abortus bv. 9 str. C68] 
 gb|AAX74957.1| acetyltransferase, GNAT family [Brucella abortus bv. 1 str. 9-941] 
 emb|CAJ11620.1| GCN5-related N-acetyltransferase [Brucella melitensis biovar 
           Abortus 2308] 
 gb|EEW79470.1| N-acetyltransferase [Brucella abortus NCTC 8038] 
 gb|EEX55834.1| N-acetyltransferase [Brucella abortus bv. 4 str. 292] 
 gb|EEX59655.1| N-acetyltransferase [Brucella abortus bv. 2 str. 86/8/59] 
 gb|EEX62283.1| N-acetyltransferase [Brucella abortus bv. 6 str. 870] 
 gb|EEX80967.1| N-acetyltransferase [Brucella abortus bv. 9 str. C68] 
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          Length = 164 
 
 Score = 81.6 bits (200), Expect = 4e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 83/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +   +W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRHQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 63  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 162 
 
 
>gb|EFA85320.1| hypothetical protein PPL_02321 [Polysphondylium pallidum PN500] 
          Length = 176 
 
 Score = 81.6 bits (200), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 43/170 (25%), Positives = 85/170 (50%), Gaps = 6/170 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER--LQDRYPWLVAEVE 65 
           + IR A  +D+AA+ DI N+ I      F     +  E     E   +++++P++VA    
Sbjct: 6   INIRYAKYSDIAAITDIYNYSIRHEISTFEEVEISVDEMKARYEEVVIKEKHPYIVATTR 65 
 
Query: 66  G----VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           G    +V G  Y   ++AR+ Y +T   ++Y+ H H+   +GS L   +++  +   + + 
Sbjct: 66  GKDGEIVIGYCYLLRYRARSGYRYTSTDSIYIHHEHRGKRVGSLLLERIIEIAKEMNYYN 125 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           ++ V    ND S++LH+  G+    ++   G K   W +  ++Q +F+L  
Sbjct: 126 MIGVASGGNDVSIKLHKRFGFRFLCSMENVGLKFNQWINTDYFQLNFQLT 175 
 
 
>gb|EFY03230.1| acetyltransferase (GNAT) family protein [Streptococcus dysgalactiae 
           subsp. dysgalactiae ATCC 27957] 
          Length = 325 
 
 Score = 81.3 bits (199), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 50/162 (30%), Positives = 75/162 (46%), Gaps = 9/162 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V IR AT  D   +  I   Y+  + V F  E    + +   + ++   YP+LVAE  G  
Sbjct: 3   VSIRLATLEDAETLLAIYAPYVTDTAVTFDYEVPNLEAFKKCMVQIMAFYPYLVAEEAGS 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA  + AR AY W+ E T+Y++  ++  G+G+ LY  L + +   G  +  A I  
Sbjct: 63  ILGYAYASAFHARAAYAWSAEVTIYLAMENKGKGVGTKLYQALERYLTKMGILNCNACIA 122 
 
Query: 128 --------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                   L N   +  HE +GY   G     GYK   W D+ 
Sbjct: 123 STACESPYLANHSQL-FHEKMGYQLAGKFHQVGYKFDQWFDM 163 
 
 
>ref|YP_001527618.1| putative acetyltransferase protein [Azorhizobium caulinodans ORS 
           571] 
 dbj|BAF90700.1| putative acetyltransferase protein [Azorhizobium caulinodans ORS 
           571] 
          Length = 171 
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 Score = 81.3 bits (199), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 59/171 (34%), Positives = 82/171 (47%), Gaps = 6/171 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVA-E 63 
           ++IR ATAAD+  +  I N  +  +T  +     +      W+    R +  YP LVA + 
Sbjct: 1   MDIRDATAADIDGILAIYNDAVAHTTAIWNETLVDRDNRLAWL--TARTEAGYPVLVAVD 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G V G A  G W+A + Y  TVE +VYV    +  G+G  L   L+    A G   +V 
Sbjct: 59  SAGAVLGYASFGDWRAFDGYRHTVEHSVYVRADARGGGIGRALMEALIARARALGKHVMV 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           A I   N  S++LH ALG+ A G L   G K G W D+ F Q   + P  P 
Sbjct: 119 AGIDAENAASLKLHAALGFKAVGHLPEVGVKFGRWLDLAFLQLILDPPGTP 169 
 
 
>ref|NP_698636.1| acetyltransferase [Brucella suis 1330] 
 ref|YP_001593471.1| phosphinothricin N-acetyltransferase [Brucella canis ATCC 23365] 
 ref|ZP_05165263.1| phosphinothricin N-acetyltransferase [Brucella suis bv. 3 str. 
686] 
 ref|ZP_05839212.1| N-acetyltransferase [Brucella suis bv. 4 str. 40] 
 ref|ZP_05997773.1| N-acetyltransferase [Brucella suis bv. 3 str. 686] 
 gb|AAN30551.1| acetyltransferase, GNAT family [Brucella suis 1330] 
 gb|ABX62700.1| Phosphinothricin N-acetyltransferase [Brucella canis ATCC 23365] 
 gb|EEW89210.1| N-acetyltransferase [Brucella suis bv. 4 str. 40] 
 gb|EEY31743.1| N-acetyltransferase [Brucella suis bv. 3 str. 686] 
          Length = 164 
 
 Score = 81.3 bits (199), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 63  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EPGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 162 
 
 
>ref|YP_003977234.1| GNAT family acetyltransferase 4 [Achromobacter xylosoxidans A8] 
 gb|ADP14519.1| acetyltransferase, GNAT family protein 4 [Achromobacter 
           xylosoxidans A8] 
          Length = 185 
 
 Score = 81.3 bits (199), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 52/158 (32%), Positives = 78/158 (49%), Gaps = 6/158 (3%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAE-VEGVVAGIAYAGP 76 
           +  I+N  I  ST  +  +P   +  Q W     + Q  +P +  E   G +   A  G  
Sbjct: 27  ILAILNEAIVNSTALYDYKPRPREAMQGWFQ--AKQQGGFPVVGYENAAGELMAFASYGT 84 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE +VYV  R + LGLG  L   L++   A     +V  I   N  S+RL 
Sbjct: 85  FRAWPAFKYSVEHSVYVDGRFRGLGLGEALMQVLIQRARANQVHVLVGGIDASNQGSIRL 144 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE LG+   GT+R AG+K G W D+ F+Q   + P  P 
Sbjct: 145 HEKLGFKHAGTIREAGFKFGRWLDLAFYQLTLDTPEQP 182 
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>ref|ZP_08127446.1| hypothetical protein AoriK_13175 [Actinomyces oris K20] 
          Length = 427 
 
 Score = 81.3 bits (199), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 60/168 (35%), Positives = 84/168 (50%), Gaps = 9/168 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVAEVEG 66 
           IRPAT AD  A+  I N  +  S   + +  Q     + W   L  +  R   LVA V G 
Sbjct: 20  IRPATMADSPAIRRIRNAAVRESLAIWTSIEQDHAGAEAW---LAPMVQRGTALVAHVSG 76 
 
Query: 67  V---VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
               V G A AGPW +   Y  TVE ++Y+S   Q  GLG+ L   L+++    G ++++ 
Sbjct: 77  EPHDVVGFAVAGPWHSYEGYARTVEDSIYLSPAAQGKGLGARLLAALIEASRRAGDRTMI 136 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           A+I   +  SVRLHE  G+T  GT+  AG KHG   D+    R  + P 
Sbjct: 137 ALIEAGHATSVRLHERYGFTTVGTVPQAGEKHGQILDLTLMSRCLKGP 184 
 
 
>ref|YP_003271604.1| GCN5-like N-acetyltransferase [Gordonia bronchialis DSM 43247] 
 gb|ACY19711.1| GCN5-related N-acetyltransferase [Gordonia bronchialis DSM 43247] 
          Length = 172 
 
 Score = 81.3 bits (199), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 53/170 (31%), Positives = 84/170 (49%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTV--NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           ++IR A  AD+ A+  I N  +E +T   N R  + +  + W+  ++R    YP LVA+  
Sbjct: 1   MDIRDALQADLDAITAIYNDAVENTTAIWNERVVDVENRRAWM--VDRRAAGYPVLVADD 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G + G A  G ++  + Y  TVE +VYV    +   +G +L   L++         ++A 
Sbjct: 59  DGDIVGYATFGDYRPFDGYRHTVEHSVYVRFDQRGRQVGWSLMVELIERARQLDKHVMIA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            +   N  S+RLHE LG+   G LR  G K G W D+ F Q   +    P 
Sbjct: 119 AVDAENSGSIRLHEKLGFVPAGELRQVGTKFGRWLDLAFLQLTLDDRVDP 168 
 
 
>ref|YP_001206849.1| putative phosphinothricin N-acetyltransferase [Bradyrhizobium sp. 
           ORS278] 
 emb|CAL78632.1| putative phosphinothricin N-acetyltransferase [Bradyrhizobium sp. 
           ORS278] 
          Length = 190 
 
 Score = 81.3 bits (199), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 53/177 (29%), Positives = 81/177 (45%), Gaps = 12/177 (6%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-----RYPWLVA 62 
           V +RP+   D+ A+  I   +I     +       P+   DDL++ +      R P LVA 
Sbjct: 14  VLVRPSRDEDVEAMLAIYRRHIRRGVEDSAANTGAPEP--DDLKQRRKNLRNHRLPHLVA 71 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
              G V G AY   ++ R AY + V+ ++YV H H   G+G  L   L+ +  A G++ + 
Sbjct: 72  TFRGEVVGYAYVVQFRKRPAYRFAVKHSIYVHHEHLGRGVGRLLMQALIDASAAAGYRQM 131 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-----ELPAPP 174 
           +  I   N  S+ +HE  G+   G L    Y++G W D    QR       E PA P 
Sbjct: 132 IGYIDADNTASLGIHERFGFVRVGLLPGVAYRYGRWSDTVMVQRSLGPGAAEAPATP 188 
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>ref|ZP_06911259.1| phosphinothricin N-acetyltransferase [Streptomyces 
           pristinaespiralis ATCC 25486] 
 gb|EDY64129.1| phosphinothricin N-acetyltransferase [Streptomyces 
           pristinaespiralis ATCC 25486] 
          Length = 182 
 
 Score = 81.3 bits (199), Expect = 6e-14,   Method: Compositional matrix adjust. 
 Identities = 53/181 (29%), Positives = 90/181 (49%), Gaps = 16/181 (8%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP--WLV 61 
           E   V++R    AD+ A+ DI NHY+  +++ F T   TP++    L    +  P   LV 
Sbjct: 3   EHAEVQVRAGAEADLKALTDIYNHYVRETSITFDTTVFTPEQRRSWLHSHPEDGPHRLLV 62 
 
Query: 62  AE-------------VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 108 
           A+              +G++ G A + P++ + AY  +VE +VY + +    G+G+ LY  
Sbjct: 63  AQDVRFAGPDPSKHPADGIL-GYATSSPFRPKAAYSTSVEVSVYCAPQAAGGGIGTLLYK 121 
 
Query: 109 HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            L +++  +      A + LPND SVRLH   G+   GT    G K G + DV ++++   
Sbjct: 122 ALFEALADEDVHRAYAGVALPNDASVRLHTRFGFRHVGTYGEVGRKFGRYWDVAWYEKRL 181 
 
Query: 169 E 169 
           + 
Sbjct: 182 D 182 
 
 
>ref|NP_662156.1| acetyltransferase [Chlorobium tepidum TLS] 
 gb|AAM72498.1| acetyltransferase GNAT family [Chlorobium tepidum TLS] 
          Length = 164 
 
 Score = 81.3 bits (199), Expect = 6e-14,   Method: Compositional matrix adjust. 
 Identities = 46/163 (28%), Positives = 80/163 (49%), Gaps = 2/163 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVE 65 
           P+E+ P  A D+  +  I N+Y+E +   +   P + + ++  L      YP  VA + + 
Sbjct: 3   PIELLPVCADDLDEMAGIFNYYVEHTLATYTETPVSVERFVS-LMCFSPGYPAFVARDSD 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G +AG     P+    A+D T E T ++S  +   G+GS +   L       G +++VA  
Sbjct: 62  GALAGFGLLRPYSPIPAFDRTAELTCFLSKGNTGRGIGSAILQALESEAVELGIETIVAT 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +   N+ S+R H A G+  +G L   G ++G   DV + Q+ F 
Sbjct: 122 VSSLNEESLRFHLARGFVEQGRLVGIGSRNGRCFDVIYLQKTF 164 
 
 
>ref|ZP_01229015.1| phosphinothricin N-acetyltransferase [Aurantimonas manganoxydans 
           SI85-9A1] 
 gb|EAS48385.1| phosphinothricin N-acetyltransferase [Aurantimonas manganoxydans 
           SI85-9A1] 
          Length = 182 
 
 Score = 80.9 bits (198), Expect = 7e-14,   Method: Compositional matrix adjust. 
 Identities = 51/159 (32%), Positives = 82/159 (51%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE-VEGV 67 
           IR A  AD+ A+  I    +   T +F   P    E       +  + +P++VAE  +G  
Sbjct: 6   IRLAVLADVPALTAIYEDAVLHGTASFELVPPDQAEMEARFNAITGQCFPYIVAEDSDGT 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G AYA  ++ R AY + VE +VY++   +   +G+ L + L++    +GF+ ++AVIG 
Sbjct: 66  VLGYAYANAFRTRPAYRFAVEDSVYLAPEAKGRRIGTDLLSRLVELSAERGFRQMIAVIG 125 
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Query: 128 LPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             +  PS+RLHE  G+   G    +G+K G W D    Q 
Sbjct: 126 GSDHTPSIRLHERAGFRMIGVFENSGFKFGRWIDTVLMQ 164 
 
 
>ref|YP_001846218.1| sortase [Acinetobacter baumannii ACICU] 
 ref|ZP_06785718.1| sortase [Acinetobacter sp. 6014059] 
 gb|ACC56871.1| Sortase [Acinetobacter baumannii ACICU] 
 gb|ACU00284.1| sortase [Acinetobacter baumannii] 
 gb|ADX03651.1| sortase [Acinetobacter baumannii 1656-2] 
 gb|ADX91665.1| sortase [Acinetobacter baumannii TCDC-AB0715] 
 gb|ADX92177.1| sortase [Acinetobacter baumannii TCDC-AB0715] 
          Length = 181 
 
 Score = 80.9 bits (198), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 49/180 (27%), Positives = 86/180 (47%), Gaps = 12/180 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-----RLQD 55 
           +    R ++   A  A   A+ +I+N  I  ST  +   P++    +D ++     + ++ 
Sbjct: 5   LDSNFRLIDCNEAEHA--VAILEILNDAIVNSTALYDYVPRS----LDSMKTWFSVKREN 58 
 
Query: 56  RYPWL-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            +P + V +  G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++   
Sbjct: 59  GFPVIGVVDELGKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRA 118 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +      ++  I   N  S+ LHE +G+T  GT +  G+K G W D  F+Q     P  P 
Sbjct: 119 QQAQLHVLIGCIDATNQASIGLHEKMGFTHAGTFKQVGFKFGQWLDAAFYQLILNTPFEP 178 
 
 
>ref|YP_001751487.1| GCN5-related N-acetyltransferase [Pseudomonas putida W619] 
 gb|ACA75118.1| GCN5-related N-acetyltransferase [Pseudomonas putida W619] 
          Length = 171 
 
 Score = 80.5 bits (197), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 57/169 (33%), Positives = 75/169 (44%), Gaps = 5/169 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           EIR A  AD+  + DI N  +  +T  +   P        W +   R Q  YP LVA    
Sbjct: 4   EIRDALPADVPGILDIYNDAVRNTTAIWNDTPVDLGNRHAWFE--ARAQQGYPILVAVDH 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+    +  TVE +VY+    +  GLG  L   L++     G   +VA  
Sbjct: 62  SGVLGYASFGDWRPFEGFRNTVEHSVYIRGDQRGKGLGPQLMAALIERARGCGKHVMVAA 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  SVRLHE LG+   G +   G K G W D+ F Q   +  A P 
Sbjct: 122 IESGNAASVRLHERLGFVVTGQMPQVGVKFGRWLDLTFMQLVLDPGAEP 170 
 
 
>ref|YP_003642748.1| Phosphinothricin acetyltransferase [Thiomonas intermedia K12] 
 gb|ADG30418.1| Phosphinothricin acetyltransferase [Thiomonas intermedia K12] 
          Length = 175 
 
 Score = 80.5 bits (197), Expect = 8e-14,   Method: Compositional matrix adjust. 
 Identities = 52/156 (33%), Positives = 77/156 (49%), Gaps = 2/156 (1%) 
 
Query: 24  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVVAGIAYAGPWKARNA 82 
           I  H++   T  F T      E +  L+ +Q R  PWLVA     + G AYA  ++AR A 
Sbjct: 20  IYGHHVLHGTGTFETLAPDEAEMLRRLQEVQSRGLPWLVAVRGQEIIGYAYANWFRAREA 79 
 
Query: 83  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LPNDPSVRLHEALG 141 
           + +TVE ++Y++    R G+G  L   L+ +    G + ++AVIG   N  S+ LH A G 
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Sbjct: 80  FRFTVEDSIYIAPNGLRQGVGGQLLDALIDTCTQSGARQMLAVIGDSANAGSIGLHRARG 139 
 
Query: 142 YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           +   G +   G+K   W DV F QR     A   P+ 
Sbjct: 140 FEELGRMPTVGWKFDRWLDVVFMQRALGAGAETSPI 175 
 
 
>ref|YP_003732477.1| putative antibiotic resistance (phosphinothricin 
           N-acetyltransferase) [Acinetobacter sp. DR1] 
 gb|ADI91104.1| putative antibiotic resistance (phosphinothricin 
           N-acetyltransferase) [Acinetobacter sp. DR1] 
          Length = 181 
 
 Score = 80.5 bits (197), Expect = 9e-14,   Method: Compositional matrix adjust. 
 Identities = 43/158 (27%), Positives = 77/158 (48%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWL-VAEVEGVVAGIAYAGP 76 
            A+ +I+N  I  ST  +   P++ +   +    + ++ +P + + +    + G A  G  
Sbjct: 21  GAILEILNEAIINSTALYDYLPRSEESMKNWFSVKRENGFPVIGIIDETNKLLGFASWGT 80 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  AY +TVE ++Y+ H H+  GL   L   L+K  +      ++  I   N  S+ L 
Sbjct: 81  FRAFPAYKYTVEHSIYIHHEHRGCGLSKILMQELIKRAQEAELHVLIGCIDATNQASIGL 140 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE +G+   GT +  G+K G W D  F+Q +   P  P 
Sbjct: 141 HEKMGFIHAGTFKQVGFKFGQWLDAAFYQLNLNTPQQP 178 
 
 
>gb|ACR54770.1| sortase [Acinetobacter genomosp. 13TU] 
          Length = 181 
 
 Score = 80.5 bits (197), Expect = 9e-14,   Method: Compositional matrix adjust. 
 Identities = 49/180 (27%), Positives = 86/180 (47%), Gaps = 12/180 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-----RLQD 55 
           +    R ++   A  A   A+ +I+N  I  ST  +   P++    +D ++     + ++ 
Sbjct: 5   LDSNIRLIDCNEAEHA--VAILEILNDAIVNSTALYDYVPRS----LDSMKTWFSVKREN 58 
 
Query: 56  RYPWL-VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            +P + V +  G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++   
Sbjct: 59  GFPVIGVVDELGKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRA 118 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +      ++  I   N  S+ LHE +G+T  GT +  G+K G W D  F+Q     P  P 
Sbjct: 119 QQAQLHVLIGCIDATNQASIGLHEKMGFTHAGTFKQVGFKFGQWLDAAFYQLILNTPFEP 178 
 
 
>ref|YP_522665.1| GCN5-related N-acetyltransferase [Rhodoferax ferrireducens T118] 
 gb|ABD69134.1| GCN5-related N-acetyltransferase [Rhodoferax ferrireducens T118] 
          Length = 174 
 
 Score = 80.5 bits (197), Expect = 9e-14,   Method: Compositional matrix adjust. 
 Identities = 50/169 (29%), Positives = 81/169 (47%), Gaps = 2/169 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           IRP+   D+ A+  I   ++   T  F  +P +P +     ++ L    P+LVA     V 
Sbjct: 4   IRPSQTEDIPAIAAIYARHVLHGTGTFEIDPPSPDDMAQRRVDVLAKGLPYLVAAKGDQV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AY   +K R AY ++ E ++Y++      GLG  L   L+   E  G + ++AVIG  
Sbjct: 64  MGFAYCNWFKPRPAYRFSAEDSIYLADEAIGQGLGRALLAELMAQAEKAGVRKLIAVIGD 123 
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Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
             N  S+ +H + G++  G L++ G+K   W DV    +   L A   P 
Sbjct: 124 SANHGSIGVHRSAGFSMVGVLKSCGWKFDQWLDVVMMDKALGLGATRAP 172 
 
 
>ref|YP_004278147.1| GCN5-related N-acetyltransferase [Agrobacterium sp. H13-3] 
 gb|ADY63827.1| GCN5-related N-acetyltransferase [Agrobacterium sp. H13-3] 
          Length = 165 
 
 Score = 80.5 bits (197), Expect = 9e-14,   Method: Compositional matrix adjust. 
 Identities = 49/158 (31%), Positives = 76/158 (48%), Gaps = 5/158 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
            +E+R AT  D++ + +I N  +  +T        + +  +EW     R    +P +VA  
Sbjct: 2   SLELRDATVEDLSGIMEIYNDAVLNTTAIWNEVLVDLENRKEWFS--ARKSRDFPVIVAI 59 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           ++G VAG A  G W+A + Y  T E +VYV    +  G+G  L   L+          ++ 
Sbjct: 60  LDGKVAGYASYGDWRAFDGYRHTREHSVYVHKDARGHGIGKRLMQALIDHASGNDVHVLI 119 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE+LG+T  G     G K G W D+ 
Sbjct: 120 AAIESENAASIRLHESLGFTVAGRFSEVGTKFGRWLDL 157 
 
 
>ref|ZP_07471113.1| acetyltransferase [Brucella sp. NF 2653] 
 gb|EFM62873.1| acetyltransferase [Brucella sp. NF 2653] 
          Length = 202 
 
 Score = 80.5 bits (197), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 83/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 43  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 100 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G  L   L++    +    ++A I 
Sbjct: 101 QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRALLAELVEEARERKVHVLIAGI 160 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 161 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 200 
 
 
>ref|ZP_06808016.1| phosphinothricin acetyltransferase [Aerococcus viridans ATCC 
11563] 
 gb|EFG49489.1| phosphinothricin acetyltransferase [Aerococcus viridans ATCC 11563] 
          Length = 186 
 
 Score = 80.5 bits (197), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 56/170 (32%), Positives = 86/170 (50%), Gaps = 10/170 (5%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWL 60 
           E   V IRPA  AD A +  I N+YI+ +T++FR   T+    ++ I   ER+    P+L 
Sbjct: 16  ENDQVLIRPAELADAAQLTAIYNYYIQNTTISFRIALTDVSLKEQQI--TERIGIN-PFL 72 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-- 118 
           VA+ EG V G AY     A   Y  + E ++Y+    +  G+GS LY  L + +       
Sbjct: 73  VADYEGQVIGFAYTSDAGAYEGYRPSKEISIYLDAHVKAKGIGSRLYQALEQEVIDNYPD 132 
 
Query: 119 -FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
            +K V  V G  N+ S++ H+  G+   G  +  GYK   W DV + ++D 
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Sbjct: 133 IYKLVSQVTG-TNESSLKFHKKHGFEQFGVCKNMGYKFDQWLDVVYLEKD 181 
 
 
>ref|YP_003308692.1| phosphinothricin acetyltransferase [Sebaldella termitidis ATCC 
           33386] 
 gb|ACZ08761.1| Phosphinothricin acetyltransferase [Sebaldella termitidis ATCC 
           33386] 
          Length = 165 
 
 Score = 80.5 bits (197), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 51/157 (32%), Positives = 83/157 (52%), Gaps = 1/157 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68 
           IR    +D  A+  I N+Y++ +TV F TE     E    +++ L+  YP++V E EG+V 
Sbjct: 2   IRSVRLSDAEAIAKIYNYYVKETTVTFETEEIDITEMEKRIKKTLEYGYPFIVHEEEGIV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G AY   W+ R +Y+ T+E+++YV    +  G G  LY  L++  +  G   ++ V+   
Sbjct: 62  TGYAYVRKWRERISYNNTLETSIYVDKDKKTKGTGKKLYNSLIEKCKKSGVHVLIGVLSH 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            N  S +LH+  G+   G  + A  K G + DV FW  
Sbjct: 122 TNTASKKLHKNTGFEKTGHFKEAANKFGKFIDVEFWS 158 
 
 
>ref|YP_046305.1| putative phosphinothricin N-acetyltransferase [Acinetobacter sp. 
           ADP1] 
 pdb|2JLM|A Chain A, Structure Of A Putative Acetyltransferase (Aciad1637) From 
           Acinetobacter Baylyi Adp1 
 pdb|2JLM|B Chain B, Structure Of A Putative Acetyltransferase (Aciad1637) From 
           Acinetobacter Baylyi Adp1 
 pdb|2JLM|C Chain C, Structure Of A Putative Acetyltransferase (Aciad1637) From 
           Acinetobacter Baylyi Adp1 
 pdb|2JLM|D Chain D, Structure Of A Putative Acetyltransferase (Aciad1637) From 
           Acinetobacter Baylyi Adp1 
 pdb|2JLM|E Chain E, Structure Of A Putative Acetyltransferase (Aciad1637) From 
           Acinetobacter Baylyi Adp1 
 pdb|2JLM|F Chain F, Structure Of A Putative Acetyltransferase (Aciad1637) From 
           Acinetobacter Baylyi Adp1 
 emb|CAG68483.1| putative antibiotic resistance (phosphinothricin 
           N-acetyltransferase) [Acinetobacter sp. ADP1] 
          Length = 182 
 
 Score = 80.5 bits (197), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 49/159 (30%), Positives = 81/159 (50%), Gaps = 6/159 (3%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVE-GVVAGIAYAGP 76 
           + +I+N  I  ST  +  +P++ +    W     + Q+ +P + A  E G + G A  G  
Sbjct: 24  ILEILNDAIINSTALYDYKPRSKESMAAWF--ATKRQNNFPIIGAVNEVGQLLGFASWGS 81 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  AY +TVE +VY+   ++ LGL   L   L+K         +V  I   N  S++L 
Sbjct: 82  FRAFPAYKYTVEHSVYIHKDYRGLGLSKHLMNELIKRAVESEVHVMVGCIDATNVASIQL 141 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
           H+ LG+   GT++ AG+K G W D  F+Q   + P  P+ 
Sbjct: 142 HQKLGFIHSGTIQQAGFKFGRWLDAAFYQLTLDTPLHPQ 180 
 
 
>ref|ZP_04681054.1| acetyltransferase [Ochrobactrum intermedium LMG 3301] 
 gb|EEQ96560.1| acetyltransferase [Ochrobactrum intermedium LMG 3301] 
          Length = 198 
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 Score = 80.1 bits (196), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 82/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  +EW+    R +D +P LVAE +G 
Sbjct: 39  IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRREWLK--ARNRDGFPVLVAERDG 96 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G A  GP++    +  + E ++YV+   +  G+G  L   L++    +    +VA I 
Sbjct: 97  AILGYASYGPFRPFEGFRHSSELSIYVASNARGGGIGRALLAELVEEARERKVHVLVAGI 156 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  SV LH++ G+   GTLR  G K G W D+ F Q+ 
Sbjct: 157 EAGNAASVALHKSQGFEDCGTLRQVGQKFGRWLDLTFMQK 196 
 
 
>ref|ZP_06686178.1| acetyltransferase [Achromobacter piechaudii ATCC 43553] 
 gb|EFF76894.1| acetyltransferase [Achromobacter piechaudii ATCC 43553] 
          Length = 185 
 
 Score = 80.1 bits (196), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 57/181 (31%), Positives = 84/181 (46%), Gaps = 15/181 (8%) 
 
Query: 7   PVEIRPATAADMA---------AVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQ 54 
           P EIR    A +           +  I N  I  ST  +  +P+ P   Q W     + Q 
Sbjct: 4   PAEIRAPQGATLVDCTHARHADQILAIFNDAIVNSTALYDYKPRPPEAMQGWFQ--AKQQ 61 
 
Query: 55  DRYPWLVAEVE-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
             +P +  E E G +   A  G ++A  A+ ++VE +VYV  R +  GLG  +   L++  
Sbjct: 62  GGFPVVGFENEAGELMAFASYGTFRAWPAFKYSVEHSVYVDARFRGQGLGIAMMQVLIER 121 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
             A     +V  I   N  S+ LHE LG+T  GT+R AG+K G W D+ F+Q   + P   
Sbjct: 122 ARANQVHVLVGGIDASNTGSIHLHEKLGFTHAGTIRQAGFKFGRWLDLAFYQLTLDTPEQ 181 
 
Query: 174 P 174 
           P 
Sbjct: 182 P 182 
 
 
>ref|YP_003807359.1| GCN5-related N-acetyltransferase [Desulfarculus baarsii DSM 2075] 
 gb|ADK84765.1| GCN5-related N-acetyltransferase [Desulfarculus baarsii DSM 2075] 
          Length = 365 
 
 Score = 80.1 bits (196), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 49/159 (30%), Positives = 76/159 (47%), Gaps = 1/159 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +RPA A D  AV  I NHY+  S   +   P  PQ +   L    D   ++VAE +G  
Sbjct: 206 IVLRPADAQDGPAVMAIFNHYVANSFAAYPETPHPPQAFEHLLNICLDG-SFVVAEEDGQ 264 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G+ +  P+        T + T +++  H   GLG  L   L+ S   +G  +++A +  
Sbjct: 265 VIGLGFLTPFLPAETLRRTAQVTYFIAPEHTGKGLGRLLLQSLVASARQRGVDTLLAHVS 324 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+R H+  G+  RG L+  G KHG    V + Q+ 
Sbjct: 325 SLNQGSIRFHQQNGFERRGELQRVGRKHGQDFGVVYLQK 363 
 
 
>gb|ADX25103.1| acetyltransferase (GNAT) family protein [Streptococcus dysgalactiae 
           subsp. equisimilis ATCC 12394] 
          Length = 194 
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 Score = 80.1 bits (196), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 49/163 (30%), Positives = 74/163 (45%), Gaps = 9/163 (5%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            V +R AT  D  A+  I   Y+  + V F  E    + +   + ++   YP+LVAE  G 
Sbjct: 2   SVSVRLATLEDAEALLAIYAPYVTDTAVTFDYEVPDLEAFKKRMIQIMAFYPYLVAEEAG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G AYA  + AR AY W+ E T+Y++  ++  G G+ LY  L + +   G  +    I 
Sbjct: 62  SILGYAYASAFHARAAYAWSAEVTIYLAMENKGKGFGTKLYQALERYLTKMGILNCNVCI 121 
 
Query: 127 G--------LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                    L N   +  HE +GY   G     GYK   W D+ 
Sbjct: 122 ASTACESPYLANHSQL-FHEKMGYQLVGKFHQVGYKFDQWFDM 163 
 
 
>ref|YP_001326928.1| GCN5-related N-acetyltransferase [Sinorhizobium medicae WSM419] 
 gb|ABR60093.1| GCN5-related N-acetyltransferase [Sinorhizobium medicae WSM419] 
          Length = 169 
 
 Score = 80.1 bits (196), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 56/170 (32%), Positives = 79/170 (46%), Gaps = 6/170 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVA-E 63 
           ++IR A   D+ A+C I N  +  +T  +     +      W+D   R     P LVA   
Sbjct: 1   MKIRDAIETDLPAICAIYNDAVANTTAIWNETLVDVANRATWLD--ARNSAGLPVLVALS 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G V G A  G W+A + Y  TVE +VYV    +  G+G  L   L+   E  G   ++ 
Sbjct: 59  GTGEVVGYASFGEWRAFDGYRHTVEHSVYVRLDQRGGGIGRALMLELIGRAEGLGKHVMI 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
           A I   N PS+RLHE LG+   G ++  G K G W D+ F Q      +P 
Sbjct: 119 AGIESGNLPSIRLHEQLGFRQTGHMKEVGTKFGRWLDLTFMQLILSSGSP 168 
 
 
>emb|CBK87879.1| Sortase and related acyltransferases [Eubacterium cylindroides 
           T2-87] 
          Length = 182 
 
 Score = 80.1 bits (196), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 44/159 (27%), Positives = 77/159 (48%), Gaps = 1/159 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR   + D+ ++ DI  +Y++ ST  F   P   + + + +    + YP+ VAE +G +  
Sbjct: 4   IRLFDSMDVESIYDIYAYYVKNSTAIFDLAPMDKEVFKNKMLDTSEEYPFYVAEHDGELI 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AY      + AY + VE ++Y   +    G+   L   + ++   +G+K ++A I    
Sbjct: 64  GYAYVHKAFTKEAYRFCVELSIYFK-KGNHYGMADALVKKVEEACIQKGYKWIIACITDT 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  S+  H   GY   G+L+  GYK   WH V +  +D  
Sbjct: 123 NTTSINFHLKHGYVKTGSLQNCGYKWNQWHGVNWLCKDL 161 
 
 
>gb|ABB77438.1| acetyl-or acyltransferase [Mitsuokella multacida] 
          Length = 148 
 
 Score = 79.7 bits (195), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 48/142 (33%), Positives = 73/142 (51%), Gaps = 9/142 (6%) 
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Query: 51  ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
           +++ + YP+LVAE  G V G  YA  +  R AY W+VE+++YV+   +  G G  LY  L 
Sbjct: 6   KKIFEHYPYLVAEQGGRVLGYIYAHEFYGRAAYAWSVEASIYVASDARGQGFGRKLYAAL 65 
 
Query: 111 LKSMEAQGFKSVVAVIGLP---NDP-----SVRLHEALGYTARGTLRAAGYKHGGWHDVG 162 
             ++   G  ++   I +P   +DP     S+  H+ LGY   G    +GYK G W+DV  
Sbjct: 66  EDALRGMGVLNINVCIAVPRAADDPYLTVGSIAFHKRLGYQMVGIFHQSGYKFGRWYDVA 125 
 
Query: 163 FWQRDF-ELPAPPRPVRPVTQI 183 
           + ++   E   PP  VR    I 
Sbjct: 126 WMEKMLGEHEEPPAAVRDFHGI 147 
 
 
>ref|ZP_01158185.1| phosphinothricin N-acetyltransferase, putative [Oceanicola 
           granulosus HTCC2516] 
 gb|EAR49680.1| phosphinothricin N-acetyltransferase, putative [Oceanicola 
           granulosus HTCC2516] 
          Length = 156 
 
 Score = 79.7 bits (195), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 54/157 (34%), Positives = 75/157 (47%), Gaps = 4/157 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D  A+  + N  IET+TV F +EP++    +  +  L    P LVAE  G VA 
Sbjct: 2   IRAARTQDATAIAAVWNGIIETTTVTFASEPKS----VAAVTELIAERPVLVAERAGAVA 57 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A  GP++  + Y  T E TV+++   +  GLG  L   L      QG   +VA I    
Sbjct: 58  GFATFGPFRGGSGYRHTAELTVHLTEAARGQGLGRRLVAALEAEAAGQGVHVLVAAISAE 117 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  ++  H  LG+   G L   G K G W D+   Q+ 
Sbjct: 118 NAGALAFHARLGFEEAGRLAEVGRKFGRWLDLVLMQK 154 
 
 
>ref|ZP_06113675.1| toxin-antitoxin system, toxin component, GNAT family [Clostridium 
           hathewayi DSM 13479] 
 gb|EFC99939.1| toxin-antitoxin system, toxin component, GNAT family [Clostridium 
           hathewayi DSM 13479] 
          Length = 163 
 
 Score = 79.7 bits (195), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 81/160 (50%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEG 66 
           +EIR A   D+  + DI N+ +      F   P+T  E +D         +P +VA  +G 
Sbjct: 1   MEIRIAQEEDVPYLLDIYNYEVLHGEATFDINPRTLSERLDWYYAHNISNHPLIVAVEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVAV 125 
              G A   P++ + AY  TVE +VYV   +++ G+   L  H+L  + E +   +V++V 
Sbjct: 61  HAVGYASLSPYRVKEAYAATVELSVYVHRDYRKRGIARKLTLHILNMAREDERIHTVISV 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I   N  S+ LHE LG+   GT++  G K G + D+  +Q 
Sbjct: 121 ITGGNQASIHLHEELGFLHCGTIKEVGVKFGKYLDIENYQ 160 
 
 
>ref|ZP_05181470.1| hypothetical protein Bru83_08976 [Brucella sp. 83/13] 
 ref|ZP_06097408.1| conserved hypothetical protein [Brucella sp. 83/13] 
 gb|EEZ33526.1| conserved hypothetical protein [Brucella sp. 83/13] 
          Length = 164 
 
 Score = 79.7 bits (195), Expect = 1e-13,   Method: Compositional matrix adjust. 
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 Identities = 50/160 (31%), Positives = 83/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G  L   L++    +    ++A I 
Sbjct: 63  QVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRALLAELVEEARERKVHVLIAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 162 
 
 
>ref|ZP_07474073.1| acetyltransferase [Brucella sp. BO2] 
 gb|EFM59904.1| acetyltransferase [Brucella sp. BO2] 
          Length = 164 
 
 Score = 79.7 bits (195), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 83/160 (51%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATETDLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A  GP++    +  + E +VYV+   +  G+G  L   L++    +    ++A I 
Sbjct: 63  QVAGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRALLAELVEEARERKVHVLIAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 162 
 
 
>ref|YP_001764419.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia MC0-3] 
 ref|ZP_04939211.1| Sortase [Burkholderia cenocepacia PC184] 
 gb|EAY62382.1| Sortase [Burkholderia cenocepacia PC184] 
 gb|ACA90297.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia MC0-3] 
          Length = 184 
 
 Score = 79.7 bits (195), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 52/167 (31%), Positives = 78/167 (46%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVA-EVEGV 67 
           I  + A   AA+  I+N  I  ST  +   P+ P+  +     +    +P   A +  G  
Sbjct: 15  IDCSEAEHAAAILAILNDAIVNSTALYDYRPRPPEAMVTWFATKRAGGFPVFGAVDAAGT 74 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A  G ++A  A+ +TVE +VYV H  +  GLG  L   +++         +V  I  
Sbjct: 75  LLGFASWGTFRAFPAFKYTVEHSVYVRHDQRGRGLGELLLREVVRRAREAQVHVLVGCID 134 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  S+ LH  LG+   GT+  AG+K G W D  F+Q   E PA P 
Sbjct: 135 ATNTGSIALHTKLGFVHSGTVAEAGFKFGRWLDAAFYQLKLETPAQP 181 
 
 
>ref|YP_744013.1| phosphinothricin N-acetyltransferase [Granulibacter bethesdensis 
           CGDNIH1] 
 gb|ABI61090.1| phosphinothricin N-acetyltransferase [Granulibacter bethesdensis 
           CGDNIH1] 
          Length = 183 
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 Score = 79.7 bits (195), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 55/164 (33%), Positives = 81/164 (49%), Gaps = 10/164 (6%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-----QDRYPWLVAE 63 
           + RPA   D A +  I  H++   T  F   P T    ++ +ERL      + +P++VAE 
Sbjct: 7   DFRPAQREDSAFIQSIYAHHVLHGTGTFEETPPT----VEQMERLVHTIKSEAWPFIVAE 62 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
               + G AYA  ++ R+AY +  E +VYV    +  G+G  L T LL      GF+ +V 
Sbjct: 63  DRTGIIGYAYAAQFRDRSAYRYCAEDSVYVREDVRGQGVGKALLTLLLHESARAGFRQMV 122 
 
Query: 124 AVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           A+IG   N  S+ +H  LG+ + G LR  G K     DV   QR 
Sbjct: 123 ALIGDAENIGSIGVHATLGFKSVGRLREVGVKLERTLDVVLMQR 166 
 
 
>ref|NP_253553.1| hypothetical protein PA4866 [Pseudomonas aeruginosa PAO1] 
 ref|YP_793333.1| hypothetical protein PA14_64360 [Pseudomonas aeruginosa UCBPP-PA14] 
 ref|YP_002442830.1| putative phosphinothricin N-acetyltransferase [Pseudomonas 
           aeruginosa LESB58] 
 gb|AAG08251.1|AE004900_5 conserved hypothetical protein [Pseudomonas aeruginosa PAO1] 
 gb|ABJ14250.1| putative phosphinothricin N-acetyltransferase [Pseudomonas 
           aeruginosa UCBPP-PA14] 
 emb|CAW30006.1| putative phosphinothricin N-acetyltransferase [Pseudomonas 
           aeruginosa LESB58] 
          Length = 172 
 
 Score = 79.7 bits (195), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 75/165 (45%), Gaps = 6/165 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EV 64 
            IR A  AD+  +  I N  +  +T  +   P      Q W D   R +  YP LVA +  
Sbjct: 4   SIRDAGVADLPGILAIYNDAVGNTTAIWNETPVDLANRQAWFD--TRARQGYPILVASDA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   AQG   +VA 
Sbjct: 62  AGEVLGYASYGDWRPFEGFRGTVEHSVYVRDDQRGKGLGVQLLQALIERARAQGLHVMVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+ LH  LG+   G +   G K G W D+ F Q + + 
Sbjct: 122 AIESGNAASIGLHRRLGFEISGQMPQVGQKFGRWLDLTFMQLNLD 166 
 
 
>ref|YP_002908175.1| GCN5-related N-acetyltransferase [Burkholderia glumae BGR1] 
 gb|ACR30940.1| GCN5-related N-acetyltransferase [Burkholderia glumae BGR1] 
          Length = 174 
 
 Score = 79.7 bits (195), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 60/176 (34%), Positives = 83/176 (47%), Gaps = 6/176 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYI-ETSTVNFRTEPQTPQE--WIDDLERLQDRYPWLVA-E 63 
           +EIR A   D+A +  I N  +  T  +   T   T     W+ D  R +  YP LVA + 
Sbjct: 1   MEIRDAREQDVAGITAIYNDAVMNTLAIWNETAVDTANRTAWLAD--RGRAGYPVLVAVD 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
               V G A  G W+  + +  TVE ++YV    +  G+G  L   L++   A G   +V 
Sbjct: 59  AAQQVLGYASFGDWRPFDGFRATVEHSIYVRADQRGNGIGRQLMVALIERARAIGKHVMV 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
           A I   N  S+RLHE LG+   GTLR  G K G W D+ F Q   +  A P+   P 
Sbjct: 119 AGIEANNAGSIRLHETLGFRDTGTLRQVGMKFGQWLDLTFMQLTLDTRATPQAKLP 174 
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>ref|ZP_04931736.1| conserved hypothetical protein [Pseudomonas aeruginosa C3719] 
 ref|ZP_04937560.1| conserved hypothetical protein [Pseudomonas aeruginosa 2192] 
 gb|EAZ55855.1| conserved hypothetical protein [Pseudomonas aeruginosa C3719] 
 gb|EAZ61679.1| conserved hypothetical protein [Pseudomonas aeruginosa 2192] 
          Length = 172 
 
 Score = 79.7 bits (195), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 75/165 (45%), Gaps = 6/165 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EV 64 
            IR A  AD+  +  I N  +  +T  +   P      Q W D   R +  YP LVA +  
Sbjct: 4   SIRDAGVADLPGILAIYNDAVGNTTAIWNETPVDLANRQAWFD--TRARQGYPILVASDA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   AQG   +VA 
Sbjct: 62  AGEVLGYASYGDWRPFEGFRGTVEHSVYVRDDQRGKGLGVQLLLALIERARAQGLHVMVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+ LH  LG+   G +   G K G W D+ F Q + + 
Sbjct: 122 AIESGNAASIGLHRRLGFEISGQMPQVGQKFGRWLDLTFMQLNLD 166 
 
 
>ref|ZP_01367883.1| hypothetical protein PaerPA_01005037 [Pseudomonas aeruginosa 
PACS2] 
 ref|ZP_07795793.1| putative phosphinothricin N-acetyltransferase [Pseudomonas 
           aeruginosa 39016] 
 gb|EFQ40889.1| putative phosphinothricin N-acetyltransferase [Pseudomonas 
           aeruginosa 39016] 
          Length = 172 
 
 Score = 79.7 bits (195), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 75/165 (45%), Gaps = 6/165 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EV 64 
            IR A  AD+  +  I N  +  +T  +   P      Q W D   R +  YP LVA +  
Sbjct: 4   SIRDAGVADLPGILAIYNDAVGNTTAIWNETPVDLANRQAWFD--TRARQGYPILVASDA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   AQG   +VA 
Sbjct: 62  AGEVLGYAAYGDWRPFEGFRGTVEHSVYVRDDQRGKGLGVQLLQALIERARAQGLHVMVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+ LH  LG+   G +   G K G W D+ F Q + + 
Sbjct: 122 AIESGNAASIGLHRRLGFEISGQMPQVGQKFGRWLDLTFMQLNLD 166 
 
 
>ref|YP_001350908.1| hypothetical protein PSPA7_5587 [Pseudomonas aeruginosa PA7] 
 pdb|2J8M|A Chain A, Structure Of P. Aeruginosa Acetyltransferase Pa4866 
 pdb|2J8M|B Chain B, Structure Of P. Aeruginosa Acetyltransferase Pa4866 
 pdb|2J8N|A Chain A, Structure Of P. Aeruginosa Acetyltransferase Pa4866 Solved 
           At Room Temperature 
 pdb|2J8N|B Chain B, Structure Of P. Aeruginosa Acetyltransferase Pa4866 Solved 
           At Room Temperature 
 pdb|2J8R|A Chain A, Structure Of P. Aeruginosa Acetyltransferase Pa4866 Solved 
           In Complex With L-Methionine Sulfoximine 
 pdb|2J8R|B Chain B, Structure Of P. Aeruginosa Acetyltransferase Pa4866 Solved 
           In Complex With L-Methionine Sulfoximine 
 gb|ABR81107.1| conserved hypothetical protein [Pseudomonas aeruginosa PA7] 
          Length = 172 
 
 Score = 79.3 bits (194), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 75/165 (45%), Gaps = 6/165 (3%) 
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Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EV 64 
            IR A  AD+  +  I N  +  +T  +   P      Q W D   R +  YP LVA +  
Sbjct: 4   SIRDAGVADLPGILAIYNDAVGNTTAIWNETPVDLANRQAWFD--ARARQGYPILVASDA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   AQG   +VA 
Sbjct: 62  AGEVLGYASYGDWRPFEGFRGTVEHSVYVRDDQRGKGLGVQLLQALIERARAQGLHVMVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+ LH  LG+   G +   G K G W D+ F Q + + 
Sbjct: 122 AIESGNAASIGLHRRLGFEISGQMPQVGQKFGRWLDLTFMQLNLD 166 
 
 
>ref|ZP_01442088.1| phosphinothricin N-acetyltransferase, putative [Pelagibaca 
           bermudensis HTCC2601] 
 gb|EAU47570.1| phosphinothricin N-acetyltransferase, putative [Roseovarius sp. 
           HTCC2601] 
          Length = 159 
 
 Score = 79.3 bits (194), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 51/157 (32%), Positives = 75/157 (47%), Gaps = 2/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPA A D A +  + N +IET+ + F T  +TP+    D+    D +  LVAE +G +  
Sbjct: 3   IRPAHATDAAPLAALWNPWIETTAITFSTALKTPEGLATDIAARGDAF--LVAEADGALL 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P++    Y  T E TV ++   +  G G  L   L +   +Q   S+ A +    
Sbjct: 61  GFATFFPFRGGPGYARTKEHTVILAPEARGRGAGRALMNALEEVARSQQVHSLFAGVSAE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N   V  H A+G+T    L   GYK G W D+   Q+ 
Sbjct: 121 NPAGVAFHAAIGFTETARLPQVGYKFGRWMDLVLMQK 157 
 
 
>ref|ZP_06881175.1| putative phosphinothricin N-acetyltransferase [Pseudomonas 
           aeruginosa PAb1] 
          Length = 172 
 
 Score = 79.3 bits (194), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 75/165 (45%), Gaps = 6/165 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EV 64 
            IR A  AD+  +  I N  +  +T  +   P      Q W D   R +  YP LVA +  
Sbjct: 4   SIRDAGVADLPGILAIYNDAVGNTTAIWNETPVDLANRQAWFD--TRARQGYPILVASDA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   AQG   +VA 
Sbjct: 62  AGEVLGYASYGDWRPFEGFRSTVEHSVYVRDDQRGKGLGVQLLQALIERARAQGLHVMVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+ LH  LG+   G +   G K G W D+ F Q + + 
Sbjct: 122 AIESGNAASIGLHRRLGFEISGQMPQVGQKFGRWLDLTFMQLNLD 166 
 
 
>ref|NP_294906.1| phosphinothricin acetyltransferase [Deinococcus radiodurans R1] 
 gb|AAF10750.1|AE001967_3 phosphinothricin acetyltransferase [Deinococcus radiodurans 
R1] 
          Length = 174 
 
 Score = 79.3 bits (194), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 53/167 (31%), Positives = 78/167 (46%), Gaps = 6/167 (3%) 
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Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRY 57 
           M+   RP  IR AT AD+  + +I N  +  +T ++  EP T Q   EW    +R    + 
Sbjct: 1   MTSVIRPAVIRLATPADLPGILEIYNDAVLNTTASYDLEPATLQSREEWFAARQRAG--F 58 
 
Query: 58  PWLVAEVEG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
           P  VA+ EG  V G A  G ++ +  Y+ TVE +VY+    +  GLG  L   L+    A 
Sbjct: 59  PVFVAQGEGGTVLGFASYGTFREKPGYNGTVEHSVYIRDGQRGAGLGLALMERLIAEARA 118 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 163 
           Q    ++  +   N  S+  HE LG+         G K G W D+ F 
Sbjct: 119 QHLHVMLGSVDADNAGSIAFHERLGFRQVAHFHQVGRKFGRWLDMVF 165 
 
 
>ref|XP_002536396.1| conserved hypothetical protein [Ricinus communis] 
 gb|EEF25987.1| conserved hypothetical protein [Ricinus communis] 
          Length = 458 
 
 Score = 79.3 bits (194), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 47/159 (29%), Positives = 80/159 (50%), Gaps = 6/159 (3%) 
 
Query: 20  AVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWL-VAEVEGVVAGIAYAG 75 
           A+ DI N  I  ST  +  +P+T +    W +   +    +P + + + +G + G    G 
Sbjct: 299 AILDIFNDAILNSTALYEYKPRTLEVMTTWFE--TKRNGGFPVIGIEDDKGALLGFGSYG 356 
 
Query: 76  PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 135 
            ++A  A+ +TVE +VY+   H+  G+G  L   L+ +  A    +++  I   N  S++ 
Sbjct: 357 TFRAFPAFKYTVEHSVYIHKDHRGQGIGKALMHELIAAARAANLHAMMGGIDAANAGSIK 416 
 
Query: 136 LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LHE LG+   GTL   G+K G W D+ F+Q   + P  P 
Sbjct: 417 LHEGLGFKHVGTLPQVGFKFGHWLDLAFYQLILDTPEQP 455 
 
 
>ref|ZP_06825188.1| phosphinothricin N-acetyltransferase [Streptomyces sp. SPB74] 
 gb|EDY45167.1| phosphinothricin N-acetyltransferase [Streptomyces sp. SPB74] 
          Length = 177 
 
 Score = 79.3 bits (194), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 53/175 (30%), Positives = 80/175 (45%), Gaps = 7/175 (4%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-- 58 
           M      V++R     D+  +  + NHY+  + + F T P TP + +D         P   
Sbjct: 1   MPESTEKVQVRAGCEGDLPQLTALYNHYVTETPITFDTVPFTPDQRLDWFRAHPTGGPHR 60 
 
Query: 59  WLVAEVEGV-----VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
            LVA   G      V G A +G ++++ AY  +VE +VY        GLG+ LYT L    
Sbjct: 61  LLVAHAPGRPAGTDVLGYATSGAFRSKPAYATSVEVSVYCRPGEGGNGLGTRLYTALFAC 120 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +  +      A I LPN  S+ LHE  G+   GT    G K G + DV ++++D  
Sbjct: 121 LADEDVHRAYAGIALPNTASLALHERFGFRHLGTYAEVGRKFGRYWDVAWYEKDL 175 
 
 
>ref|ZP_03520117.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Rhizobium etli GR56] 
          Length = 164 
 
 Score = 79.0 bits (193), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 54/172 (31%), Positives = 77/172 (44%), Gaps = 32/172 (18%) 
 
Query: 1   MSPERRPVEIRPATAA---DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY 57 
           M+P  R VE+R  TA    D AA   IV                              +Y 
Sbjct: 1   MNPFERHVELRDHTALRGRDRAAFAAIVGQ----------------------------QY 32 
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Query: 58  PWLVA-EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
           P++ A + +G   G AYA  ++ R AY W VE ++Y++   +  G+G  L T L+      
Sbjct: 33  PYIAAADDDGNFLGYAYASAFRTRPAYRWMVEDSIYLAPEARGRGIGKALMTELIDRCIV 92 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            GF+ +VAVIG  +  S+ LH   G+   G ++  GYKHG W D    QR   
Sbjct: 93  LGFRQMVAVIGGASPASIALHLKAGFVEVGLMQGTGYKHGRWLDTMLMQRSL 144 
 
 
>gb|EGD02187.1| GCN5-related N-acetyltransferase [Burkholderia sp. TJI49] 
          Length = 182 
 
 Score = 78.6 bits (192), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 57/175 (32%), Positives = 86/175 (49%), Gaps = 5/175 (2%) 
 
Query: 4   ERRPVEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLV 61 
           +R  V +   T A+ A A+ +I+N  I  ST  +   P+ P+  +     +    +P +  
Sbjct: 6   QRDDVRLIDCTEAEHAPAILEILNDAIVNSTALYDYRPRPPEAMVAWFAAKRAGGFPVVG 65 
 
Query: 62  A-EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR-LGLGSTLYTHLLKSMEAQGF 119 
           A +  G + G A  G ++A  A+ +TVE +VYV HR QR  GLG  L   L++        
Sbjct: 66  AVDAAGTLLGFASWGTFRAFPAFKYTVEHSVYV-HRDQRGRGLGEFLLRELIRRAREADV 124 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             +V  I   N  S+ LH  LG+   GT+  AG+K G W D  F+Q   + PA P 
Sbjct: 125 HLLVGCIDATNAGSIALHTRLGFVHSGTIAEAGFKFGRWLDAAFYQLKLDTPAQP 179 
 
 
>ref|ZP_06056650.1| sortase [Acinetobacter calcoaceticus RUH2202] 
 gb|EEY77949.1| sortase [Acinetobacter calcoaceticus RUH2202] 
          Length = 181 
 
 Score = 78.6 bits (192), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 45/167 (26%), Positives = 79/167 (47%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWL-VAEVEGV 67 
           I    A    A+ +I+N  I  ST  +   P++ +   +    + Q+ +P + + +     
Sbjct: 12  IDCNEAEHSVAILEILNEAIINSTALYDYFPRSEESMKNWFSVKRQNGFPVIGIVDETDK 71 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G    G ++A  AY +TVE ++Y+ H H+  GL   L   L++  +      ++  I  
Sbjct: 72  LLGFTSWGTFRAFPAYKYTVEHSIYIHHEHRGSGLSKILMQELIQRAQEAELHVLIGCID 131 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  S+ LHE +G+T  GT +  G+K G W D  F+Q +   P  P 
Sbjct: 132 ATNQASIGLHEKMGFTHAGTFKQVGFKFGEWLDAAFYQLNLSTPFHP 178 
 
 
>ref|ZP_05341911.1| acetyltransferase, gnat family [Thalassiobium sp. R2A62] 
 gb|EET47578.1| acetyltransferase, gnat family [Thalassiobium sp. R2A62] 
          Length = 161 
 
 Score = 78.6 bits (192), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 75/160 (46%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A+  D + +C I N  I  S+V F +  +TP +    I D +    R+   VA+++G 
Sbjct: 2   IRAASIDDASEICGIWNPIIRDSSVTFNSIKKTPSDVAAMIRDKQGANQRF--CVAQLDG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++    Y  TVE ++ +    Q  G+G  L   L +   A G  S+ A + 
Sbjct: 60  AVVGFATYGQFRGGIGYQHTVEHSIILDPAAQGQGVGRLLMDDLFEHARANGMHSMFAGV 119 
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Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N   V  H ALG+   G L   G+K G W D+   Q+ 
Sbjct: 120 SGENPAGVAFHAALGFETIGRLPEVGFKFGRWFDLVLMQK 159 
 
 
>ref|YP_003850803.1| GCN5-related N-acetyltransferase [Thermoanaerobacterium 
           thermosaccharolyticum DSM 571] 
 gb|ADL67719.1| GCN5-related N-acetyltransferase [Thermoanaerobacterium 
           thermosaccharolyticum DSM 571] 
          Length = 161 
 
 Score = 78.6 bits (192), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 46/159 (28%), Positives = 73/159 (45%), Gaps = 6/159 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  +  I N  +  +T    TEP   +  ++W    E   DRY   VA  +  
Sbjct: 3   IRKANIDDIERINGIYNQAVLNTTATIDTEPRPLEYHKKW---FEAHNDRYAVFVAIEDD 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G A    W  +  Y    E ++YV   ++  G+G  L   +++  +   F +++A I 
Sbjct: 60  IVVGWASLSIWSEKCGYRAVAEDSIYVDESYKGRGIGDKLIKKIIEHAKENEFHTIIARI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              ND S+ LHE  G+   GTL+  GYK   + D+   Q 
Sbjct: 120 SEGNDVSIHLHEKYGFKIVGTLKELGYKFNRYLDIHILQ 158 
 
 
>ref|XP_001617616.1| hypothetical protein NEMVEDRAFT_v1g225937 [Nematostella 
vectensis] 
 gb|EDO25516.1| predicted protein [Nematostella vectensis] 
          Length = 170 
 
 Score = 78.6 bits (192), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 54/160 (33%), Positives = 77/160 (48%), Gaps = 6/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVA-EVE 65 
           I+ ATA D+ A+  I N  +  +T      + +    Q W+   ER    +P LVA +   
Sbjct: 3   IQDATADDLPAILAIYNDAVLNTTAIWNETQVDLANRQAWLS--ERNAAGFPVLVAHDAA 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+A   +  TVE +VYV    +  GLG  L   L++  +  G   +VA  
Sbjct: 61  GEVVGYSSYGTWRAIEGFRHTVEHSVYVRSDQRGQGLGPRLMQALIERAQTAGLHVMVAA 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I   N  S+RLHE LG+   G +   G K G W D+ F Q 
Sbjct: 121 IESGNSASIRLHERLGFVTTGQMPQVGRKFGRWLDLTFMQ 160 
 
 
>ref|YP_001437992.1| hypothetical protein ESA_01902 [Cronobacter sakazakii ATCC BAA-
894] 
 gb|ABU77156.1| hypothetical protein ESA_01902 [Cronobacter sakazakii ATCC BAA-894] 
          Length = 172 
 
 Score = 78.6 bits (192), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 57/171 (33%), Positives = 80/171 (46%), Gaps = 5/171 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYI-ETSTV--NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR ATA D AA+ +I N+ +  T+ +  +   + +    W    +R    YP LVA     
Sbjct: 3   IRHATADDCAAIAEIYNYAVLHTAAIWNDATVDTENRLAWF--YQRGNAGYPVLVAVEGD 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G W+A + +  TVE +VYV   H   G+G  L T L+    A G   +VA I 
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Sbjct: 61  RVVGYASFGDWRAFDGFRHTVEHSVYVHPEHHGKGIGKALMTRLIVEARAIGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
              N  S+ LHE LG+T    +   G K G W D+ F Q   +    P  + 
Sbjct: 121 ESRNAASIALHEKLGFTITAQMPQVGTKFGRWLDLTFMQLQLDNRTEPDAI 171 
 
 
>ref|YP_004125851.1| phosphinothricin acetyltransferase [Alicycliphilus denitrificans 
           BC] 
 gb|ADU98963.1| Phosphinothricin acetyltransferase [Alicycliphilus denitrificans 
           BC] 
          Length = 175 
 
 Score = 78.6 bits (192), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 53/159 (33%), Positives = 84/159 (52%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR +   D+AA+  I  H++   T  F  +P   Q+       +  R  P+LVAE +G V 
Sbjct: 6   IRASRDDDLAAITAIYAHHVLHGTGTFEIDPPGIQDMAARRADVLARGLPYLVAEEDGRV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127 
            G AY   +K R AY ++ E ++YV+   +  GLG  L   L +  +A G + ++AVIG  
Sbjct: 66  TGFAYCNWFKPRPAYRYSAEDSIYVADHARGRGLGRLLLDALAEHAQAAGVRKLLAVIGD 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ +H A G+T  G +R+ G+K G W D+   ++ 
Sbjct: 126 SANAGSIAVHRAAGFTEVGVMRSVGWKFGAWRDIVLMEK 164 
 
 
>ref|YP_003278266.1| GCN5-related N-acetyltransferase [Comamonas testosteroni CNB-2] 
 ref|ZP_07045593.1| GCN5-related N-acetyltransferase [Comamonas testosteroni S44] 
 gb|ACY32970.1| GCN5-related N-acetyltransferase [Comamonas testosteroni CNB-2] 
 gb|EFI60824.1| GCN5-related N-acetyltransferase [Comamonas testosteroni S44] 
          Length = 177 
 
 Score = 78.6 bits (192), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 80/159 (50%), Gaps = 3/159 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWL-VAEVEGVVAGIAYAGP 76 
           AA+ DI N  I  ST  +  +P+T Q  +   E +    +P + + + +G + G    G  
Sbjct: 16  AAILDIFNDAIVNSTALYDYQPRTTQNMVSWFEAKRAGGFPVIGIEDAQGRLLGFCSWGG 75 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSVVAVIGLPNDPSVR 135 
           ++A  AY +TVE +VYV  +H+  GLG  L   L+     +G    +V  I   N  S+  
Sbjct: 76  FRAYPAYKYTVEHSVYVHPQHRGRGLGQQLMELLIAEARQRGDVHVLVGAIDAANAGSIA 135 
 
Query: 136 LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           LH+ LG+ + G +   G+K G W D+ F+Q   + P  P 
Sbjct: 136 LHKRLGFESVGLMPQVGFKFGRWLDLAFYQLTLQTPEHP 174 
 
 
>ref|ZP_01547046.1| phosphinothricin N-acetyltransferase, putative [Stappia aggregata 
           IAM 12614] 
 gb|EAV44363.1| phosphinothricin N-acetyltransferase, putative [Stappia aggregata 
           IAM 12614] 
          Length = 171 
 
 Score = 78.2 bits (191), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 54/156 (34%), Positives = 75/156 (48%), Gaps = 2/156 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVE-GV 67 
           IR A   D+ A+    N  +  +T  + +  +T  E +   E R++   P LVA  E    
Sbjct: 3   IRNAEPKDVPAILARYNQAVRETTAAWTSREETLDERLTWFEGRMKQDLPVLVAVDETDA 62 
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Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A  GP++ R  Y  T E +VYV    QR G+G  L   L++   A+    +V VI  
Sbjct: 63  VLGFASFGPFRPREGYRLTAEHSVYVDPAAQRRGIGRALLERLMEIANAKNLHVLVGVID 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 163 
             N  S+ LHE LG+   G L  AG K G W D+ F 
Sbjct: 123 GGNAASIALHEKLGFHVAGRLPEAGTKFGCWLDLVF 158 
 
 
>ref|YP_257776.1| acetyltransferase [Pseudomonas fluorescens Pf-5] 
 gb|AAY96041.1| acetyltransferase, GNAT family [Pseudomonas fluorescens Pf-5] 
          Length = 177 
 
 Score = 78.2 bits (191), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 61/172 (35%), Positives = 78/172 (45%), Gaps = 7/172 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A  AD+ A+ DI N  +  +T  +  +P      Q W     R    YP LV    E 
Sbjct: 5   IRDALHADLPAIRDIYNDAVLNTTAIWNEQPVDLGNRQAWFS--ARQAQGYPILVIINAE 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+  + +  TVE +VYV    +  GLG  L   LL+     G   +VA  
Sbjct: 63  EQVLGYASFGDWRPFDGFRHTVEHSVYVRSDQRGNGLGPQLMAVLLERARGCGKHVMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA-PPRP 176 
           I   N  SVRLHE LG+ + G +   G K G W D+ F Q      A PP P 
Sbjct: 123 IESGNSASVRLHERLGFISTGQMPQVGTKFGRWLDLTFMQLILNPGAQPPAP 174 
 
 
>ref|ZP_03127829.1| GCN5-related N-acetyltransferase [Chthoniobacter flavus Ellin428] 
 gb|EDY21748.1| GCN5-related N-acetyltransferase [Chthoniobacter flavus Ellin428] 
          Length = 168 
 
 Score = 78.2 bits (191), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 56/163 (34%), Positives = 83/163 (50%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 62 
           P  +P  +R A   D AA+  I N  I T+T  F TE ++ ++    L+   +R+P LVA 
Sbjct: 2   PSHQPAIVRRAEINDAAAIAGIYNEAILTTTATFDTETKSVEDRAQWLQAHDERHPVLVA 61 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            V+G V G A    W  R AYD T E++ YV   H+  G+G  L   ++      G+ ++ 
Sbjct: 62  VVDGHVVGWASLTSWSERRAYDATAETSFYVHSTHRGRGIGRRLKEAIIAEARQLGYHTL 121 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +A I   +  SV L+E+ G+   GTL+  G K G   DV   Q 
Sbjct: 122 IARIAEGSHESVHLNESAGFVHVGTLKEVGLKFGRRLDVHIMQ 164 
 
 
>ref|ZP_02153326.1| phosphinothricin N-acetyltransferase, putative [Oceanibulbus 
           indolifex HEL-45] 
 gb|EDQ05122.1| phosphinothricin N-acetyltransferase, putative [Oceanibulbus 
           indolifex HEL-45] 
          Length = 174 
 
 Score = 78.2 bits (191), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 55/159 (34%), Positives = 74/159 (46%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPA   D AA+ D+ N  I  S   F T+ +T  E    +    D + WL AE  G V  
Sbjct: 15  IRPAEPRDAAALADLWNGMIRDSLSTFTTDEKTQAEITALIATRADAF-WL-AEAAGEVL 72 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G    G ++    Y  TVE ++ +S   Q  GLG  L T   ++  AQG   +VA I    
Sbjct: 73  GFVTYGSFRGGPGYAATVEHSIVLSAAAQGRGLGRGLMTRAEEAAAAQGRHVMVAAISSA 132 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  +V  HE LG+   G +   G KHG W D+   Q+   
Sbjct: 133 NPGAVIFHEKLGFAQVGRMPEVGRKHGQWLDLILMQKTL 171 
 
 
>ref|ZP_07975671.1| phosphinothricin N-acetyltransferase [Streptomyces sp. SA3_actG] 
          Length = 177 
 
 Score = 78.2 bits (191), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 53/175 (30%), Positives = 81/175 (46%), Gaps = 7/175 (4%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-- 58 
           M      V++R     D+  + +I NHY+  + + F T P T  + +D         P   
Sbjct: 1   MPESTEKVQVRAGREGDLPQLTEIYNHYVTETPITFDTVPFTADQRMDWFRAHPTGGPHR 60 
 
Query: 59  WLVAEVEGV-----VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
            LVA   G      V G A +G ++++ AY  +VE +VY        GLG+ LYT L  S 
Sbjct: 61  LLVAHAPGRPAGADVLGYATSGAFRSKPAYATSVEVSVYCRPGEGGHGLGTRLYTALFAS 120 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +  +      A I LPN  S+ LH+  G+   GT    G K G + DV ++++D  
Sbjct: 121 LAGEDVHRAYAGIALPNPASLALHDRFGFRHLGTYAEVGRKFGRYWDVAWYEKDL 175 
 
 
>gb|EFV82779.1| acetyltransferase [Achromobacter xylosoxidans C54] 
          Length = 185 
 
 Score = 78.2 bits (191), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 49/156 (31%), Positives = 78/156 (50%), Gaps = 2/156 (1%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE-VEGVVAGIAYAGPWK 78 
           +  I N  I TST  +  +P+  +  +   + +    +P +  E   G +   A  G ++ 
Sbjct: 27  ILAIFNEAIATSTALYDYKPRPREAMLGWFQAKAAGGFPVVGFENAAGELMAFASYGTFR 86 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
           A  AY ++VE +VYV  R +  GLG  L   L++   A     ++  I   N  S++LHE 
Sbjct: 87  AWPAYKYSVEHSVYVDGRFRGRGLGEALMRVLIERARANQVHLMIGGIDAANQGSIKLHE 146 
 
Query: 139 ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            LG+   GT+R AG+K G W D+ F+Q   + PA P 
Sbjct: 147 KLGFVHAGTIREAGFKFGRWLDLAFYQLTLDTPAQP 182 
 
 
>ref|ZP_05162143.1| hypothetical protein Bsuib55_05592 [Brucella suis bv. 5 str. 513] 
 ref|ZP_05994518.1| N-acetyltransferase [Brucella suis bv. 5 str. 513] 
 gb|EEY28488.1| N-acetyltransferase [Brucella suis bv. 5 str. 513] 
          Length = 161 
 
 Score = 78.2 bits (191), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 84/160 (52%), Gaps = 8/160 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT AD+ A+  I N  +E +   +     + +  ++W+++  R +D +P LVAE EG 
Sbjct: 5   IRHATEADLPALLAIYNDAVENTLAIWNETLVDLENRRQWLEN--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E +VYV+   +  G+G TL   L++    +    ++A I 
Sbjct: 63  QVVGYASYGPFEG---FRHSSELSVYVASNARGGGIGRTLLAELIEEARERKVHVLIAGI 119 
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Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 120 EAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 159 
 
 
>ref|YP_002870251.1| putative acetyltransferase [Pseudomonas fluorescens SBW25] 
 emb|CAY46852.1| putative acetyltransferase [Pseudomonas fluorescens SBW25] 
          Length = 170 
 
 Score = 77.8 bits (190), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 54/168 (32%), Positives = 75/168 (44%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+ A+ DI N  +  +T  +  +P      Q W     R    YP LV+     
Sbjct: 2   IRDATQNDLPAIRDIYNDAVLNTTAIWNEQPVDLGNRQAWFS--ARHAQGYPILVSVENA 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G W+    + ++VE +VYV +  +  GLG  L   L++     G   +VA I 
Sbjct: 60  EVTGYASFGDWRPFEGFRYSVEHSVYVRNDQRGKGLGPLLMQALIERARTCGKHVMVAAI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
              N  S+RLHE  G+   G +   G K G W D+ F Q      A P 
Sbjct: 120 ESGNQASIRLHERQGFITTGQMPRVGIKFGRWLDLTFMQLALNPGAEP 167 
 
 
>ref|YP_004211929.1| Phosphinothricin acetyltransferase [Rahnella sp. Y9602] 
 gb|ADW72802.1| Phosphinothricin acetyltransferase [Rahnella sp. Y9602] 
          Length = 175 
 
 Score = 77.8 bits (190), Expect = 5e-13,   Method: Compositional matrix adjust. 
 Identities = 48/160 (30%), Positives = 79/160 (49%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +EI  A    + A+  I   ++   T +F T+P   +E    L+++++    WLV   E  
Sbjct: 1   MEIIEAGEQHIPAIQKIYAWHVLHGTASFETQPPDEREMAGRLKKIKEAGLLWLVVLHED 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G  Y G ++ R AY  T+E ++Y+    Q+ G G  L    +   E  G++ ++  + 
Sbjct: 61  EVKGYCYLGHYRERYAYRHTLEDSIYIDPAFQKRGAGKALLRRAIDWAETHGYRQLIGNV 120 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           G   N  S+ LH A  +  +GTL + G+KHG W D  F Q 
Sbjct: 121 GDSENKASIGLHLAARFQMKGTLHSVGFKHGRWLDTVFMQ 160 
 
 
>ref|YP_002230172.1| acetyltransferase (GNAT) family protein [Burkholderia 
cenocepacia 
           J2315] 
 ref|YP_002231952.1| acetyltransferase (GNAT) family protein [Burkholderia 
cenocepacia 
           J2315] 
 emb|CAR51326.1| acetyltransferase (GNAT) family protein [Burkholderia cenocepacia 
           J2315] 
 emb|CAR53150.1| acetyltransferase (GNAT) family protein [Burkholderia cenocepacia 
           J2315] 
          Length = 182 
 
 Score = 77.4 bits (189), Expect = 9e-13,   Method: Compositional matrix adjust. 
 Identities = 51/167 (30%), Positives = 79/167 (47%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVA-EVEGV 67 
           I  + A   AA+ +I+N  I  ST  +   P+ P+  +     +    +P   A +  G  
Sbjct: 13  IDCSEAEHAAAILEILNDAIVNSTALYDYRPRPPEAMVTWFATKRAGGFPVFGAVDAAGE 72 
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Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A  G ++A  A+ +TVE +VYV +  +  GLG  L   +++         +V  I  
Sbjct: 73  LLGFASWGTFRAFPAFKYTVEHSVYVRNDQRGRGLGERLLREVVRRAREAQVHVLVGCID 132 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  S+ LH  LG+   GT+  AG+K G W D  F+Q   E PA P 
Sbjct: 133 ATNAGSIALHTKLGFVHAGTIAEAGFKFGRWLDAAFYQLKLETPAQP 179 
 
 
>ref|YP_620550.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia AU 1054] 
 ref|YP_834791.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia HI2424] 
 gb|ABF75577.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia AU 1054] 
 gb|ABK07898.1| GCN5-related N-acetyltransferase [Burkholderia cenocepacia HI2424] 
          Length = 182 
 
 Score = 77.0 bits (188), Expect = 9e-13,   Method: Compositional matrix adjust. 
 Identities = 50/167 (29%), Positives = 78/167 (46%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVA-EVEGV 67 
           I  + A   AA+ +I+N  I  ST  +   P+ P+  +     +    +P   A +  G  
Sbjct: 13  IDCSEAEHAAAILEILNDAIANSTALYDYRPRPPEAMVTWFATKRAGGFPVFGAVDSAGT 72 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A  G ++A  A+ +TVE +VYV +  +  GLG  L   +++         +V  I  
Sbjct: 73  LLGFASWGTFRAFPAFKYTVEHSVYVRNDQRGRGLGELLLREVVRRAREAQVHVLVGCID 132 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  S+ LH  LG+   GT+  AG+K G W D  F+Q   E P  P 
Sbjct: 133 ATNAGSIALHTKLGFVHSGTIAEAGFKFGRWLDAAFYQLKLETPVQP 179 
 
 
>ref|ZP_06833815.1| putative acetyltransferase (antibiotic resistance ) protein 
           [Gluconacetobacter hansenii ATCC 23769] 
 gb|EFG85012.1| putative acetyltransferase (antibiotic resistance ) protein 
           [Gluconacetobacter hansenii ATCC 23769] 
          Length = 173 
 
 Score = 77.0 bits (188), Expect = 9e-13,   Method: Compositional matrix adjust. 
 Identities = 55/170 (32%), Positives = 77/170 (45%), Gaps = 6/170 (3%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRY 57 
           MS     + IRPAT  D+ A+ DI+N  I  ST  + T   T     +W+ D       + 
Sbjct: 1   MSDPDPAIHIRPATPDDIPAIVDIINDAIRNSTTLWETRETTVPVRLDWLRDSN--AQGF 58 
 
Query: 58  PWLVAEV-EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
           P LVA   EG VAG      ++  + Y  TVE ++Y++   +R G+GS L  HL       
Sbjct: 59  PILVAVTPEGTVAGYCSWKTFRPFSGYAHTVEHSIYIAPAFKRRGIGSLLLGHLCTLARN 118 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
                +VA I   N  S  LHE   +   G +   G K G W D+ F  + 
Sbjct: 119 SDVHVMVAAITASNTASRLLHERFDFQPGGMIPQCGTKFGRWMDLMFLYK 168 
 
 
>ref|YP_001369814.1| GCN5-like N-acetyltransferase [Ochrobactrum anthropi ATCC 49188] 
 gb|ABS13985.1| GCN5-related N-acetyltransferase [Ochrobactrum anthropi ATCC 49188] 
          Length = 164 
 
 Score = 77.0 bits (188), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 49/160 (30%), Positives = 81/160 (50%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+ A+  I N  ++ +   +     + +  +EW+    R +D +P LVAE EG 
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Sbjct: 5   IRHATETDLPALLAIYNDAVQNTLAIWNETLVDLENRREWLKG--RNRDGFPVLVAEREG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  GP++    +  + E ++YV+   +  G+G  L T L+     +    ++A I 
Sbjct: 63  QVVGYASYGPFRPFEGFRHSSELSIYVASDARGGGIGRALLTELVDEARERKVHVLIAGI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH++ G+   GTL+  G K G W D+ F Q+ 
Sbjct: 123 EAGNAASIALHKSQGFEDCGTLKQVGQKFGRWLDLTFMQK 162 
 
 
>ref|YP_003938516.1| Phosphinothricin N-acetyltransferase [Bifidobacterium bifidum 
S17] 
 gb|ADO52942.1| Phosphinothricin N-acetyltransferase [Bifidobacterium bifidum S17] 
          Length = 184 
 
 Score = 77.0 bits (188), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 53/162 (32%), Positives = 78/162 (48%), Gaps = 6/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV-E 65 
           IR A  AD+ A+ DI N  +     +   EP   ++ + W+D   R + +YP +V E  E 
Sbjct: 9   IRAAVDADVPAIADIYNEAVIRGGASADLEPVSLESRRAWVDS-HRPRAKYPVVVIEGPE 67 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G      +  R  YD   E + Y++  HQR GLG+ +   L+ +   +GF  V A+ 
Sbjct: 68  GAVVGFGSLSKFHQRAGYDGIAELSYYIADDHQRQGLGTMMVRWLIDAAAERGFTHVTAI 127 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAA-GYKHGGWHDVGFWQR 166 
           I   N  SV L    G+   G L AA G   G  HD+ +W + 
Sbjct: 128 IYADNAGSVALMRRFGFIRFGLLPAAVGALDGKLHDMSYWVK 169 
 
 
>ref|ZP_03129084.1| GCN5-related N-acetyltransferase [Chthoniobacter flavus Ellin428] 
 gb|EDY20325.1| GCN5-related N-acetyltransferase [Chthoniobacter flavus Ellin428] 
          Length = 177 
 
 Score = 77.0 bits (188), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 57/175 (32%), Positives = 92/175 (52%), Gaps = 6/175 (3%) 
 
Query: 4   ERRPVEI-RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPW 59 
           ++R V+I R  +      +  I N  I  ST  +  +P+T +    W +   +++  YP  
Sbjct: 2   DKRSVKIIRCQSERHAEPILAIFNEAIVNSTALYDYKPRTKEMMESWFE--AKVRGNYPV 59 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           +  E EG + G A  GP++A  AY +TVE ++YV  R +R G+G  L   ++++   Q + 
Sbjct: 60  IGLEEEGELLGFASYGPFRAFPAYKYTVEHSIYVDTRFRRRGVGRVLLEQVIEAARGQDY 119 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            ++V  I   N  S+ LHE LG+   GT+R AG+K G W D+ F+Q     P  P 
Sbjct: 120 HALVGGIDSTNHASIVLHEKLGFAHCGTIRQAGFKFGRWLDLAFYQLMLSTPLHP 174 
 
 
>ref|ZP_07272181.1| phosphinothricin N-acetyltransferase [Streptomyces sp. SPB78] 
 gb|EFL00550.1| phosphinothricin N-acetyltransferase [Streptomyces sp. SPB78] 
          Length = 177 
 
 Score = 77.0 bits (188), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 52/175 (29%), Positives = 81/175 (46%), Gaps = 7/175 (4%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-- 58 
           M      V++R     D+  + +I NHY+  + + F T P T  + ++         P   
Sbjct: 1   MPESTEKVQVRAGREGDLPQLTEIYNHYVTETPITFDTVPFTADQRVEWFRAHPTGGPHR 60 
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Query: 59  WLVAEVEGV-----VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
            LVA   G      V G A +G ++++ AY  +VE +VY        GLG+ LYT L  S 
Sbjct: 61  LLVAHAPGRPAGADVLGYATSGAFRSKPAYATSVEVSVYCRPGEGGHGLGTLLYTALFAS 120 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +  +      A I LPN  S+ LH+  G+   GT    G K G + DV ++++D  
Sbjct: 121 LAGEDVHRAYAGIALPNPASLALHDRFGFRHLGTYAEVGRKFGRYWDVAWYEKDL 175 
 
 
>ref|ZP_04744486.1| toxin-antitoxin system, toxin component, GNAT family [Roseburia 
           intestinalis L1-82] 
 gb|EEV00318.1| toxin-antitoxin system, toxin component, GNAT family [Roseburia 
           intestinalis L1-82] 
 emb|CBL08536.1| Sortase and related acyltransferases [Roseburia intestinalis M50/1] 
 emb|CBL11042.1| Sortase and related acyltransferases [Roseburia intestinalis XB6B4] 
          Length = 170 
 
 Score = 77.0 bits (188), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 49/150 (32%), Positives = 78/150 (52%), Gaps = 1/150 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A   D+ AV DI N  I  +T  F TE +  ++ +   +    +Y   V E  G  
Sbjct: 4   IMIRKAELKDIPAVMDIYNDAILHTTATFDTEIKDYEDRLAWFQAHTGQYVIFVYEEAGT 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVAVI 126 
           VAG A    ++ R A+D  VE ++Y+   ++  G+G +L    L+ + E     +VV++I 
Sbjct: 64  VAGYASLSRYRERKAFDPAVEISIYIHAGYRGRGIGRSLMEKTLQYAKECPQIGTVVSLI 123 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
              N+ S+RLHE  G++  G +R AG K G 
Sbjct: 124 TSENEVSIRLHERFGFSYCGQIRQAGVKFG 153 
 
 
>pdb|2BL1|A Chain A, Crystal Structure Of A Putative Phosphinothricin 
           Acetyltransferase (Pa4866) From Pseudomonas Aeruginosa 
           Pac1 
          Length = 172 
 
 Score = 77.0 bits (188), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 73/165 (44%), Gaps = 6/165 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EV 64 
            IR A  AD+  +  I N  +  +T  +   P      Q W D   R +  YP LVA +  
Sbjct: 4   SIRDAGVADLPGILAIYNDAVGNTTAIWNETPVDLANRQAWFD--ARARQGYPILVASDA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   AQG    VA 
Sbjct: 62  AGEVLGYASYGDWRPFEGFRGTVEHSVYVRDDQRGKGLGVQLLQALIERARAQGLHVXVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+ LH  LG+   G     G K G W D+ F Q + + 
Sbjct: 122 AIESGNAASIGLHRRLGFEISGQXPQVGQKFGRWLDLTFXQLNLD 166 
 
 
>ref|ZP_07316760.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           atypica ACS-134-V-Col7a] 
 gb|EFL57320.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           atypica ACS-134-V-Col7a] 
          Length = 166 
 
 Score = 77.0 bits (188), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 45/153 (29%), Positives = 77/153 (50%), Gaps = 2/153 (1%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR     D+ A   I N+ +E        EP+T +EW +      D + P +V  ++ VV 
Sbjct: 6   IRLIAKDDVFACLSIYNYEVEYGVATLDLEPRTLEEWHEWYNAHSDEHHPIIVGTIDDVV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVAVIG 127 
            G A   P++ ++A+  TVE ++Y+   ++  G+ + L   +L+ + E     +VV+VI  
Sbjct: 66  VGYASLSPYRLKDAFKSTVELSIYIHQDYRGQGVATRLMERILEIAKEDTMLHNVVSVIT 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N+ S +LH   G+T  G     G+KHG + D 
Sbjct: 126 AGNEESTKLHNRFGFTYCGLTPEVGFKHGKYQD 158 
 
 
>pdb|1YVO|A Chain A, Hypothetical Acetyltransferase From P.Aeruginosa Pa01 
 pdb|1YVO|B Chain B, Hypothetical Acetyltransferase From P.Aeruginosa Pa01 
          Length = 172 
 
 Score = 76.6 bits (187), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 55/165 (33%), Positives = 73/165 (44%), Gaps = 6/165 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EV 64 
            IR A  AD+  +  I N  +  +T  +   P      Q W D   R +  YP LVA +  
Sbjct: 4   SIRDAGVADLPGILAIYNDAVGNTTAIWNETPVDLANRQAWFD--TRARQGYPILVASDA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   AQG    VA 
Sbjct: 62  AGEVLGYASYGDWRPFEGFRGTVEHSVYVRDDQRGKGLGVQLLQALIERARAQGLHVXVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+ LH  LG+   G     G K G W D+ F Q + + 
Sbjct: 122 AIESGNAASIGLHRRLGFEISGQXPQVGQKFGRWLDLTFXQLNLD 166 
 
 
>ref|ZP_07986020.1| phosphinothricin N-acetyltransferase [Streptomyces sp. SA3_actF] 
          Length = 170 
 
 Score = 76.6 bits (187), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 51/168 (30%), Positives = 80/168 (47%), Gaps = 7/168 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP--WLVAEVE 65 
           +++R     D+  + +I NHY+  + + F T P T  + +D         P   LVA    
Sbjct: 1   MQVRAGREGDLPQLTEIYNHYVTETPITFDTVPFTADQRMDWFRAHPTGGPHRLLVAHAP 60 
 
Query: 66  GV-----VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           G      V G A +G ++++ AY  +VE +VY        GLG+ LYT L  S+  +    
Sbjct: 61  GRPAGADVLGYATSGAFRSKPAYATSVEVSVYCRPGEGGHGLGTRLYTALFASLAGEDVH 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              A I LPN  S+ LH+  G+   GT    G K G + DV ++++D  
Sbjct: 121 RAYAGIALPNPASLALHDRFGFRHLGTYAEVGRKFGRYWDVAWYEKDL 168 
 
 
>ref|ZP_06898706.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
 gb|EFH09589.1| phosphinothricin acetyltransferase [Roseomonas cervicalis ATCC 
           49957] 
          Length = 168 
 
 Score = 76.6 bits (187), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 57/156 (36%), Positives = 71/156 (45%), Gaps = 1/156 (0%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGV 67 
           EIR A  AD+  +  I N  I  S   + TE  T +   D L + Q R  P LVA   G  
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Sbjct: 8   EIRDAGEADLPGILAIFNQAIRESLAVWHTEETTLEARRDWLAQRQGRGLPVLVAVRGGE 67 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A  G ++    +  TVE +VYV    Q  GLG  L   L+    A G   +VA I  
Sbjct: 68  VLGFASYGDFRPFAGFAATVEHSVYVDPAAQGQGLGRALLAALIDRARAAGLHVMVAGIE 127 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 163 
             N  S+ LH   G+   G LR  G K G W D+ F 
Sbjct: 128 AGNTASIALHAKAGFEEAGLLREVGRKFGRWLDLRF 163 
 
 
>ref|ZP_05087661.1| phosphinothricin N-acetyltransferase, putative [Pseudovibrio sp. 
           JE062] 
 gb|EEA91855.1| phosphinothricin N-acetyltransferase, putative [Pseudovibrio sp. 
           JE062] 
          Length = 175 
 
 Score = 76.6 bits (187), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 51/166 (30%), Positives = 81/166 (48%), Gaps = 22/166 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR----------- 56 
           +++R AT +D+  + +I N  ++T              W D LE L+DR            
Sbjct: 1   MKLRHATKSDLPILLEIHNDAVKT----------LAAIWTDTLETLEDRESWFEKRIAGG 50 
 
Query: 57  YPWLVAEVE-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
           +P +VAE E G V G    GP++ ++ Y+ TVE +VYV+ + +  G GS L   L+   + 
Sbjct: 51  FPIIVAEDENGDVLGYGSYGPFREKSGYNKTVEHSVYVTPQSRGRGAGSVLLEKLIDLAK 110 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
                 ++  I   N  S+RLHE +G+   G L   G+K G W D+ 
Sbjct: 111 QDDRHVLIGAIDSENKGSIRLHERIGFKITGELPQVGFKFGRWLDL 156 
 
 
>ref|YP_003970832.1| phosphinothricin N-acetyltransferase [Bifidobacterium bifidum 
           PRL2010] 
 gb|ADP35795.1| Phosphinothricin N-acetyltransferase [Bifidobacterium bifidum 
           PRL2010] 
          Length = 180 
 
 Score = 76.6 bits (187), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 53/162 (32%), Positives = 78/162 (48%), Gaps = 6/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV-E 65 
           IR A  AD+ A+ DI N  +     +   EP   ++ + W+D   R + +YP +V E  E 
Sbjct: 5   IRAAVDADVPAIADIYNEAVIRGRASADLEPVSLESRRAWVDS-HRPRAKYPVVVIEGPE 63 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G      +  R  YD   E + Y++  HQR GLG+ +   L+ +   +GF  V A+ 
Sbjct: 64  GAVVGFGSLSKFHQRAGYDGIAELSYYIAGDHQRQGLGTMMVRWLIDAAAERGFTHVTAI 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAA-GYKHGGWHDVGFWQR 166 
           I   N  SV L    G+   G L AA G   G  HD+ +W + 
Sbjct: 124 IYADNAGSVALMRRFGFIRFGLLPAAVGALDGKLHDMSYWVK 165 
 
 
>ref|NP_353926.1| phosphinothricin acetyltransferase [Agrobacterium tumefaciens str. 
           C58] 
 gb|AAK86711.1| Phosphinothricin acetyltransferase [Agrobacterium tumefaciens str. 
           C58] 
          Length = 165 
 
 Score = 76.6 bits (187), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 48/158 (30%), Positives = 76/158 (48%), Gaps = 5/158 (3%) 
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Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63 
            VE+R AT  D++ + +I N  +  +T  +     + +  ++W     R    +P +VA  
Sbjct: 2   SVELRDATVDDLSGIMEIYNDAVVNTTAIWNEVVVDLENRKDWF--AARTSRGFPVIVAI 59 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           ++G VAG A  G W+A + Y  T E +VYV    +  G+G  L   L+          ++ 
Sbjct: 60  LDGKVAGYASYGDWRAFDGYRHTREHSVYVHKDARGHGIGKRLMQALIDHAGGNDVHVLI 119 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE+LG+   G     G K G W D+ 
Sbjct: 120 AAIEAENTASIRLHESLGFRVVGRFSEVGTKFGRWLDL 157 
 
 
>ref|ZP_01755850.1| phosphinothricin N-acetyltransferase, putative [Roseobacter sp. 
           SK209-2-6] 
 gb|EBA15329.1| phosphinothricin N-acetyltransferase, putative [Roseobacter sp. 
           SK209-2-6] 
          Length = 161 
 
 Score = 76.6 bits (187), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 51/159 (32%), Positives = 73/159 (45%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPA   D+AA+  I+N  I  + V F T  +   E    +    D   +LVAE  G V  
Sbjct: 5   IRPANKDDVAAITGILNEAIRKTLVTFTTTEKIESEIAASIN--ADDTHYLVAEQAGCVV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A  GP++    Y  T E T++++   +  GLG  L   L +   A+    +VA I    
Sbjct: 63  GYASYGPFRQGPGYKHTKEHTIHLAPTARGSGLGRALIEQLAEEARAENVHVLVAGISSA 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  +V  H ALG+   G +   G K G W D+   Q+   
Sbjct: 123 NPEAVSFHAALGFINIGRMPETGRKWGQWLDLILMQKTL 161 
 
 
>ref|YP_001862480.1| GCN5-related N-acetyltransferase [Burkholderia phymatum STM815] 
 gb|ACC75434.1| GCN5-related N-acetyltransferase [Burkholderia phymatum STM815] 
          Length = 175 
 
 Score = 76.3 bits (186), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 57/173 (32%), Positives = 83/173 (47%), Gaps = 8/173 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVA-E 63 
           ++IR A    +  +  I N  +  +T  +     +      W+ D  R +  YP LVA + 
Sbjct: 1   MQIRDAGPEHIEGITAIYNDAVAHTTAIWNDQVVDHANRTAWLAD--RQKAGYPVLVAVD 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G V G A  G W+A + Y  TVE +VYV    +  GLG +L   L+   ++ G   +V 
Sbjct: 59  DQGAVLGYASFGDWRAFDGYRHTVEHSVYVRGDQRGKGLGRSLMQALIGRAQSIGKHVMV 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           A I   N  S+RLHE LG+   G L+  G K G W D+ F Q   +L   P P 
Sbjct: 119 AGIEANNANSIRLHEQLGFEHVGHLKEVGMKFGTWLDLAFMQ--LKLDDRPTP 169 
 
 
>ref|YP_003579438.1| GNAT family acetyltransferase [Rhodobacter capsulatus SB 1003] 
 gb|ADE87031.1| acetyltransferase, GNAT family [Rhodobacter capsulatus SB 1003] 
          Length = 167 
 
 Score = 76.3 bits (186), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 53/150 (35%), Positives = 73/150 (48%), Gaps = 1/150 (0%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEGVV 68 
           IR AT  D  A+  I N  + T+T  +     T    +D +  R Q  +P LV E    V 
Sbjct: 2   IRDATPEDAQAIATIYNDAVRTTTAIWNEVEVTALNRVDWIAARQQAGFPVLVLEEGAKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A + Y  TVE +VYV    +  G G  L + L+    AQG   +VA I   
Sbjct: 62  VGYASYGPFRAFDGYRGTVEHSVYVRTDLRGGGRGRALLSALILRARAQGLHVMVAAIEA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
            N+ S+ LH+ LG+ A G +   G K G W 
Sbjct: 122 ENNASIILHQRLGFAAVGLMPQVGQKFGRW 151 
 
 
>ref|ZP_08184514.1| sortase-like acyltransferase [Xanthomonas gardneri ATCC 19865] 
 gb|EGD17850.1| sortase-like acyltransferase [Xanthomonas gardneri ATCC 19865] 
          Length = 175 
 
 Score = 76.3 bits (186), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 56/161 (34%), Positives = 81/161 (50%), Gaps = 1/161 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PVE+R    AD+ A+  I    +        + P + +        +   YP+LVAE +  
Sbjct: 2   PVEVREVCEADIPAITAIYAEQVAGVNSYEYSAPSSDEMRTRVRATVDAGYPYLVAERDA 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYAG ++AR  Y WTVE+++Y++   Q  G+G  L   L+   E +G++ ++AVI 
Sbjct: 62  AVVGYAYAGAYRARAGYRWTVENSIYLASDMQGRGIGKALLGELIARCEQRGYRQMIAVI 121 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G   N  S RLHE  G+   G     G KHG W D    QR 
Sbjct: 122 GDAENQASRRLHERFGFRTVGVFTGIGRKHGRWLDGLQMQR 162 
 
 
>ref|ZP_04817732.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
           epidermidis M23864:W1] 
 gb|EES41698.1| possible Phosphinothricin acetyltransferase [Staphylococcus 
           epidermidis M23864:W1] 
          Length = 163 
 
 Score = 76.3 bits (186), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 45/161 (27%), Positives = 84/161 (52%), Gaps = 3/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER--LQDRYPWLVAEVEGV 67 
           IR A   D+  + +I N  I  +T  +  +P+  +E +   E   + D   W+  +   + 
Sbjct: 2   IRFARKEDLPDILNIYNDAIINTTAIYTYDPKELEERVQWFEAKAMADEPIWVYVKDNHI 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A  G ++   AY +++E ++YV  +++  G+ S L T L++  +   ++++VA I  
Sbjct: 62  V-GYATYGSFRDWPAYLYSIEHSIYVDPKYRGQGIASQLLTTLIQHAKDNNYRTIVAGID 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             N+ S++LH+   +T  GT+   GYK   W D+ F+Q D  
Sbjct: 121 ASNEGSIQLHKKFNFTHAGTITNVGYKFERWLDLAFYQLDL 161 
 
 
>ref|ZP_05117294.1| acetyltransferase, GNAT family [Labrenzia alexandrii DFL-11] 
 gb|EEE47893.1| acetyltransferase, GNAT family [Labrenzia alexandrii DFL-11] 
          Length = 189 
 
 Score = 76.3 bits (186), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 51/168 (30%), Positives = 82/168 (48%), Gaps = 2/168 (1%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPW 59 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 360



           +  + R + +R A   D+ A+  + N  +  +T  + ++ +T  E I   E  Q+  +P  
Sbjct: 11  LQKDDRFMPLRDAEPGDIPAILALYNQAVRETTAAWTSQEETLDERITWFETRQNAGWPV 70 
 
Query: 60  LVAEV-EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           +VA   E  + G A  G ++ R  Y  T+E TVYV    Q  G+G+ L   L+   +AQ  
Sbjct: 71  IVATSPEDKLIGFASYGAFRPREGYRKTLEHTVYVDPDFQGQGIGAKLLQQLIDKAQAQE 130 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              +V V+   N  S+ LH+ LG+   G L  AG K G W D+ F  + 
Sbjct: 131 VHVLVGVVDGDNTASIALHKKLGFEIAGRLPEAGTKFGRWLDLVFLTK 178 
 
 
>gb|ADZ72147.1| Phosphinothricin N-acetyltransferase, putative [Polymorphum gilvum 
           SL003B-26A1] 
          Length = 172 
 
 Score = 76.3 bits (186), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 52/166 (31%), Positives = 76/166 (45%), Gaps = 22/166 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR----------- 56 
           + +R ATAAD+ A+  I N  + T              W D  E L+DR            
Sbjct: 1   MHLRDATAADLPALLAIHNDAVRT----------LKAIWTDKTETLEDRRTWFDGRRAAG 50 
 
Query: 57  YPWLVAE-VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
           +P +VAE   G V G    GP++A++ Y  T+E +VYV    Q  G+G  L   L++    
Sbjct: 51  FPVIVAEDAAGRVVGYGSYGPFRAKDGYRLTLEHSVYVDPATQGRGVGKALLKRLIELAR 110 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A G+  +V  I   N+ S+ LH   G+   G +   G K G W D+ 
Sbjct: 111 ADGYHVLVGAIDGENETSIALHRQFGFETVGRMPQVGIKFGQWLDL 156 
 
 
>pdb|1YR0|A Chain A, Crystal Structure Of Phosphinothricin Acetyltransferase 
           From Agrobacterium Tumefaciens 
 pdb|1YR0|B Chain B, Crystal Structure Of Phosphinothricin Acetyltransferase 
           From Agrobacterium Tumefaciens 
 pdb|1YR0|C Chain C, Crystal Structure Of Phosphinothricin Acetyltransferase 
           From Agrobacterium Tumefaciens 
 pdb|1YR0|D Chain D, Crystal Structure Of Phosphinothricin Acetyltransferase 
           From Agrobacterium Tumefaciens 
          Length = 175 
 
 Score = 75.9 bits (185), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 48/158 (30%), Positives = 76/158 (48%), Gaps = 5/158 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63 
            VE+R AT  D++ + +I N  +  +T  +     + +  ++W     R    +P +VA  
Sbjct: 4   SVELRDATVDDLSGIXEIYNDAVVNTTAIWNEVVVDLENRKDWF--AARTSRGFPVIVAI 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           ++G VAG A  G W+A + Y  T E +VYV    +  G+G  L   L+          ++ 
Sbjct: 62  LDGKVAGYASYGDWRAFDGYRHTREHSVYVHKDARGHGIGKRLXQALIDHAGGNDVHVLI 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+RLHE+LG+   G     G K G W D+ 
Sbjct: 122 AAIEAENTASIRLHESLGFRVVGRFSEVGTKFGRWLDL 159 
 
 
>ref|YP_587199.1| putative GNAT family acetyltransferase [Cupriavidus metallidurans 
           CH34] 
 gb|ABF11930.1| putative acetyltransferase, GNAT family [Cupriavidus metallidurans 
           CH34] 
          Length = 164 
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 Score = 75.9 bits (185), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 48/161 (29%), Positives = 77/161 (47%), Gaps = 6/161 (3%) 
 
Query: 18  MAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVVAGIAY 73 
           M AVC I N  +  +T    +   +    ++W+    R +  +P LVA+ E G V G A  
Sbjct: 1   MEAVCAIYNDAVANTTAIWNDVLVDVDNRKDWL--AARRKAGFPVLVAQDEAGAVVGYAS 58 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
            G W+A + Y  TVE +VY+ +  +  G+   +   L++         +V  I   N  S 
Sbjct: 59  FGDWRAFDGYRHTVEHSVYIRNDQRGRGIAGLMMKALIERARDLNKHIMVGAIEAGNASS 118 
 
Query: 134 VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           +RLHE LG+   G ++  G K G W D+ F Q + +  + P 
Sbjct: 119 IRLHEKLGFEQVGLMKEVGMKFGKWLDLVFMQLNIDHRSTP 159 
 
 
>ref|YP_610326.1| acetyltransferase [Pseudomonas entomophila L48] 
 emb|CAK17543.1| putative acetyltransferase, GNAT family [Pseudomonas entomophila 
           L48] 
          Length = 174 
 
 Score = 75.5 bits (184), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 52/158 (32%), Positives = 73/158 (46%), Gaps = 1/158 (0%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEGV 67 
           +IR A   D+  + DI N  +  +T  +   P      ++  E R Q  YP LVA  +   
Sbjct: 4   QIRDALIDDVPGILDIYNDAVANTTAIWNETPVDLGNRLNWFEARAQQGYPILVAVDDSG 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A  G W+    +  TVE +VYV    +  GLG  L   L++         +VA I  
Sbjct: 64  VLGYASFGDWRPFEGFRHTVEHSVYVRGDQRGKGLGPVLMDALIERARHCDKHVMVAAIE 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             N  S+RLHE LG++  G +   G K G W D+ F Q 
Sbjct: 124 SGNAASIRLHERLGFSITGQMPQVGVKFGRWLDLTFMQ 161 
 
 
>ref|YP_002434888.1| GCN5-related N-acetyltransferase [Desulfovibrio vulgaris str. 
           'Miyazaki F'] 
 gb|ACL07420.1| GCN5-related N-acetyltransferase [Desulfovibrio vulgaris str. 
           'Miyazaki F'] 
          Length = 178 
 
 Score = 75.1 bits (183), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 58/178 (32%), Positives = 81/178 (45%), Gaps = 11/178 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A + D+  +  I N  +  +T  +    T+      W+ D  R    +P LVA   G 
Sbjct: 3   IRDAESGDIEGIVAIYNDAVCNTTAIWNESVTDAAGRAAWLAD--RRAAGHPVLVAVEAG 60 
 
Query: 67  -----VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
                VV G A  G W+A + Y  TVE +VYV    +  GLG+ L   L+      G    
Sbjct: 61  RNGGPVVLGYATFGDWRAWDGYRHTVEHSVYVHKDTRGRGLGAALLHALIGRARDMGKHV 120 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
           +VA +   N+ S+ LH  +G+T  G LR  G K G W D+ F Q   +    P P RP 
Sbjct: 121 MVAGVEAGNEASMALHRKMGFTEVGMLREVGCKFGRWLDLAFLQLTLDARETP-PARP 177 
 
 
>ref|ZP_06067059.1| predicted protein [Acinetobacter junii SH205] 
 gb|EEY92620.1| predicted protein [Acinetobacter junii SH205] 
          Length = 181 
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 Score = 75.1 bits (183), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 49/158 (31%), Positives = 78/158 (49%), Gaps = 3/158 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE 65 
           P +IR AT  D+  +  I NH I T T N+  +    +++    + +Q + +P +V E + 
Sbjct: 15  PYQIRFATLNDLEQILTIYNHEILTGTANWNDQAVALEQYQQRFQDMQQQQFPMIVVEDQ 74 
 
Query: 66  --GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
               VAG AY   +++ + Y  ++E +V+V   + R GLG  L   L+     Q    +V 
Sbjct: 75  HHNKVAGYAYYAAFRSISGYRQSIEHSVFVDPSYARQGLGKALMQQLIHLAIQQNMHIMV 134 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           A I   N  S+ LHE LG+   G +   G K G W D+ 
Sbjct: 135 AAIDSENMGSIVLHEQLGFVQTGYMPQVGQKFGQWRDL 172 
 
 
>ref|NP_633926.1| hypothetical protein MM_1902 [Methanosarcina mazei Go1] 
 gb|AAM31598.1| hypothetical protein MM_1902 [Methanosarcina mazei Go1] 
          Length = 163 
 
 Score = 75.1 bits (183), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 45/159 (28%), Positives = 73/159 (45%), Gaps = 2/159 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV- 67 
           +  P ++ D  AV D  N+YIE S   +  E + P E+ +   ++   YP  V   E    
Sbjct: 4   KFSPISSEDREAVIDTFNYYIENSFAAY-PETRVPYEFFEFFLQVTSGYPNAVVRDENKN 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G     P+   +A+  T E + ++       G GS +  HLL     +G  S++A I  
Sbjct: 63  FVGFCMLRPYSPMSAFSGTAEISYFIRPEFTGKGTGSLMLEHLLSGAREKGLHSILASIS 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+ S+R H   G++  G  R AG K+G + D  + Q+ 
Sbjct: 123 SLNEGSIRFHSHHGFSECGRFREAGKKNGKFFDTVWMQK 161 
 
 
>ref|ZP_02081461.1| hypothetical protein CLOLEP_02937 [Clostridium leptum DSM 753] 
 gb|EDO60119.1| hypothetical protein CLOLEP_02937 [Clostridium leptum DSM 753] 
          Length = 129 
 
 Score = 75.1 bits (183), Expect = 4e-12,   Method: Compositional matrix adjust. 
 Identities = 41/127 (32%), Positives = 64/127 (50%), Gaps = 1/127 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +++R A   D+  +  I   YI+T  + F     T Q++   +  L   YP+LV E +G  
Sbjct: 3   IKVRLAGTGDVPQLLKIYEQYIDTP-ITFEYTLPTRQDFTKRILSLTKDYPYLVCEKQGR 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G AYA     R AY W  E ++Y+   +   G+G  LY  L++ +E QG K+V   +  
Sbjct: 62  LVGYAYAHRHMEREAYQWNAELSIYLGRPYTSQGIGKRLYCALIELLEKQGVKNVYGGVT 121 
 
Query: 128 LPNDPSV 134 
           LPN  S  
Sbjct: 122 LPNVKSC 128 
 
 
>ref|ZP_05780450.1| acetyltransferase, gnat family [Citreicella sp. SE45] 
 gb|EEX14214.1| acetyltransferase, gnat family [Citreicella sp. SE45] 
          Length = 172 
 
 Score = 74.7 bits (182), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 47/122 (38%), Positives = 60/122 (49%) 
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Query: 57  YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
           YP LVA     VAG A  G W+A + Y  TVE +VYV    +  GL   L   L++   A 
Sbjct: 51  YPVLVARDGDFVAGYASFGDWRAFDGYRHTVEHSVYVHPDARGRGLAGALMAALVERARA 110 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
            G   +VA I   N PS+RLHE +G+   G +   G K G W D+ F Q   +  A P   
Sbjct: 111 MGKHMMVAGIESGNLPSIRLHERMGFRITGEMPQVGCKFGRWLDLTFMQLSLDDRAAPED 170 
 
Query: 177 VR 178 
            R 
Sbjct: 171 AR 172 
 
 
>ref|ZP_01056746.1| phosphinothricin N-acetyltransferase, putative [Roseobacter sp. 
           MED193] 
 gb|EAQ45398.1| phosphinothricin N-acetyltransferase, putative [Roseobacter sp. 
           MED193] 
          Length = 161 
 
 Score = 74.3 bits (181), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 74/160 (46%), Gaps = 2/160 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           PVEIR A   D   +  I N  I  +   F T+ + P+E    L   +D  P+LVAE++G 
Sbjct: 2   PVEIRQAQPRDATGIARIANSMIRETLFTFTTQERRPEEIALRLR--EDPRPFLVAELDG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G A  G ++    Y  T E ++ +    Q  GLG  L   L  +  A+    +VA I 
Sbjct: 60  RLLGFATYGDFRTGPGYRHTQEHSIQLLPDAQGHGLGRALMAKLEDAARAREVHVLVAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  +V  H A+G+T  G +   G K   W D+   Q+ 
Sbjct: 120 SSANPKAVGFHSAIGFTQTGLMPQVGRKWDQWLDLILMQK 159 
 
 
>ref|ZP_04704159.1| phosphinothricin N-acetyltransferase [Streptomyces albus J1074] 
 ref|ZP_06592888.1| phosphinothricin N-acetyltransferase [Streptomyces albus J1074] 
 gb|EFE83349.1| phosphinothricin N-acetyltransferase [Streptomyces albus J1074] 
          Length = 181 
 
 Score = 74.3 bits (181), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 48/168 (28%), Positives = 81/168 (48%), Gaps = 9/168 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWI-----DDLERLQDRYPWL 60 
           ++RP  A D+  + ++ NHY+  + + F T P TP+   +W      D   RL        
Sbjct: 10  QVRPGIAEDLTGLTNLYNHYVLRTPITFDTVPLTPEGRMQWFLSHPKDGPHRLMVATKPA 69 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
            +  E ++ G A + P + + AY  +VE +VY +      G+G+ LYT L  ++  +    
Sbjct: 70  PSGPERLL-GYATSSPLRPKAAYATSVEVSVYCAPDAAGRGVGTALYTALFDALSGEDLH 128 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              A +  PND S RLH   G+   GT    G K G + DV +++++  
Sbjct: 129 RAYAGVTQPNDASHRLHTRFGFRPIGTYGQVGRKFGRYWDVRWYEKEL 176 
 
 
>ref|YP_001789720.1| GCN5-like N-acetyltransferase [Leptothrix cholodnii SP-6] 
 gb|ACB32955.1| GCN5-related N-acetyltransferase [Leptothrix cholodnii SP-6] 
          Length = 186 
 
 Score = 74.3 bits (181), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 61/165 (36%), Positives = 83/165 (50%), Gaps = 6/165 (3%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWI---DDLERLQDRYPWLVAEVEG 66 
           IRP  AAD+ A+ DI    +E  T  F  E  +  E     DD+  L    PWLVA+    
Sbjct: 6   IRPGVAADLPAITDIYAWNVEHGTGTFELEAPSQAEMAHRRDDV--LSKGLPWLVAQRGD 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G AYA  ++ R A+ + +E +VY++   Q  GLG+ L   LL    A G + + AVI 
Sbjct: 64  QVLGYAYANHFRPRPAFRFALEDSVYLAPAAQGQGLGTLLLAELLARCTAIGARQMFAVI 123 
 
Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           G   N  S+ +H   G+   G +RAAG+K   W DV   QR   L 
Sbjct: 124 GDSANAGSIGVHRRCGFAEVGVMRAAGWKFDRWLDVVIMQRSLGL 168 
 
 
>ref|YP_682326.1| acetyltransferase, putative [Roseobacter denitrificans OCh 114] 
 gb|ABG31640.1| acetyltransferase, putative [Roseobacter denitrificans OCh 114] 
          Length = 158 
 
 Score = 74.3 bits (181), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 47/159 (29%), Positives = 72/159 (45%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPA+  D AA+  + N  I  +   F T P+T  E    +     ++   +AE +G+   
Sbjct: 2   IRPASPQDSAAIAALWNWMIRDTLATFTTVPKTSAEVAARITSAPTQFH--IAENKGIFV 59 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G    GP++    Y  TVE T+ +  +    G+G  L      +  A G K ++  I    
Sbjct: 60  GFVTFGPFRPGPGYAATVEHTILIDPQAHGRGIGRALMAQAETAARAAGKKVMIGAISSH 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  ++R HE L Y   G L   GYK G W D+   Q++  
Sbjct: 120 NRGAIRFHERLAYIQVGHLPGVGYKQGQWLDLILMQKNL 158 
 
 
>ref|ZP_05091057.1| phosphinothricin acetyltransferase [Ruegeria sp. R11] 
 gb|EEB72749.1| phosphinothricin acetyltransferase [Ruegeria sp. R11] 
          Length = 174 
 
 Score = 74.3 bits (181), Expect = 7e-12,   Method: Compositional matrix adjust. 
 Identities = 48/157 (30%), Positives = 72/157 (45%), Gaps = 2/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R AT+AD  A+ +I N  I  + + F T+ +TP E   D+     R    VAE  G +  
Sbjct: 3   VRQATSADAPAIAEITNQIIRDTLITFTTDEKTPAEVAADIGSKGARLQ--VAEEAGEIL 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G    G ++    Y  T E  +Y++   +  G G  L T +     A+G   +VA I    
Sbjct: 61  GYINLGGFRTGPGYARTCEHAIYLAETARGRGAGRALMTAIEDVARAEGVHVLVAGISAA 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N   V  H A+G+   G +   GYK G W D+   Q+ 
Sbjct: 121 NPGGVAFHAAVGFAEVGRMPEVGYKWGQWLDLVLMQK 157 
 
 
>ref|YP_346316.1| GCN5-related N-acetyltransferase [Pseudomonas fluorescens Pf0-1] 
 gb|ABA72327.1| putative acetyltransferase [Pseudomonas fluorescens Pf0-1] 
          Length = 177 
 
 Score = 73.9 bits (180), Expect = 8e-12,   Method: Compositional matrix adjust. 
 Identities = 55/171 (32%), Positives = 75/171 (43%), Gaps = 6/171 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLV-AEVE 65 
           IR A  AD+ A+ DI N  +  +T  +   P      Q W     R    YP LV  + + 
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Sbjct: 5   IRDALHADLPAIRDIYNDAVLNTTAIWNESPVDLGNRQAWFS--ARQAQGYPILVIVDAD 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
               G A  G W+  + +  TVE +VYV    +  GLG  L T L++  +      +VA  
Sbjct: 63  NTTLGYASFGDWRPFDGFRHTVEHSVYVRSDQRGNGLGPQLMTALIERAKTCDKHVMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
           I   N  S+RLHE  G+   G +   G K G W D+ F Q      A P P 
Sbjct: 123 IESGNAASIRLHERAGFITTGQMPQVGTKFGRWLDLTFMQLTLNPGAEPPP 173 
 
 
>ref|YP_926367.1| N-acetyltransferase [Shewanella amazonensis SB2B] 
 gb|ABL98697.1| N-acetyltransferase [Shewanella amazonensis SB2B] 
          Length = 165 
 
 Score = 73.9 bits (180), Expect = 9e-12,   Method: Compositional matrix adjust. 
 Identities = 46/148 (31%), Positives = 74/148 (50%), Gaps = 1/148 (0%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEGVVAGIAYAGPW 77 
           A +  I NH I  +T  +  EP+          + +  YP L A + +G + G A  GP+ 
Sbjct: 13  AIIQHIFNHAIANTTALYEYEPRDMARIAAWFAQKEGLYPVLGAFDEKGDLMGFASYGPF 72 
 
Query: 78  KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 137 
           +   A  ++VE +VYV   H+  G+   L   L+++ +  G   +V  I   N+ S+ LH 
Sbjct: 73  RGFPANLYSVEHSVYVHSDHRGKGVALKLMQALIQAAKDAGLHMMVGGIDASNNASIALH 132 
 
Query: 138 EALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           + LG+   GTL+  GYK   W D+ F+Q 
Sbjct: 133 KKLGFEHAGTLKEVGYKFNRWLDLAFYQ 160 
 
 
>ref|ZP_06070386.1| conserved hypothetical protein [Acinetobacter lwoffii SH145] 
 gb|EEY89037.1| conserved hypothetical protein [Acinetobacter lwoffii SH145] 
          Length = 170 
 
 Score = 73.9 bits (180), Expect = 9e-12,   Method: Compositional matrix adjust. 
 Identities = 48/166 (28%), Positives = 80/166 (48%), Gaps = 7/166 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNF-RT--EPQTPQEWIDDLERLQDRYPWLVAE-- 63 
           +IRPAT  D+  + +I N  +   T  + RT  +    + W   L+     +P  V E   
Sbjct: 5   DIRPATEHDLETILEIYNQEVLYGTATWNRTAFDLNYFKIWFKQLKN--QNFPVFVVEDT 62 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
              VVAG A    +++   +  TVE +++++  +   GLGS L  +L++  + Q    +V 
Sbjct: 63  QNQVVAGYACYDQFRSIQGFQQTVEHSIFLNPDYAGQGLGSKLLQYLIEQAQVQKLHIMV 122 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           A I   N+ S+RLHE LG+     +   G K G W D+   Q + + 
Sbjct: 123 AAIDSENNSSIRLHEKLGFVQTAYMPQVGQKFGQWRDLVLLQLNLD 168 
 
 
>ref|YP_004246656.1| GCN5-related N-acetyltransferase [Spirochaeta sp. Buddy] 
 gb|ADY12462.1| GCN5-related N-acetyltransferase [Spirochaeta sp. Buddy] 
          Length = 172 
 
 Score = 73.9 bits (180), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 51/163 (31%), Positives = 82/163 (50%), Gaps = 10/163 (6%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQE----WIDDLERLQDRYP--WLVAEVEGVVAGIAYA 74 
           +  I N  I T+T  +    + PQE    W D  E  Q  YP   LV + + ++A   Y  
Sbjct: 14  ILAIYNDAILTTTAMYEY-VKRPQESMLSWFDAKE--QGGYPVIGLVDDNDKLLAFGTY- 69 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
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           GP++ R AY +T+E +VYV   ++  GLG  + + L+K    Q + +++A I   N  S+ 
Sbjct: 70  GPFRTRPAYHYTIEHSVYVHKDYRGKGLGQIILSLLIKKAIEQQYHTIIAAIDSSNIASI 129 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            LHE  G+   G ++  GYK G +  + F Q     P+ P+ + 
Sbjct: 130 HLHEKAGFEHCGVVKEVGYKFGLFRSLVFMQLLLPTPSEPKEI 172 
 
 
>ref|ZP_06729221.1| phosphinothricin acetyltransferase [Acinetobacter haemolyticus 
ATCC 
           19194] 
 gb|EFF81078.1| phosphinothricin acetyltransferase [Acinetobacter haemolyticus ATCC 
           19194] 
          Length = 182 
 
 Score = 73.6 bits (179), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 49/166 (29%), Positives = 81/166 (48%), Gaps = 3/166 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGV 67 
           +IR AT  D+  +  I NH I T   N+  +  +  ++    + LQ + +P +V E + + 
Sbjct: 17  KIRLATIHDLKQILAIYNHEIITGAANWNDQAVSLTDYQQRFQDLQQQQFPMIVVEDQQL 76 
 
Query: 68  --VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             +AG AY   +++ + Y  +VE +V+++  + R GLG  L   L+     Q    +VA  
Sbjct: 77  DRIAGYAYYSAFRSISGYRHSVEHSVFINPSYARQGLGKALMQQLIHLATQQHMHMMVAA 136 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           I   N  S+ LHE LG+   G +   G K G W D+   Q   + P 
Sbjct: 137 IDSENRGSIVLHEQLGFIQTGYMPQIGQKFGQWRDLVLMQLQLKTP 182 
 
 
>ref|YP_003576977.1| GNAT family acetyltransferase [Rhodobacter capsulatus SB 1003] 
 gb|ADE84570.1| acetyltransferase, GNAT family [Rhodobacter capsulatus SB 1003] 
          Length = 161 
 
 Score = 73.6 bits (179), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 52/159 (32%), Positives = 76/159 (47%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ--DRYPWLVAEVEGV 67 
           IRPAT AD+ AV    N  IET+TV F   P T +     +   Q  DR  +LVAE  G  
Sbjct: 2   IRPATPADVPAVLAFWNPLIETATVGFSPTPHTLESLTALIASRQAEDR-AFLVAETAGA 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A    ++    Y  ++E T+ ++ + +  G+G  L   +      +G   +VA +  
Sbjct: 61  VLGFASYDQFRKGLGYARSMEHTIILAAQARGQGVGRALMAAIEDHARTRGAHLMVAGVS 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N   +  H ALGY   G +  AGYK G + D+   Q+ 
Sbjct: 121 AENPAGLAFHSALGYVEAGRIAQAGYKFGRFIDLVLMQK 159 
 
 
>ref|ZP_03612639.1| acetyltransferase, gnat family [Staphylococcus capitis SK14] 
 gb|EEE50349.1| acetyltransferase, gnat family [Staphylococcus capitis SK14] 
          Length = 163 
 
 Score = 73.6 bits (179), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 44/161 (27%), Positives = 84/161 (52%), Gaps = 3/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID--DLERLQDRYPWLVAEVEGV 67 
           IR A   D+  + +I N  I  +T  +  +P+  +E +   + + + +   W+  +   V 
Sbjct: 2   IRHARKEDLPDILEIYNDAIINTTAVYTYDPKELEERLQWFETKSIAEEPIWVYVKDHHV 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
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           V G A  G ++   AY +++E ++YV   ++  G+ S L   L++  +A+ ++++VA I  
Sbjct: 62  V-GYATYGSFRNWPAYLYSIEHSIYVDPDYRGQGIASKLLETLIQDAKAKNYRTIVAGID 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             N  S+ LH+   +T  GT++  GYK   W D+ F+Q D  
Sbjct: 121 ASNVGSIELHKKFNFTHAGTIKNVGYKFERWLDLAFYQLDL 161 
 
 
>ref|ZP_03646126.1| GCN5-related N-acetyltransferase [Bifidobacterium bifidum NCIMB 
           41171] 
          Length = 184 
 
 Score = 73.2 bits (178), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 78/162 (48%), Gaps = 6/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV-E 65 
           IR A  AD+ A+ DI N  +     +   EP   ++ + W+D   + + +YP +V +  E 
Sbjct: 9   IRAAVDADVPAIADIYNEAVIRGGASADLEPVSLESRRAWVDS-HQPRAKYPVVVIKGPE 67 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G      +  R  YD   E + Y++  HQR GLG+ +   L+ +   +GF  V A+ 
Sbjct: 68  GAVVGFGSLSKFHQRAGYDGIAELSYYIAGDHQRQGLGTMMVRWLIDAAAERGFTHVTAI 127 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAA-GYKHGGWHDVGFWQR 166 
           I   N  SV L    G+   G L AA G   G  HD+ +W + 
Sbjct: 128 IYADNAGSVALMRRFGFIRFGLLPAAVGALDGKLHDMSYWVK 169 
 
 
>ref|ZP_07802156.1| conserved hypothetical protein [Bifidobacterium bifidum NCIMB 
           41171] 
 gb|EFR50090.1| conserved hypothetical protein [Bifidobacterium bifidum NCIMB 
           41171] 
          Length = 180 
 
 Score = 73.2 bits (178), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 78/162 (48%), Gaps = 6/162 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV-E 65 
           IR A  AD+ A+ DI N  +     +   EP   ++ + W+D   + + +YP +V +  E 
Sbjct: 5   IRAAVDADVPAIADIYNEAVIRGGASADLEPVSLESRRAWVDS-HQPRAKYPVVVIKGPE 63 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G      +  R  YD   E + Y++  HQR GLG+ +   L+ +   +GF  V A+ 
Sbjct: 64  GAVVGFGSLSKFHQRAGYDGIAELSYYIAGDHQRQGLGTMMVRWLIDAAAERGFTHVTAI 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAA-GYKHGGWHDVGFWQR 166 
           I   N  SV L    G+   G L AA G   G  HD+ +W + 
Sbjct: 124 IYADNAGSVALMRRFGFIRFGLLPAAVGALDGKLHDMSYWVK 165 
 
 
>ref|ZP_05740840.1| phosphiNothricin n-acetyltransferase [Silicibacter sp. TrichCH4B] 
 gb|EEW60136.1| phosphiNothricin n-acetyltransferase [Silicibacter sp. TrichCH4B] 
          Length = 181 
 
 Score = 73.2 bits (178), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 54/168 (32%), Positives = 78/168 (46%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE-VEGVV 68 
           IRPA   D  A+  +  H ++T+ + F TE ++  +W DD+  L    P LVAE  +G   
Sbjct: 9   IRPARDRDTEAITHLQRHIVDTTLMTFATEARSLSDWQDDI--LYGDPPILVAEDTDGEF 66 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A    +++   Y  TVE ++Y+S   +  G G  L T L       G   +VA I   

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 368



Sbjct: 67  LGYATYTGFRSSEGYRHTVELSIYLSEAARGRGTGRKLLTELENRAIEGGIHVMVAAISS 126 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPP 174 
            N  + + H A GYT  G L   G K   W D+   Q+    +  APP 
Sbjct: 127 ANPTAQQFHAACGYTEVGRLPQVGRKWDQWLDLVLMQKILREDGTAPP 174 
 
 
>ref|ZP_03528901.1| GCN5-related N-acetyltransferase [Rhizobium etli CIAT 894] 
          Length = 167 
 
 Score = 72.8 bits (177), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 47/131 (35%), Positives = 69/131 (52%), Gaps = 4/131 (3%) 
 
Query: 40  PQTPQEWIDDLERLQDR-YPWLVAEVEG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRH 97 
           PQ P+E     + L+DR +P +VA +EG  V G AY   ++ R AY +TV+ ++YV H H 
Sbjct: 23  PQ-PEELRQRRKNLKDRRFPHVVA-IEGEKVVGYAYVVLFRKRPAYRYTVKHSIYVHHDH 80 
 
Query: 98  QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 157 
              G+GS L   L+ +  A GF+ ++  I   N  S+ LHE  G+   G L    Y++   
Sbjct: 81  IGQGIGSLLMRGLIDACAAAGFRQMIGYIAADNVASLALHERFGFVRVGLLPGVAYRYDR 140 
 
Query: 158 WHDVGFWQRDF 168 
           W D    QR   
Sbjct: 141 WADSVMVQRSL 151 
 
 
>ref|ZP_07841923.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus caprae C87] 
 gb|EFS16257.1| toxin-antitoxin system, toxin component, GNAT family 
           [Staphylococcus caprae C87] 
          Length = 163 
 
 Score = 72.8 bits (177), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 44/161 (27%), Positives = 84/161 (52%), Gaps = 3/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID--DLERLQDRYPWLVAEVEGV 67 
           IR A   D+  + +I N  I  +T  +  +P+  +E +   + + + +   W+  +   V 
Sbjct: 2   IRHARKEDLPDILEIYNDAIINTTAVYTYDPKELEERLQWFETKSIAEEPIWVYVKDHHV 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A  G ++   AY +++E ++YV   ++  G+ S L   L++  +A+ ++++VA I  
Sbjct: 62  V-GYATYGSFRDWPAYLYSIEHSIYVDPDYRGQGIASKLLETLIQVAKAKNYRTIVAGID 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
             N  S+ LH+   +T  GT++  GYK   W D+ F+Q D  
Sbjct: 121 ASNVGSIELHKKFNFTHAGTIKNVGYKFERWLDLAFYQLDL 161 
 
 
>gb|EFV00086.1| acetyltransferase family protein [Escherichia coli 3431] 
          Length = 139 
 
 Score = 72.4 bits (176), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 48/137 (35%), Positives = 69/137 (50%), Gaps = 1/137 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E +G 
Sbjct: 1   MSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSEEDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + +  TVE +VYV   HQ  GLG  L + L+      G   +VA I 
Sbjct: 61  VVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKGLGRKLLSRLIDEARDCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVRLHEALGYT 143 
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              N  S+ LH++LG+  
Sbjct: 121 ESQNQASLHLHQSLGFV 137 
 
 
>ref|YP_003698513.1| GCN5-like N-acetyltransferase [Bacillus selenitireducens MLS10] 
 gb|ADH97947.1| GCN5-related N-acetyltransferase [Bacillus selenitireducens MLS10] 
          Length = 174 
 
 Score = 72.4 bits (176), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 49/172 (28%), Positives = 74/172 (43%), Gaps = 4/172 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IRP T  +  AV  I    ++T    F T   +   W     +       L+AE  G  
Sbjct: 4   ILIRPMTVQEWPAVSAIYQAGLDTELATFETVVPSWDSW----NQAHHETCRLIAEYGGT 59 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG A   P   R AY    E ++Y++     LG+G TL   L++  E  GF ++ + I  
Sbjct: 60  IAGWAALAPTSPRYAYRGVAEISIYIAPGASGLGVGRTLLNALIEDSEKAGFWTIQSAIF 119 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
             N  S+ LH+  G+   G       +HG WHD+   +R   + A     RP 
Sbjct: 120 RENQASIHLHKKCGFRQIGYREQVAERHGVWHDIILMERRSPIVAASPSARP 171 
 
 
>ref|ZP_03574401.1| acetyltransferase, gnat family [Burkholderia multivorans CGD2M] 
 ref|ZP_03581840.1| acetyltransferase, gnat family [Burkholderia multivorans CGD2] 
 gb|EEE03747.1| acetyltransferase, gnat family [Burkholderia multivorans CGD2] 
 gb|EEE11038.1| acetyltransferase, gnat family [Burkholderia multivorans CGD2M] 
          Length = 184 
 
 Score = 72.4 bits (176), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 58/180 (32%), Positives = 88/180 (48%), Gaps = 9/180 (5%) 
 
Query: 3   PERRPVEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYP 58 
           P+R  V +   T A+ A A+ +I+N  I  ST  +  +P+ P+    W     +    +P 
Sbjct: 7   PQRDDVRLIDCTEAEHAPAILEILNDAIVNSTALYDYKPRPPEAMAAWF--ATKRASGFP 64 
 
Query: 59  WLVA-EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
            + A +  G + G A  G ++A  A+ +TVE +VYV   H+  GLG  L   L++      
Sbjct: 65  VVGAVDASGTLLGFASWGTFRAFPAFKYTVEHSVYVHRDHRGRGLGELLLRELIRRAHDA 124 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
               +V  I   N  S+ LH  LG+   GT++ AG+K G W D  F+Q    L  P RPV 
Sbjct: 125 DVHLLVGCIDATNAGSIALHTRLGFVHSGTIKEAGFKFGRWLDAAFYQ--LRLDTPSRPV 182 
 
 
>ref|YP_004118309.1| GCN5-related N-acetyltransferase [Pantoea sp. At-9b] 
 gb|ADU71753.1| GCN5-related N-acetyltransferase [Pantoea sp. At-9b] 
          Length = 169 
 
 Score = 72.4 bits (176), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 58/172 (33%), Positives = 81/172 (47%), Gaps = 8/172 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTV--NFRTEPQTPQ-EWIDDLERLQDRYPWLVA-- 62 
           + IRPA   D A +  I N  +  ST   N +T     + +W+ D  R Q  +P LVA   
Sbjct: 1   MNIRPAVEQDAAVIAAIYNDAVLNSTAIWNDKTVAVANRVQWMAD--RQQAGFPVLVAVD 58 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E +GV+ G A  G W+  + Y +TVE +VYV    +  G G  L   L+     QG   + 
Sbjct: 59  EQDGVL-GYASYGDWRPWDGYRFTVEHSVYVLKSARGKGAGEALMRALITHATHQGKHVM 117 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           VA I   N  S+ LH  LG++  G +   G K G W D+ F Q   +    P 
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Sbjct: 118 VAGIESENTASIALHHKLGFSEAGRVSEVGNKFGRWLDLTFLQLRLDQRQQP 169 
 
 
>ref|YP_237501.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
 gb|AAY39463.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
          Length = 185 
 
 Score = 72.4 bits (176), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 56/180 (31%), Positives = 78/180 (43%), Gaps = 12/180 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  + DI N  +  +T  +  +P      Q W     R    YP LVA +   
Sbjct: 5   IRDALPDDLPGILDIYNDAVLNTTAIWNEQPVDLANRQAWY--AARQSQGYPILVAVDNA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++         +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMAALIERARDCDKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP------PRPVRP 179 
           I   N  S+ LH+ LG+   G +   G K G W D+ F Q D    AP      P+P+ P 
Sbjct: 123 IESGNAASIALHDRLGFKITGQMPQVGTKFGRWLDLTFMQLDLSPGAPAPASQAPKPLSP 182 
 
 
>ref|ZP_01092054.1| GCN5-related N-acetyltransferase [Blastopirellula marina DSM 3645] 
 gb|EAQ79584.1| GCN5-related N-acetyltransferase [Blastopirellula marina DSM 3645] 
          Length = 104 
 
 Score = 72.0 bits (175), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 35/103 (33%), Positives = 53/103 (51%), Gaps = 2/103 (1%) 
 
Query: 75  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
           GP++ +  Y +T E ++Y+    +  GLG  L   ++    A+    ++ VI   N  SV 
Sbjct: 2   GPFRPQPGYKYTAEHSIYIQQDFRGQGLGGVLLQEMIAQATAKDLHCLIGVIDQANQASV 61 
 
Query: 135 RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
            LH   G+   G +R AG+K GGW D G++Q    LP P  PV 
Sbjct: 62  ALHLKHGFVLAGVMREAGFKFGGWLDAGYYQ--LVLPTPQTPV 102 
 
 
>ref|ZP_03823828.1| acetyltransferase [Acinetobacter sp. ATCC 27244] 
 gb|EEH68285.1| acetyltransferase [Acinetobacter sp. ATCC 27244] 
          Length = 182 
 
 Score = 72.0 bits (175), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 49/166 (29%), Positives = 79/166 (47%), Gaps = 3/166 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGV 67 
           +IR AT  D+  +  I NH I T   N+  +  +  ++    + LQ + +P +V E + + 
Sbjct: 17  KIRLATIHDLEQILAIYNHEIITGAANWNDQAVSLTDYQQRFQDLQQQQFPMIVVEDQHL 76 
 
Query: 68  --VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             +AG AY   +++ + Y  +VE +V++   + R GLG  L   L+     Q    +VA  
Sbjct: 77  KKIAGYAYYSAFRSISGYRHSVEHSVFIDPSYARQGLGKALMQQLIHLATQQHMHMMVAA 136 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           I   N  S+ LHE LG+   G +   G K G W D+   Q     P 
Sbjct: 137 IDSENRGSIVLHEQLGFIQTGYMPQIGQKFGQWRDLVLMQLQLNTP 182 
 
 
>ref|ZP_07250854.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. tomato K40] 
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          Length = 180 
 
 Score = 72.0 bits (175), Expect = 3e-11,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 77/177 (43%), Gaps = 10/177 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A A D+  +  I N  +  +T  +  +P      ++W     R    YP LVA +   
Sbjct: 5   IRDALADDLPGILAIYNDAVLNTTAIWNEQPVDLANREDWY--TSRQAQAYPVLVAVDSS 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++   A     +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMAELIERARACDKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 182 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D      P    P +Q 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLS----PGACAPASQ 175 
 
 
>ref|ZP_03972494.1| Phosphinothricin acetyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51866] 
 gb|EEI62615.1| Phosphinothricin acetyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51866] 
          Length = 161 
 
 Score = 71.6 bits (174), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 57/165 (34%), Positives = 77/165 (46%), Gaps = 18/165 (10%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-------VA 62 
           IR A A+D  A+  I N   E ST  F   P T          + +R  WL       VA 
Sbjct: 5   IRLALASDAPALARIRNWAAEESTALFDNTPVT----------VANRTRWLAEEPVVFVA 54 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKS 121 
           +V+G V G A  GP++    Y  TVE++VYV   +Q  G+G+ L   L+   EA       
Sbjct: 55  DVDGEVIGYASYGPFRVLTGYRHTVENSVYVLPGNQGAGIGTGLLQTLIAHAEANPDVHR 114 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +V  I   N+ S+ LH   G+  +G L   GYK G W DV   +R 
Sbjct: 115 MVVWIESTNEASLALHRRHGFEEKGRLTEVGYKCGRWLDVTILER 159 
 
 
>ref|ZP_03396120.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato T1] 
 gb|EEB60866.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato T1] 
          Length = 180 
 
 Score = 71.6 bits (174), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 76/177 (42%), Gaps = 10/177 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A A D+  +  I N  +  +T  +  +P      + W     R    YP LVA +   
Sbjct: 5   IRDALADDLPGILAIYNDAVLNTTAIWNEQPVDLANREAWC--TSRQAQAYPVLVAVDSS 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++   A     +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMAELIERARACDKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 182 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D      P    P +Q 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLS----PGACAPASQ 175 
 
 
>ref|ZP_03587049.1| acetyltransferase, gnat family [Burkholderia multivorans CGD1] 
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 gb|EED98726.1| acetyltransferase, gnat family [Burkholderia multivorans CGD1] 
          Length = 184 
 
 Score = 71.6 bits (174), Expect = 4e-11,   Method: Compositional matrix adjust. 
 Identities = 58/180 (32%), Positives = 88/180 (48%), Gaps = 9/180 (5%) 
 
Query: 3   PERRPVEIRPATAADMA-AVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYP 58 
           P+R  V +   T A+ A A+ +I+N  I  ST  +  +P+ P+    W     +    +P 
Sbjct: 7   PQRDDVRLIDCTEAEHAPAILEILNDAIVNSTALYDYKPRPPEAMAAWF--ATKRASGFP 64 
 
Query: 59  WLVA-EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
            + A +  G + G A  G ++A  A+ +TVE +VYV   H+  GLG  L   L++      
Sbjct: 65  VVGAVDASGTLLGFASWGTFRAFPAFKYTVEHSVYVHRDHRGRGLGELLLRELIRRAYDA 124 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177 
               +V  I   N  S+ LH  LG+   GT++ AG+K G W D  F+Q    L  P RPV 
Sbjct: 125 DVHLLVGCIDATNAGSIALHTRLGFVHSGTIKEAGFKFGRWLDAAFYQ--LRLDTPSRPV 182 
 
 
>sp|Q54225.1|NAT_STRGR RecName: Full=N-acetyltransferase 
 emb|CAA56304.1| N-acetyltransferase [Streptomyces griseus] 
          Length = 194 
 
 Score = 71.6 bits (174), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 46/169 (27%), Positives = 79/169 (46%), Gaps = 11/169 (6%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEVE 65 
           ++RP  A D+  + ++ NHY+  + + F T P TP+   +W   L   +D    L+   E 
Sbjct: 10  QVRPGIAEDLTGLTNLYNHYVLRTPITFDTVPLTPEGRMQWF--LSHPKDGPHRLMVAAE 67 
 
Query: 66  GV------VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
                   + G A + P + + AY  + E +VY +      G+G+ LYT L  ++  +   
Sbjct: 68  PAPSGPERLLGYATSSPLRPKAAYATSAEVSVYCAPDAAGRGVGTALYTALFDALAGEDL 127 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
               A +  PND S RLH    +   GT    G K G + DV +++++  
Sbjct: 128 HRAYAGVTQPNDASHRLHTRFDFRPIGTYGQVGRKFGRYWDVRWYEKEL 176 
 
 
>ref|YP_917443.1| GCN5-related N-acetyltransferase [Paracoccus denitrificans PD1222] 
 gb|ABL71747.1| GCN5-related N-acetyltransferase [Paracoccus denitrificans PD1222] 
          Length = 162 
 
 Score = 71.2 bits (173), Expect = 5e-11,   Method: Compositional matrix adjust. 
 Identities = 46/158 (29%), Positives = 72/158 (45%), Gaps = 1/158 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEGVV 68 
           +RP    D+ A+    N  I  +T+ F +E +T +     + +R      +LVAE    V 
Sbjct: 3   LRPVAEGDIPAMLAFWNPLIRETTITFSSEERTAEGLARMIADRRAAGRAFLVAEEASTV 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G+A    ++  N Y   +E TV +S   +R G+G  L   L       G  S++A +   
Sbjct: 63  LGLASYDQFRGGNGYAHCMEHTVILSPAARRRGVGRALMAALEDHARTAGSHSMIAAVSA 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N+  +  H A+GY   G L  AG K G W D+   Q+ 
Sbjct: 123 ENEAGIAFHRAIGYVPVGLLPQAGRKFGRWLDLALLQK 160 
 
 
>ref|NP_691255.1| phosphinothricin N-acetyltransferase [Oceanobacillus iheyensis 
           HTE831] 
 dbj|BAC12290.1| phosphinothricin N-acetyltransferase [Oceanobacillus iheyensis 
           HTE831] 
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          Length = 168 
 
 Score = 71.2 bits (173), Expect = 6e-11,   Method: Compositional matrix adjust. 
 Identities = 42/140 (30%), Positives = 72/140 (51%), Gaps = 5/140 (3%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA 62 
           + +  R AT  D+  +  I N  I +  V   TEP T +E   W ++ + +  R P LVA 
Sbjct: 3   KNLTFRNATIEDLPEIVAIYNSTIVSRMVTADTEPVTVEERQNWFNEHDSV--RRPLLVA 60 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E+EG + G      +  R AY+ T E ++Y+  R +  GLG  L  ++++   + G + + 
Sbjct: 61  ELEGEICGWISLESFYGRPAYNQTAEVSIYIDERFRGEGLGKKLLNYIIEKSPSYGIEIL 120 
 
Query: 123 VAVIGLPNDPSVRLHEALGY 142 
           +  I   N+PS++L E  G+ 
Sbjct: 121 LGFIFAHNEPSIKLFERFGF 140 
 
 
>ref|NP_767756.1| phosphinothricin acetyltransferase [Bradyrhizobium japonicum USDA 
           110] 
 dbj|BAC46381.1| phosphinothricin acetyltransferase [Bradyrhizobium japonicum USDA 
           110] 
          Length = 171 
 
 Score = 71.2 bits (173), Expect = 6e-11,   Method: Compositional matrix adjust. 
 Identities = 54/170 (31%), Positives = 76/170 (44%), Gaps = 7/170 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           +R AT  D   +  I NH    +T  +   P    + + WI    R +  YP LVA     
Sbjct: 6   VRDATLEDAEDILAIYNHAAINTTAVWTDGPVDLDSRRAWIR--ARREAGYPVLVAMKGR 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++    Y  TVE++VYV  RH R G+G  L   L++   A    ++VA I 
Sbjct: 64  DVVGFASFGDFRPWPGYRHTVENSVYVDERHHRAGIGRGLMVALIERATALNKHTMVAAI 123 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176 
              N  S+ LH + G+   G +   G K G W D+   Q    L +  RP 
Sbjct: 124 EASNSASIALHASFGFAEVGRMPEVGCKFGRWLDMVLMQ--MRLSSGVRP 171 
 
 
>ref|YP_003210449.1| N-acetyltransferase YncA [Cronobacter turicensis z3032] 
 emb|CBA30780.1| Uncharacterized N-acetyltransferase yncA [Cronobacter turicensis 
           z3032] 
          Length = 156 
 
 Score = 70.9 bits (172), Expect = 6e-11,   Method: Compositional matrix adjust. 
 Identities = 45/127 (35%), Positives = 61/127 (48%) 
 
Query: 51  ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
           +R    YP LVA +   V G A  G W+A + +  TVE +VYV   H   G+G  L T L 
Sbjct: 29  QRGNAGYPVLVAVLGDTVVGYASFGDWRAFDGFRHTVEHSVYVHPDHHGKGIGKALMTRL 88 
 
Query: 111 LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           +   +A G   +VA I   N  S+ LHE LG+T    +   G K G W D+ F Q   +  
Sbjct: 89  IVEAQAIGKHVMVAGIESRNAGSIALHEKLGFTITAQMPQVGTKFGRWLDLTFMQLQLDN 148 
 
Query: 171 PAPPRPV 177 
              P  + 
Sbjct: 149 RNEPDAI 155 
 
 
>ref|ZP_07232129.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. tomato Max13] 
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 ref|ZP_07257576.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. tomato NCPPB 1108] 
          Length = 180 
 
 Score = 70.9 bits (172), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 76/177 (42%), Gaps = 10/177 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A A D+  +  I N  +  +T  +  +P      + W     R    YP LVA +   
Sbjct: 5   IRDALADDLPGILAIYNDAVLNTTAIWNEQPVDLANREAWY--TSRQAQAYPVLVAVDSS 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++   A     +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMAELIERARACDKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 182 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D      P    P +Q 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLS----PGACAPASQ 175 
 
 
>ref|YP_003922093.1| phosphinothricin acetyltransferase [Bacillus amyloliquefaciens 
DSM 
           7] 
 emb|CBI44623.1| putative phosphinothricin acetyltransferase [Bacillus 
           amyloliquefaciens DSM 7] 
          Length = 165 
 
 Score = 70.9 bits (172), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 51/162 (31%), Positives = 75/162 (46%), Gaps = 1/162 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           + +R A + D+ AV  I N  I +  V   TE  TP++ +D   R  DR P +VAE E G 
Sbjct: 3   LTLRKAVSEDLDAVVAIYNSTIASRMVTADTEEVTPEDRMDWFLRHTDRRPLMVAEDENG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VA       +  R AYD T E ++Y+    +  G GS L    L      G ++++A I 
Sbjct: 63  KVAAWISFETFYGRPAYDKTAEISIYLHQDCRGKGAGSFLLKEALAIAPKIGIRNLMAFI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N PS++L E  G+T  G         G  +D+    R+  
Sbjct: 123 FGHNVPSIKLFEKFGFTEWGVFPGIAEMDGKRYDLNILGREL 164 
 
 
>ref|ZP_05637338.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. tabaci ATCC 11528] 
          Length = 180 
 
 Score = 70.9 bits (172), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 56/177 (31%), Positives = 79/177 (44%), Gaps = 12/177 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  + +I N  +  +T  +  +P      Q W +   R    YP LVA +   
Sbjct: 5   IRDALPDDLPGILEIYNDAVLNTTAIWNEQPVDLANRQAWYE--ARQSQAYPILVAVDHA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++         +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPLLMASLIERARDCEKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE--LPAP----PRP 176 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D    +PAP    P+P 
Sbjct: 123 IESGNAASIALHERLGFKTTGRMPQVGTKFGRWLDLTFMQLDLSPGVPAPASQAPKP 179 
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>ref|YP_001998872.1| GCN5-related N-acetyltransferase [Chlorobaculum parvum NCIB 8327] 
 gb|ACF11672.1| GCN5-related N-acetyltransferase [Chlorobaculum parvum NCIB 8327] 
          Length = 166 
 
 Score = 70.9 bits (172), Expect = 7e-11,   Method: Compositional matrix adjust. 
 Identities = 44/160 (27%), Positives = 73/160 (45%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66 
           VE+ P  A D+  +  I N Y+E S   + TE     +  ++L      YP  VA +V+G 
Sbjct: 3   VELLPVCADDLEEMAAIFNDYVEHSLATW-TETPVSVDRFEELMCFAPDYPAFVARDVDG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+AG     P+ +  A+D   E T ++       G+G  L   L       G  ++++++ 
Sbjct: 62  VMAGFGLLRPYSSIPAFDRATEMTCFLKQDFTGQGIGRKLLAALESDAAKLGVTTIISML 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+  H   G+  RG L   G ++G   DV  +Q+ 
Sbjct: 122 SSLNKQSLHFHSRCGFIERGRLVGIGRRNGLDFDVVLFQK 161 
 
 
>ref|YP_001338537.1| N-acetyltransferase-like protein [Klebsiella pneumoniae subsp. 
           pneumoniae MGH 78578] 
 gb|ABR80307.1| N-acetyltransferase-like protein [Klebsiella pneumoniae subsp. 
           pneumoniae MGH 78578] 
          Length = 175 
 
 Score = 70.5 bits (171), Expect = 8e-11,   Method: Compositional matrix adjust. 
 Identities = 56/164 (34%), Positives = 75/164 (45%), Gaps = 6/164 (3%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVA 62 
           E   + IR     D  AV +I    I T    F+T      EW +    LQD RY   VA 
Sbjct: 10  EMAEIIIRKMHEEDWCAVREIYQEGIATGNATFQTAAPEWLEWNEG--HLQDCRY---VA 64 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            V+  V G A   P+  R+AY    E ++YVS   Q  G G  L + L+K  E+ GF ++ 
Sbjct: 65  TVDNRVVGWAALSPFSRRHAYRGVAELSIYVSTHFQGKGAGRALLSGLIKGSESAGFWTL 124 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +A I   N  SV LH + G+   G     G  +G W DV   +R 
Sbjct: 125 LAGIFPENQASVALHRSQGFREVGCRENVGEMNGKWRDVLILER 168 
 
 
>ref|ZP_06042260.1| GCN5-related N-acetyltransferase [Corynebacterium aurimucosum 
ATCC 
           700975] 
          Length = 164 
 
 Score = 70.5 bits (171), Expect = 8e-11,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 82/159 (51%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA-EVEGV 67 
           IR AT AD+ A+   +N  I  +   FR+EP T +E  + L +L+ D+ P   A E +G  
Sbjct: 3   IREATDADVPAMTATLNWAIRETHFIFRSEPATVEERTEYLHQLRRDKCPCFAAFEDDGT 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSVVAVI 126 
             G A   P++    +    E+T+YV       G+G+ L   +++ + EA+   +++A+I 
Sbjct: 63  YLGWALYRPYRDPKVWQGCYETTIYVDPTAHGRGVGTRLLDAVVQHAREAEQVHTLLALI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S++LHE  G+   GTL+    K G W D+   Q 
Sbjct: 123 VADNVASIKLHEKFGFATVGTLKEVSRKAGRWIDLTHLQ 161 
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>ref|NP_794626.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           tomato str. DC3000] 
 gb|AAO58321.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. tomato str. DC3000] 
          Length = 180 
 
 Score = 70.5 bits (171), Expect = 9e-11,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 76/177 (42%), Gaps = 10/177 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A A D+  +  I N  +  +T  +  +P      + W     R    YP LVA +   
Sbjct: 5   IRDALADDLPGILAIYNDAVLNTTAIWNEQPVDLANREAWY--TSRQAQAYPVLVAVDSA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++   A     +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMAELIERARACDKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 182 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D      P    P +Q 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLS----PGACAPASQ 175 
 
 
>ref|ZP_07317215.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           atypica ACS-049-V-Sch6] 
 gb|EFL56974.1| toxin-antitoxin system, toxin component, GNAT family [Veillonella 
           atypica ACS-049-V-Sch6] 
          Length = 166 
 
 Score = 70.5 bits (171), Expect = 9e-11,   Method: Compositional matrix adjust. 
 Identities = 42/153 (27%), Positives = 75/153 (49%), Gaps = 2/153 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IR     D+ A   I N+ +E        EP+T +EW +      D + P +V  ++ VV 
Sbjct: 6   IRSIAEDDVFACLSIYNYEVEHGVATLDLEPRTLEEWHEWYNAHSDEHHPIIVGTMDNVV 65 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSVVAVIG 127 
            G A    ++ ++A+  TVE ++Y+   ++  G+ + L   ++   ++     +VV+VI  
Sbjct: 66  VGYASLSLYRLKDAFKSTVELSIYIHQDYRGQGVATQLMERIIAMAKSDDTLHNVVSVIT 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N+ S +LH   G+T  G     G+KHG + D 
Sbjct: 126 AGNEGSTKLHNRFGFTYCGLTPEVGFKHGKYQD 158 
 
 
>ref|YP_003212788.1| hypothetical protein Ctu_3p00440 [Cronobacter turicensis z3032] 
 emb|CBA34749.1| hypothetical protein Ctu_3p00440 [Cronobacter turicensis z3032] 
          Length = 175 
 
 Score = 70.5 bits (171), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 56/164 (34%), Positives = 74/164 (45%), Gaps = 6/164 (3%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVA 62 
           E   + IR     D  AV +I    I T    F+T      EW +    LQD RY   VA 
Sbjct: 10  EMAEIIIRKMHEEDWCAVREIYQEGIATRNATFQTAAPEWLEWNEG--HLQDCRY---VA 64 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            V+  V G A   P+  R+AY    E ++YVS   Q  G G  L + L+K  E  GF ++ 
Sbjct: 65  TVDNRVVGWAALSPFSRRHAYRGVAELSIYVSTHFQGKGAGRALLSGLIKGSEGAGFWTL 124 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +A I   N  SV LH + G+   G     G  +G W DV   +R 
Sbjct: 125 LAGIFPENQASVALHRSQGFREVGCREKVGEMNGKWRDVLILER 168 
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>ref|YP_003559670.1| putative acetyltransferase [Sphingobium japonicum UT26S] 
 dbj|BAI98938.1| putative acetyltransferase [Sphingobium japonicum UT26S] 
          Length = 181 
 
 Score = 70.5 bits (171), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 50/140 (35%), Positives = 73/140 (52%), Gaps = 1/140 (0%) 
 
Query: 27  HYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVVAGIAYAGPWKARNAYDW 85 
           H++   T ++   P T  E +  + R+  R +P+LVA     V G  YA  ++ R AY   
Sbjct: 26  HHVLHGTASYEFVPPTVAETVAKIGRVTGRGWPFLVACDGAEVVGYCYATQFRDRPAYAH 85 
 
Query: 86  TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
             E+++YV+H  +  G+G  L   LL + EA GF+ +VAVIG     SV LH A G+    
Sbjct: 86  ACENSIYVAHDRRGGGIGRALLEALLDAAEAFGFRQMVAVIGGGEPASVALHAACGFRQA 145 
 
Query: 146 GTLRAAGYKHGGWHDVGFWQ 165 
           G L   G+K G W D  + Q 
Sbjct: 146 GRLTGMGWKAGRWLDTVYMQ 165 
 
 
>ref|YP_001422934.1| YwnH [Bacillus amyloliquefaciens FZB42] 
 gb|ABS75703.1| YwnH [Bacillus amyloliquefaciens FZB42] 
          Length = 165 
 
 Score = 70.5 bits (171), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 52/162 (32%), Positives = 73/162 (45%), Gaps = 1/162 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           + +R A   D+ AV  I N  I +  V   TE  TP + +D   R  DR P +VAE E G 
Sbjct: 3   LTLRKAVLEDLDAVVAIYNSTIASRMVTADTEEVTPADRMDWFLRHTDRRPLMVAEDETG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VA       +  R AYD T E ++Y+    +  G GS L    L      G +S++A I 
Sbjct: 63  KVAAWISFETFYGRPAYDKTAEISIYLHQDCRGKGAGSFLLKEALALAPTIGIRSLMAFI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
              N PS++L E  G+T  G         G  +D+    R+  
Sbjct: 123 FGHNVPSIKLFEKFGFTEWGVFPGIAEMDGKRYDLNILGREL 164 
 
 
>ref|YP_001762213.1| GCN5-like N-acetyltransferase [Shewanella woodyi ATCC 51908] 
 gb|ACA88118.1| GCN5-related N-acetyltransferase [Shewanella woodyi ATCC 51908] 
          Length = 162 
 
 Score = 70.5 bits (171), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 48/159 (30%), Positives = 70/159 (44%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR    AD  AV DI    I+     F  +P+   EW    +R       LV E++   
Sbjct: 1   MKIREFEFADFKAVTDIYQEGIDGGNATFEKQPKAWPEW----DRAMLAPCRLVIEIDSQ 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P   R AY   VE ++Y+S   +  G G  L T L+K  E  G  ++ + I  
Sbjct: 57  LVGWAGLLPTSTREAYAGVVEVSIYISDNAKGNGAGYALLTELIKQSEEAGCWTLQSAIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH+  G+   G     G  +G W DV   +R 
Sbjct: 117 PENQASINLHQKCGFKILGVRERLGQMNGVWRDVVLMER 155 
 
 
>ref|ZP_03394589.1| acetyltransferase, gnat family [Corynebacterium amycolatum SK46] 
 gb|EEB62368.1| acetyltransferase, gnat family [Corynebacterium amycolatum SK46] 
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          Length = 173 
 
 Score = 70.1 bits (170), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 51/170 (30%), Positives = 80/170 (47%), Gaps = 4/170 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR AT  D  A+ +I N  +  +   +     + +  I  +E   D+ YP  VA ++  V 
Sbjct: 3   IRQATREDAEAIAEIYNEAVSNTVAIWNDGTVSAENRIAWMEAHWDKDYPVFVATLDDEV 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG A    ++  + + +TVE+++YV    Q  G+G  L    + +    G   +VA I   
Sbjct: 63  AGYATFSDFRDFDGFRYTVENSIYVHPNFQGRGIGGKLLQVTIDAAREAGKHVLVAAIDG 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ---RDFELPAPPR 175 
            N+ S+ LHE  G+   G L   G K+G W D+   Q    D + PA PR 
Sbjct: 123 SNEGSIALHEKYGFQRVGLLPQVGTKNGRWLDMLLMQVMLTDEQPPAQPR 172 
 
 
>ref|YP_001807735.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MC40-6] 
 gb|ACB63519.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MC40-6] 
          Length = 182 
 
 Score = 70.1 bits (170), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 54/167 (32%), Positives = 81/167 (48%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GV 67 
           I  + A   AA+ +I+N  I  ST  +   P+ P+  +     +  + +P + A  E G  
Sbjct: 13  IDCSEAEHAAAILEILNDAIVNSTALYDYRPRPPEAMVAWFATKRANGFPVVGAVDESGT 72 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A  G ++A  A+ +TVE +VYV   H+  GLG  L   L++         +V  I  
Sbjct: 73  LVGFASWGTFRAFPAFKYTVEHSVYVHRDHRGRGLGELLLRELIRRAREADVHVLVGCID 132 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  SV LH  LG+   GT+  AG+K G W D  F+Q   + PA P 
Sbjct: 133 ATNGGSVALHTRLGFVHSGTITEAGFKFGRWLDAAFYQLTLDTPAQP 179 
 
 
>ref|ZP_01910089.1| PHOSPHINOTHRICIN N-ACETYLTRANSFERASE [Plesiocystis pacifica SIR-1] 
 gb|EDM76954.1| PHOSPHINOTHRICIN N-ACETYLTRANSFERASE [Plesiocystis pacifica SIR-1] 
          Length = 163 
 
 Score = 70.1 bits (170), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 41/108 (37%), Positives = 58/108 (53%), Gaps = 1/108 (0%) 
 
Query: 60  LVAEVEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           +VAE EG  VA    A PW  +  Y  T E + +V+  H+R GLG  +   L+   EA G 
Sbjct: 54  VVAEREGTTVAAWGRAKPWSPKRGYARTRELSTFVAQAHRRRGLGRLVTAALIAEAEASG 113 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              +VA I + N+PS+ L+ +LG+   G  R  G++ G W DV   QR 
Sbjct: 114 AHHLVARIFVDNEPSMALYSSLGFELVGIQRQIGWRDGAWVDVALLQR 161 
 
 
>ref|YP_003941905.1| Phosphinothricin acetyltransferase [Enterobacter cloacae SCF1] 
 gb|ADO48621.1| Phosphinothricin acetyltransferase [Enterobacter cloacae SCF1] 
          Length = 172 
 
 Score = 69.7 bits (169), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 58/170 (34%), Positives = 86/170 (50%), Gaps = 5/170 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + IR A   D AA+ +I NH  + T+ + N +T +      W +  + L   YP LV+E  

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 379



Sbjct: 1   MTIRYACKDDCAAIAEIYNHAVVHTAAIWNDQTVDTDNRIAWYEARQLLG--YPVLVSED 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+ G A  G W+A + +  TVE +VYV  +HQ  GLG  L T L+   +  G   +VA 
Sbjct: 59  NGVITGYASFGDWRAFDGFRHTVEHSVYVHPQHQGKGLGRLLLTRLISEAKRVGKHVMVA 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
            I   N  S++LH +LG+     +   G K G W D+ F Q   +  + P 
Sbjct: 119 GIESQNAASLKLHASLGFITTAQMPQVGTKFGRWLDLTFMQLQLDNRSEP 168 
 
 
>ref|YP_613856.1| GCN5-related N-acetyltransferase [Ruegeria sp. TM1040] 
 gb|ABF64594.1| GCN5-related N-acetyltransferase [Ruegeria sp. TM1040] 
          Length = 177 
 
 Score = 69.7 bits (169), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 51/168 (30%), Positives = 75/168 (44%), Gaps = 5/168 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           IR A   D  A+  +  H I+T+   F TE ++  +W DD+  L    P LVAE E G   
Sbjct: 5   IRAARDGDTEAITHLQRHIIDTTLATFATEGRSLSDWQDDI--LYGDPPILVAEAEDGQF 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A    +++   Y  T E ++Y++   +  G+G  L + L     A G   +VA I   
Sbjct: 63  LGYATYSGFRSSEGYRHTGEHSIYLTEAARGQGVGHKLLSELENRARAAGIHVMVAAISS 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPP 174 
            N  + R H   GY   G +   G K   W D+   Q+    +  APP 
Sbjct: 123 ANPAAARFHARCGYAEVGRMPQVGRKWDQWLDLILMQKILREQGTAPP 170 
 
 
>ref|YP_001943206.1| GCN5-related N-acetyltransferase [Chlorobium limicola DSM 245] 
 gb|ACD90227.1| GCN5-related N-acetyltransferase [Chlorobium limicola DSM 245] 
          Length = 163 
 
 Score = 69.7 bits (169), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 72/160 (45%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           + + P   +D   V DI N Y + S   +  +P + +     LE L + YP  VA  E G 
Sbjct: 3   IVLEPLAVSDGPEVLDIFNFYADRSFAAYSLKPLSDEMASMFLE-LSNGYPAFVARDENG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G     P+    A+  T E T+++   +   G+G  +  HL++     G  S++A I 
Sbjct: 62  KAVGFGMLRPYSPMPAFAGTAEITLFLRDGYTGQGIGKVILDHLVEQAAEMGLVSILASI 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N+ S+R H   G+   G  R AG K G   DV + QR 
Sbjct: 122 SSLNEGSIRFHLRNGFQECGRFRDAGEKLGRKFDVVYCQR 161 
 
 
>ref|YP_003688562.1| Acetyltransferase [Propionibacterium freudenreichii subsp. 
           shermanii CIRM-BIA1] 
 emb|CBL57137.1| Acetyltransferase [Propionibacterium freudenreichii subsp. 
           shermanii CIRM-BIA1] 
          Length = 170 
 
 Score = 69.7 bits (169), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 48/155 (30%), Positives = 76/155 (49%), Gaps = 6/155 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVA-EVE 65 
           +R A   D  A+  I N     +T ++   P T    + W+  + +   R+P LVA + + 
Sbjct: 7   VRNAVNDDAVALTAIHNAQGVATTASYALTPGTVPDRRAWL--VRQHAARHPVLVAADGQ 64 
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Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G A    +++   YD TVE +VY +  H+RLG+G+ L   L+    + G  ++V V 
Sbjct: 65  GRIVGFADYDRFRSLPGYDLTVEHSVYTAPGHERLGIGAALMDQLIDRARSAGMHAMVGV 124 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           I   N  S+  H+ LG+   GTL   G K   W D 
Sbjct: 125 IDADNAASIDFHQRLGFRLCGTLPQVGRKFDRWLD 159 
 
 
>ref|ZP_07050608.1| phosphinothricin N-acetyltransferase [Lysinibacillus fusiformis 
           ZC1] 
 gb|EFI67774.1| phosphinothricin N-acetyltransferase [Lysinibacillus fusiformis 
           ZC1] 
          Length = 162 
 
 Score = 69.3 bits (168), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 48/161 (29%), Positives = 70/161 (43%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D+  V  I    IET    F T   + Q W D+      R+   VAE    V  
Sbjct: 6   IRKMEKKDLKEVLKIYKEGIETGMATFETIVPSKQVW-DERHHAALRF---VAEEHNRVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G     P   R  Y    E  VY+S  H+  G+ S L+  L+++ E +GF ++ + I    
Sbjct: 62  GWISISPVSTRAVYSGVGEVIVYLSSDHKGKGIASRLFKLLIETSEKEGFWTLQSSIFAI 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S++LH+ +G+   GT        G WHDV   +R   + 
Sbjct: 122 NTSSIQLHKKMGFRIVGTREKIAQLDGIWHDVVLMERRLNI 162 
 
 
>ref|ZP_05964895.1| N-acetyltransferase [Brucella neotomae 5K33] 
 gb|EEY05175.1| N-acetyltransferase [Brucella neotomae 5K33] 
          Length = 120 
 
 Score = 69.3 bits (168), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 40/115 (34%), Positives = 61/115 (53%) 
 
Query: 52  RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
           R +D +P LVAE EG V G A  GP++    +  + E +VYV+   +  G+G TL   L+ 
Sbjct: 4   RNRDGFPVLVAEREGQVVGYASYGPFRPFEGFRHSSELSVYVASNARGGGIGRTLLAELI 63 
 
Query: 112 KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +    +    ++A I   N  S+ LH + G+   GTL+  G K G W D+ F Q+ 
Sbjct: 64  EEARERKVHVLIAGIEAGNAASIALHRSQGFEECGTLKQVGQKFGRWLDLLFMQK 118 
 
 
>ref|YP_003825004.1| GCN5-related N-acetyltransferase [Thermosediminibacter oceani 
DSM 
           16646] 
 gb|ADL07381.1| GCN5-related N-acetyltransferase [Thermosediminibacter oceani DSM 
           16646] 
          Length = 164 
 
 Score = 69.3 bits (168), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 49/161 (30%), Positives = 74/161 (45%), Gaps = 7/161 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVE- 65 
           +R AT  D+ ++  I N  IE       T P+T  E   W+  LER  +RY  LV E +  
Sbjct: 5   VREATLEDIPSITKIYNQGIEDRIATLETRPRTEDEMRKWL--LER-GERYKVLVIEDDA 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
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           G V G A    + AR  Y    + ++Y+    +  GLG  L   L+++   QGF  +V   
Sbjct: 62  GKVHGWASLNVFNARCCYSGVSDISIYIEREMRGKGLGKVLLGSLIETARKQGFHKMVLS 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +   N  +  L+ +LG+   GT    G   G W D+   +R 
Sbjct: 122 VFKENRIAKGLYRSLGFREVGTYEKHGLLDGKWVDITIMER 162 
 
 
>ref|ZP_06538070.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. AG3] 
          Length = 144 
 
 Score = 69.3 bits (168), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 48/130 (36%), Positives = 69/130 (53%), Gaps = 5/130 (3%) 
 
Query: 17  DMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           D AA+ +I N   + T+ + N RT +      W +  + L   YP LV+E  GVV G A  
Sbjct: 7   DCAAITEIYNRAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEENGVVTGYAS 64 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
            G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA I   N  S 
Sbjct: 65  FGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVAGIESQNAAS 124 
 
Query: 134 VRLHEALGYT 143 
           +RLH +LG+T 
Sbjct: 125 IRLHHSLGFT 134 
 
 
>ref|ZP_03226282.1| acetyltransferase [Bacillus coahuilensis m4-4] 
          Length = 134 
 
 Score = 69.3 bits (168), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 39/129 (30%), Positives = 68/129 (52%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D+  + +I N  I T    F T+ ++ +E         ++YP +V E +G V  
Sbjct: 2   IRYAEEKDLPDLVEIYNEAIRTLNATFDTKEKSVEERKAWFSSYGEKYPLIVYEDQGKVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P+  + AY  TVE ++Y+S+ ++  G+G+ L   +L+  + + F +V++ I    
Sbjct: 62  GYASLSPYNIKPAYRLTVELSIYISNAYRGKGIGNKLIVEILREGKIRAFHTVISGITGG 121 
 
Query: 130 NDPSVRLHE 138 
           N  SV LH+ 
Sbjct: 122 NKGSVHLHK 130 
 
 
>ref|YP_002785791.1| acetyltransferase [Deinococcus deserti VCD115] 
 gb|ACO46037.1| putative acetyltransferase [Deinococcus deserti VCD115] 
          Length = 176 
 
 Score = 69.3 bits (168), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 54/174 (31%), Positives = 80/174 (45%), Gaps = 5/174 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           V +R A  AD+ A+ +I N  +  +T ++   P + +    W D   + Q  +P LVAE  
Sbjct: 5   VTVRRADRADVPAILEIYNEAVVNTTASYDLAPVSLESRLTWFD--HKQQAGWPVLVAEQ 62 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           EG V   A  GP++ +  Y  TVE +VYV    +  G+G  L   LL     +    ++  
Sbjct: 63  EGRVVAWATYGPYRDKAGYAGTVEHSVYVHAGGRGGGIGRALMAALLADARERSLHVMLG 122 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
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           VI   N  S+R HE  G+   G L   G K   W D  + Q   +  AP   +R 
Sbjct: 123 VIDAENAASIRFHENFGFVVVGRLSQVGRKFDRWLDTVYMQLMLQTEAPTTSLR 176 
 
 
>ref|ZP_03697450.1| GCN5-related N-acetyltransferase [Lutiella nitroferrum 2002] 
 gb|EEG09936.1| GCN5-related N-acetyltransferase [Lutiella nitroferrum 2002] 
          Length = 176 
 
 Score = 68.9 bits (167), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 44/158 (27%), Positives = 78/158 (49%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWL-VAEVEGVVAGIAYAGP 76 
           AA+ DI N  I  ST  +  +P+  +  +   E + +  +P + V + +G +         
Sbjct: 16  AAILDIFNDAIVNSTALYDYKPRPAESMVSWFETKRKGGFPVIGVEDSDGQLLAFGSYST 75 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ ++VE +VYV   ++  GLG+T+   L+ +       +++  I   N  S+ L 
Sbjct: 76  FRAWPAFKYSVEHSVYVHKDYRGQGLGNTVMKALIAAARQNDVHAMMGGIDASNAGSIAL 135 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           HE LG+    TL   G+K G W D+ F+Q   + P  P 
Sbjct: 136 HERLGFKHVATLPEVGFKFGRWLDLAFYQLLLDTPHTP 173 
 
 
>ref|ZP_02906179.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MEX-5] 
 gb|EDT42716.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria MEX-5] 
          Length = 182 
 
 Score = 68.9 bits (167), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 51/158 (32%), Positives = 77/158 (48%), Gaps = 2/158 (1%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GVVAGIAYAGP 76 
           AA+ +I+N  I  ST  +   P+ P+  +     +    +P + A  E G + G A  G  
Sbjct: 22  AAILEILNDAIVNSTALYDYRPRPPEAMVTWFATKRASGFPVVGAVDESGTLVGFASWGT 81 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ +TVE +VYV   H+  GLG  L   L++         +V  +   N  SV L 
Sbjct: 82  FRAFPAFKYTVEHSVYVHRDHRGRGLGELLLRELIRRAREADVHVLVGCVDAANGGSVAL 141 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           H  LG+   GT+  AG+K G W D  F+Q   + PA P 
Sbjct: 142 HTRLGFVHSGTITEAGFKFGRWLDAAFYQLKLDTPAQP 179 
 
 
>ref|ZP_00238331.1| acetyltransferase, GNAT family [Bacillus cereus G9241] 
 gb|EAL13939.1| acetyltransferase, GNAT family [Bacillus cereus G9241] 
          Length = 124 
 
 Score = 68.9 bits (167), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 39/123 (31%), Positives = 69/123 (56%), Gaps = 1/123 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I  +T  +  +P T +  ID  E+ + D YP  V E++  V 
Sbjct: 2   IREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  GP++A  AY +++E +VYV   +++ G+G++L   L+   + + + +++A I   
Sbjct: 62  VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLIKELITIAKEREYMTLIAGIDA 121 
 
Query: 129 PND 131 
            N+ 
Sbjct: 122 ENE 124 
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>ref|ZP_02890613.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria IOP40-10] 
 gb|EDT03812.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria IOP40-10] 
          Length = 182 
 
 Score = 68.9 bits (167), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 53/167 (31%), Positives = 80/167 (47%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GV 67 
           I  + A   AA+ +I+N  I  ST  +   P+ P+  +     +    +P + A  E G  
Sbjct: 13  IDCSEAEHAAAILEILNDAIVNSTALYDYRPRPPEAMVTWFATKRASGFPVVGAVDESGT 72 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A  G ++A  A+ +TVE +VYV   H+  GLG  L   L++         +V  +  
Sbjct: 73  LVGFASWGTFRAFPAFKYTVEHSVYVHRDHRGRGLGELLLRELIRRAREADVHVLVGCVD 132 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  SV LH  LG+   GT+  AG+K G W D  F+Q   + PA P 
Sbjct: 133 ATNGGSVALHTRLGFVHSGTITEAGFKFGRWLDAAFYQLRLDTPAQP 179 
 
 
>ref|ZP_08079389.1| acetyltransferase, GNAT family [Succinatimonas hippei YIT 12066] 
 gb|EFY06168.1| acetyltransferase, GNAT family [Succinatimonas hippei YIT 12066] 
          Length = 197 
 
 Score = 68.9 bits (167), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 54/175 (30%), Positives = 80/175 (45%), Gaps = 2/175 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR ATA D AA+ +I   YI+T  +    E  +  E I  ++ +   YP+LV E    V  
Sbjct: 4   IRLATADDAAALIEISKQYIDTP-ITLAYEVPSLAESIAKIDAISRSYPFLVVEDNKNVV 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G AYA     + A  W  E   ++    +  G G  +   L+  +  QG  +V + +    
Sbjct: 63  GFAYAHRNLEQPAMSWNAELRAFIDLSQRGHGYGFVMMEVLIDILRLQGVYNVYSSVTEG 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD-FELPAPPRPVRPVTQI 183 
           N  S  LH  LG+   G +   GYK+G W DV   +R   E+   P P  P+ +I 
Sbjct: 123 NPRSESLHRKLGFDKTGVMHKTGYKNGRWLDVHLLERRILEVDGEPSPFIPLRRI 177 
 
 
>ref|ZP_08019786.1| phosphinothricin acetyltransferase [Lautropia mirabilis ATCC 
51599] 
 gb|EFV93739.1| phosphinothricin acetyltransferase [Lautropia mirabilis ATCC 51599] 
          Length = 215 
 
 Score = 68.9 bits (167), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 59/201 (29%), Positives = 78/201 (38%), Gaps = 48/201 (23%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-------QDRYPWLVA 62 
           IRPA   D+ A+  I N  I TST  +   P      +D  ER+       +  +P LVA 
Sbjct: 7   IRPARPDDLPAILAIFNDLIATSTAVYTETP------VDLAERMAWFRARQEGGFPVLVA 60 
 
Query: 63  EVEGV----------------------------------VAGIAYAGPWKAR-NAYDWTV 87 
           E  G                                   V G A  GP++     Y  TV 
Sbjct: 61  EETGTPDDRADDAAQAVADQGPEAASMAGGPQGANAGSRVLGYATFGPFRGSWPGYRHTV 120 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           E +V+V    +  GLG+ L   L    +AQG   +V  I   N  S+RLH  LG+   G  
Sbjct: 121 EHSVHVRQDQRGRGLGTALIQALFPLAQAQGVHVMVGAIDASNTGSLRLHARLGFVQTGL 180 
 
Query: 148 LRAAGYKHGGWHDVGFWQRDF 168 
           +   G K G W D+   QR F 
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Sbjct: 181 MPQVGRKFGRWLDLALVQRTF 201 
 
 
>ref|ZP_06458223.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. aesculi str. NCPPB3681] 
 ref|ZP_06479138.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. aesculi str. 2250] 
          Length = 180 
 
 Score = 68.9 bits (167), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 56/177 (31%), Positives = 77/177 (43%), Gaps = 12/177 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  +  I N  +  +T  +  +P      Q W     R    YP LVA +   
Sbjct: 5   IRDALPVDLPGILAIYNDAVLNTTAIWNEQPVDLANRQAWY--AARQSQAYPILVAVDHA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++         +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMASLIERARDCEKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE--LPAP----PRP 176 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D    +PAP    P+P 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLSPGVPAPASQAPKP 179 
 
 
>ref|YP_003705558.1| GCN5-related N-acetyltransferase [Truepera radiovictrix DSM 
17093] 
 gb|ADI15015.1| GCN5-related N-acetyltransferase [Truepera radiovictrix DSM 17093] 
          Length = 179 
 
 Score = 68.9 bits (167), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 52/164 (31%), Positives = 73/164 (44%), Gaps = 7/164 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66 
           + +RPATAAD+  +  I N  I +    F T  ++P E    LER Q  +P LVAE  G  
Sbjct: 11  LRVRPATAADLPCIARIYNEGIRSGRATFETRERSPGELSAWLERPQ--HPVLVAERGGN 68 
 
Query: 67  ----VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
                V G   A P++ R  Y    E +VYV    +  G+GS L    +++ E  G   + 
Sbjct: 69  AGGWTVVGWIAAAPYRPRACYGGVAEFSVYVGAEARGRGVGSALMAAFVRACEDAGLWKL 128 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           VA + + N  S  L    G+   G         G W DV   +R 
Sbjct: 129 VARVFVDNAASRALLYRHGFREVGVYEKHAQLRGVWRDVVIVER 172 
 
 
>ref|YP_772917.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria AMMD] 
 gb|ABI86583.1| GCN5-related N-acetyltransferase [Burkholderia ambifaria AMMD] 
          Length = 182 
 
 Score = 68.9 bits (167), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 54/167 (32%), Positives = 80/167 (47%), Gaps = 2/167 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GV 67 
           I  + A   AA+ +I+N  I  ST  +   P+ P+  +     +    +P + A  E G  
Sbjct: 13  IDCSEAEHAAAILEILNDAIVNSTALYDYRPRPPEAMVAWFATKRASGFPVVGAVDESGT 72 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A  G ++A  A+ +TVE +VYV   H+  GLG  L   L++         +V  I  
Sbjct: 73  LVGFASWGTFRAFPAFKYTVEHSVYVHCDHRGRGLGELLLRELIRRAREADVHVLVGCID 132 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  SV LH  LG+   GT+  AG+K G W D  F+Q   + PA P 
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Sbjct: 133 ATNGGSVALHTRLGFVHSGTITDAGFKFGRWLDAAFYQLTLDTPAQP 179 
 
 
>ref|ZP_05780962.1| phosphinothricin N-acetyltransferase [Citreicella sp. SE45] 
 gb|EEX14726.1| phosphinothricin N-acetyltransferase [Citreicella sp. SE45] 
          Length = 159 
 
 Score = 68.6 bits (166), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 49/158 (31%), Positives = 74/158 (46%), Gaps = 4/158 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           +RPA A+D AA+  + N +IET+ + F TE +T      D+     R P + VAE  G + 
Sbjct: 3   VRPANASDAAALEALWNPWIETTAITFSTELRTTDGIATDI---AARGPAFQVAEDAGTL 59 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P++    Y  T E TV +S   +  G G  L   + +    QG  S+ A +   
Sbjct: 60  LGFATFFPFRGGPGYARTKEHTVILSPEARGRGAGRALMDAIEEVARGQGVHSLFAGVSS 119 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N   +  H A+G+     L   G+K G W D+   Q+ 
Sbjct: 120 ENPAGIAFHAAIGFREAARLPQVGWKFGRWMDLVLMQK 157 
 
 
>ref|ZP_07006942.1| GCN5-related N-acetyltransferase [Pseudomonas savastanoi pv. 
           savastanoi NCPPB 3335] 
 gb|EFH97689.1| GCN5-related N-acetyltransferase [Pseudomonas savastanoi pv. 
           savastanoi NCPPB 3335] 
          Length = 180 
 
 Score = 68.2 bits (165), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 56/177 (31%), Positives = 77/177 (43%), Gaps = 12/177 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  +  I N  +  +T  +  +P      Q W     R    YP LVA +   
Sbjct: 5   IRDALPVDLPGILAIYNDAVLNTTAIWNEQPVDLANRQVWY--AARQSQAYPILVAVDHA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++         +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMASLIERARDCEKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE--LPAP----PRP 176 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D    +PAP    P+P 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLSPGVPAPASQAPKP 179 
 
 
>ref|ZP_02161988.1| Phosphinothricin N-acetyltransferase [Kordia algicida OT-1] 
 gb|EDP96262.1| Phosphinothricin N-acetyltransferase [Kordia algicida OT-1] 
          Length = 166 
 
 Score = 67.8 bits (164), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 42/160 (26%), Positives = 67/160 (41%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           +  EIR  T  D   V DI N YI+  T +     +T  +    +E+  +R    V     
Sbjct: 3   KNTEIREITTTDYQTVADIYNEYIKLGTASMEETMKTSADVAGWIEKFHEREKLFVFTEH 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
            +V G      +  R  Y +  E+ VY +      G G+ +   L+   +   +K +VA  
Sbjct: 63  DIVIGWGIIKRYSDREGYRFACETAVYFTESKLGKGYGTAMKKFLIVQCKQLQYKHLVAK 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +   N  S+  +E LGYT  G     G+K+  W D+   Q 
Sbjct: 123 VFATNTGSIAYNEKLGYTIVGRQNQIGFKNNQWVDMIIMQ 162 
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>ref|YP_001186194.1| GCN5-related N-acetyltransferase [Pseudomonas mendocina ymp] 
 gb|ABP83462.1| GCN5-related N-acetyltransferase [Pseudomonas mendocina ymp] 
          Length = 166 
 
 Score = 67.8 bits (164), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 51/165 (30%), Positives = 74/165 (44%), Gaps = 6/165 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVA-EV 64 
            I  A  AD+  +  I N  ++ +T  +     +    + W+   ER    +P LVA +  
Sbjct: 4   SIVNAGEADLPGILAIYNDAVQHTTAIWNETLVDLANRRAWLA--ERTAAGFPVLVARDT 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G A  G W+    +  TVE +VYV    +  GLG  L   L++   A     +VA 
Sbjct: 62  CGEVIGYASYGTWRTIQGFRHTVEHSVYVRADQRGQGLGPALMQALIERARAANLHVMVA 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N  S+RLH+ LG+   G +   G K G W D+ F Q   E 
Sbjct: 122 AIESENAASIRLHQRLGFVTTGQMPQVGRKFGRWLDLTFMQLILE 166 
 
 
>ref|YP_001279533.1| GCN5-related N-acetyltransferase [Psychrobacter sp. PRwf-1] 
 gb|ABQ93583.1| GCN5-related N-acetyltransferase [Psychrobacter sp. PRwf-1] 
          Length = 202 
 
 Score = 67.8 bits (164), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 46/164 (28%), Positives = 81/164 (49%), Gaps = 3/164 (1%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIET--STVNFRTEPQTP-QEWIDDLERLQDRY 57 
           +  + +P  I+ ATAAD+ A+ +I N  I T  ST +  +      Q W D+  +   R  
Sbjct: 32  LDGQNQPFVIKLATAADLPAIVEIYNQSITTKASTADLHSVTVADRQPWFDEHYQHPTRP 91 
 
Query: 58  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
            +++  +E  V         K+R+AYD + E ++YV  +  R  LGS L T +++   +  
Sbjct: 92  IYVLKNLEDDVMAWGSFSDVKSRSAYDISSEISIYVGQQFHRRRLGSLLLTWMMQQAPSL 151 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           G ++++A+I   N PS+ L    G+   G L +     G + D+ 
Sbjct: 152 GIQNILALIFGHNQPSIALFNKFGFEPWGRLPSVCDMQGFYADI 195 
 
 
>ref|YP_002467454.1| GCN5-related N-acetyltransferase [Methanosphaerula palustris E1-
9c] 
 gb|ACL17731.1| GCN5-related N-acetyltransferase [Methanosphaerula palustris E1-9c] 
          Length = 167 
 
 Score = 67.8 bits (164), Expect = 5e-10,   Method: Compositional matrix adjust. 
 Identities = 45/155 (29%), Positives = 71/155 (45%), Gaps = 2/155 (1%) 
 
Query: 14  TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEGVVAGIA 72 
           TA D  A+  I NHYIE S   F  +P     + + L      YP + A + +  + G   
Sbjct: 13  TATDGPALIGIFNHYIEQSDAAFLEDP-VSSAFFERLLPYLKIYPSVAARDDQRTLVGFG 71 
 
Query: 73  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 132 
              P     A+  T E T ++S      G+GS +  HL    +  G ++++A I   N+  
Sbjct: 72  MLRPHNQMPAFRHTAEVTCFISPDRTGQGIGSRMLEHLETEGKKAGIRNLLACISSKNEG 131 
 
Query: 133 SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
           S+R H   G+T  G  + AG K G + D  + Q++ 
Sbjct: 132 SIRFHIRAGFTEVGRFKDAGKKWGAFFDTVWMQKE 166 
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>ref|ZP_01858609.1| hypothetical protein BSG1_03775 [Bacillus sp. SG-1] 
 gb|EDL66441.1| hypothetical protein BSG1_03775 [Bacillus sp. SG-1] 
          Length = 176 
 
 Score = 67.8 bits (164), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 46/152 (30%), Positives = 66/152 (43%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D+  +  I N  IE       TEP+      + L+  Q RY  +VAE+EG V  
Sbjct: 17  IRKAEIRDIDRILTIYNQGIEDRVATLETEPKDRTYMAEWLKAHQGRYTGIVAELEGEVI 76 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P+  R AY    + +VY+    +  G+G  L + L       GF  +V       
Sbjct: 77  GWASLNPYSPRKAYAGVADISVYIERNSRGKGIGRKLLSSLEVKARENGFHKLVLFTFPF 136 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           N    +L++  GY   GT +  G   G + DV 
Sbjct: 137 NKLGQQLYQKCGYREVGTFKNQGILDGIYVDV 168 
 
 
>gb|EFW78864.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. glycinea str. B076] 
 gb|EFW86422.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. glycinea str. race 4] 
          Length = 180 
 
 Score = 67.8 bits (164), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 77/177 (43%), Gaps = 12/177 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  + +I N  +  +T  +   P      Q W     R    YP L+A +   
Sbjct: 5   IRDALPDDLPGILEIYNDAVLNTTAIWNERPVDLANRQAWY--AARQSQAYPILLAVDHA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++         +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMASLIERARDCEKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE--LPAP----PRP 176 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D    +PAP    P+P 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLSPGVPAPASQAPKP 179 
 
 
>ref|ZP_01386326.1| GCN5-related N-acetyltransferase [Chlorobium ferrooxidans DSM 
           13031] 
 gb|EAT58800.1| GCN5-related N-acetyltransferase [Chlorobium ferrooxidans DSM 
           13031] 
          Length = 197 
 
 Score = 67.8 bits (164), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 43/160 (26%), Positives = 68/160 (42%), Gaps = 2/160 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66 
           + + P T  D  A+ DI N Y E+    + TE     E  +   +    YP + A  E   
Sbjct: 37  ISLEPVTLHDREAIIDIFNFYTESGFAAY-TESPLSYEMFESFVQFSSGYPAVTARDESD 95 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +V G     P+ +  A+  T E T ++ H +   G+G  +   L +  +  G  S++  I 
Sbjct: 96  IVVGFGVLRPYSSIPAFSSTAELTCFLKHGYTGRGIGKHILHCLEQKAQGMGITSILVSI 155 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+  H   G+T  G L   G K G   DV + Q+ 
Sbjct: 156 SSRNPGSIDFHRNNGFTECGRLTGVGEKRGVRFDVVYCQK 195 
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>ref|YP_003840370.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor 
obsidiansis 
           OB47] 
 gb|ADL42384.1| GCN5-related N-acetyltransferase [Caldicellulosiruptor obsidiansis 
           OB47] 
          Length = 122 
 
 Score = 67.8 bits (164), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 35/110 (31%), Positives = 55/110 (50%) 
 
Query: 56  RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
           RYP  VAE    + G  Y  P+  + AY  TVE T+Y+   ++  G+G  +   L+K  + 
Sbjct: 10  RYPIYVAEENSTILGYGYLSPFSEKEAYSITVEDTIYIHPLYRGRGIGKQILKFLIKRAK 69 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             G  +++A +   N  S+ LH++ G+   G L   G K G + DV   Q 
Sbjct: 70  DTGAANIIAKVCAENCMSLHLHKSFGFVEVGKLTKVGSKFGRFLDVIILQ 119 
 
 
>ref|YP_003696266.1| GCN5-related N-acetyltransferase [Starkeya novella DSM 506] 
 gb|ADH91647.1| GCN5-related N-acetyltransferase [Starkeya novella DSM 506] 
          Length = 162 
 
 Score = 67.8 bits (164), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 50/163 (30%), Positives = 75/163 (46%), Gaps = 7/163 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR----YPWLVAEVE 65 
           +R A  AD+  +  I N+ +  ST  +     TP +    L  L+DR    YP +VAE   
Sbjct: 3   LRDAVDADLPGILAIYNYAVLNSTAIWN---DTPTDLSGRLGWLRDRQAKSYPVIVAEEA 59 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A  G ++    +  +VE +VYV+   Q  GLG  L   L +   A G K ++   
Sbjct: 60  GEVLGYASFGDFRPFEGFRISVEHSVYVAEHAQGRGLGRRLVEALFEPARAIGKKVMIGG 119 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           I   N+ S+ LH  LG+     +   G K G   D+   Q++  
Sbjct: 120 ITAGNEASLALHTKLGFVQSAYMPGIGIKFGNRLDLVLMQKEL 162 
 
 
>ref|ZP_05843895.1| GCN5-related N-acetyltransferase [Rhodobacter sp. SW2] 
 gb|EEW25127.1| GCN5-related N-acetyltransferase [Rhodobacter sp. SW2] 
          Length = 162 
 
 Score = 67.8 bits (164), Expect = 6e-10,   Method: Compositional matrix adjust. 
 Identities = 49/160 (30%), Positives = 75/160 (46%), Gaps = 5/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A AAD+ A+    N  I  + V F +  ++    Q+ +DD  +  +   +LVAE  G 
Sbjct: 2   IRAAVAADLPAILGFWNPLIRDTLVTFSSAQKSLADMQKMLDD--KAAEGRAFLVAEAAG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G    G ++A N Y  T+E T+ +       GLG  L T +      +G  S++A + 
Sbjct: 60  AVVGFCSYGQFRAGNGYAHTMEHTIILDPVAHGRGLGRALLTGIEADARTKGAHSILAGV 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S   H A+GY     +  AG+K G W D+   Q+ 
Sbjct: 120 SGGNPESRAFHAAMGYGDPIIVPQAGWKFGRWWDLWLMQK 159 
 
 
>ref|ZP_06064160.1| acetyltransferase [Acinetobacter johnsonii SH046] 
 gb|EEY95241.1| acetyltransferase [Acinetobacter johnsonii SH046] 
          Length = 168 
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 Score = 67.8 bits (164), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 44/159 (27%), Positives = 74/159 (46%), Gaps = 3/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGV- 67 
           IR AT  D+  + +I N  +      +         +   L   Q +++P+ V E + +  
Sbjct: 5   IRLATEHDLPEIQNIYNAEVLHGMATWNEHAYDLAHFQKQLLHFQQNQFPFCVVEDQEMQ 64 
 
Query: 68  -VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG A    ++  + Y +TVE ++Y+S  + R GLG  L  +L++  + Q    +VA I 
Sbjct: 65  AIAGFADYATFRNFSGYRYTVEHSIYISPNYARQGLGQQLLAYLIEQAKLQQMHVMVAGI 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
              N  S+ LHE  G+   G +   G K G W D+   Q 
Sbjct: 125 DHANLASIALHEKFGFVQTGYMPQVGQKFGQWRDLVLMQ 163 
 
 
>ref|ZP_04635815.1| hypothetical protein yinte0001_16760 [Yersinia intermedia ATCC 
           29909] 
 gb|EEQ19936.1| hypothetical protein yinte0001_16760 [Yersinia intermedia ATCC 
           29909] 
          Length = 162 
 
 Score = 67.8 bits (164), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 48/159 (30%), Positives = 74/159 (46%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R     D  AV  I    I T    F+TE  +  +W +D    Q RY   VA ++G  
Sbjct: 1   MHVREMAENDWFAVSTIYQDGIHTGHATFQTESPSWHDW-NDSHMDQCRY---VALIDGK 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G      +  R+AY    E ++YV+ +    G+G  L +H++ + EA G  +++A I  
Sbjct: 57  IEGWIALSAFSKRHAYRGVAEVSIYVNPQISGQGIGYRLMSHVINASEAVGIWTLIAGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHE  G+   G     G   G W DV   +R 
Sbjct: 117 PENTGSIRLHEKSGFRVIGIREKVGEMRGVWRDVMLMER 155 
 
 
>ref|ZP_06496516.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. 
syringae 
           FF5] 
          Length = 180 
 
 Score = 67.4 bits (163), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 55/177 (31%), Positives = 76/177 (42%), Gaps = 10/177 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  + DI N  +  +T  +  +P      Q W     R    YP LVA +   
Sbjct: 5   IRDALPDDLPGILDIYNDAVLNTTAIWNEQPVDLANRQAWY--AARQSQAYPILVAVDNA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +   LG  L   L++         +VA  
Sbjct: 63  GDVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKRLGPRLMAALIERARDCDKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 182 
           I   N  S+ LH+ LG+   G +   G K G W D+ F Q D    A P    PV+Q 
Sbjct: 123 IESGNAASIALHDRLGFKTTGQMPQVGTKFGRWLDLTFMQLDLSPGAQP----PVSQ 175 
 
 
>ref|YP_003997004.1| gcn5-related N-acetyltransferase [Leadbetterella byssophila DSM 
           17132] 
 gb|ADQ16651.1| GCN5-related N-acetyltransferase [Leadbetterella byssophila DSM 
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           17132] 
          Length = 163 
 
 Score = 67.4 bits (163), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 43/146 (29%), Positives = 67/146 (45%), Gaps = 4/146 (2%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 80 
           + +I    I T    F+ E  + +EW  D   L      LVA +EG + G A   P  +R 
Sbjct: 14  IVEIYLQGISTQIATFQNEAPSWEEW--DKSHLSSCR--LVALLEGKICGWAALSPVSSR 69 
 
Query: 81  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 140 
             Y    E ++Y+   H+  G+G  L   L+   E +G  ++ + I   N PS++LHE+  
Sbjct: 70  CVYSGVAEVSIYIGQEHRGKGIGKALLHELIHQSEKEGIWTLQSSIFSENLPSIKLHESC 129 
 
Query: 141 GYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G+   G     G K+G W D    +R 
Sbjct: 130 GFRMVGYREKIGLKNGVWKDNVLMER 155 
 
 
>ref|YP_502905.1| GCN5-related N-acetyltransferase [Methanospirillum hungatei JF-1] 
 gb|ABD41186.1| GCN5-related N-acetyltransferase [Methanospirillum hungatei JF-1] 
          Length = 166 
 
 Score = 67.4 bits (163), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 41/155 (26%), Positives = 69/155 (44%), Gaps = 1/155 (0%) 
 
Query: 14  TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           T +D   V  + N+YIE +   F   P  P  + D L  + ++YP +  +  G + G    
Sbjct: 13  TESDKEPVIALFNYYIEHTNAAFLESP-LPSSYFDVLLPVIEQYPSVSVKENGALIGFGL 71 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
             P     A+  T   + ++   +   G+GS +   L++    +G +S++A I   N  S 
Sbjct: 72  LRPHNPMPAFRNTAVISYFLDPAYTGKGIGSKMLNFLIEKAREKGIRSILAEISSLNPGS 131 
 
Query: 134 VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VR HE  G+  RG     G K+G   D  + Q+   
Sbjct: 132 VRFHEKNGFIHRGRFERVGVKNGKEFDTIWMQKSL 166 
 
 
>ref|ZP_07048308.1| phosphinothricin N-acetyltransferase [Lysinibacillus fusiformis 
           ZC1] 
 gb|EFI70169.1| phosphinothricin N-acetyltransferase [Lysinibacillus fusiformis 
           ZC1] 
          Length = 163 
 
 Score = 67.4 bits (163), Expect = 8e-10,   Method: Compositional matrix adjust. 
 Identities = 46/151 (30%), Positives = 67/151 (44%), Gaps = 4/151 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D+  V  I    IET    F T   + Q W D+      R+   VAE    V  
Sbjct: 6   IRKMENKDLQKVLKIYKEGIETGMATFETIVPSEQVW-DERHHATLRF---VAEEHNRVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G     P   R+ Y    E +VY+S  ++  G+ S L+  L++  E  GF ++ + I    
Sbjct: 62  GWIAISPVSTRSVYSGVGEVSVYISSDYKGNGIASKLFKVLIEESEKAGFWTLQSSIFAI 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           N  S++LH+ +G+   GT       HG WHD 
Sbjct: 122 NASSIQLHKKMGFRVVGTREKIAQLHGQWHD 152 
 
 
>ref|ZP_08206859.1| sortase [Gordonia neofelifaecis NRRL B-59395] 
 gb|EGD53303.1| sortase [Gordonia neofelifaecis NRRL B-59395] 
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          Length = 168 
 
 Score = 67.4 bits (163), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 75/160 (46%), Gaps = 4/160 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEGV- 67 
           IRPAT  D  A+ DI  HY+E S   F  +  T  EW   L  + +   P+LV E +    
Sbjct: 4   IRPATDDDCDAIADIYRHYVENSVATFDLDSMTVDEWRVKLASIIESGRPFLVVESDDGS 63 
 
Query: 68  --VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G AY G ++ +  ++WT E ++Y+       G+GS L   LL + +    ++V+AV 
Sbjct: 64  HDVLGYAYLGVYRGKAGWNWTAEDSIYLRPEAAGRGIGSRLLRELLDAADPAVTRTVMAV 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I      SV LH  +G+   G     G K   W    + Q 
Sbjct: 124 ISDEVPESVALHRKVGFVEVGRSPGVGRKFDRWIGCVYLQ 163 
 
 
>ref|YP_785269.1| N-acetyltransferase [Bordetella avium 197N] 
 emb|CAJ48349.1| probable N-acetyltransferase [Bordetella avium 197N] 
          Length = 180 
 
 Score = 67.0 bits (162), Expect = 9e-10,   Method: Compositional matrix adjust. 
 Identities = 61/182 (33%), Positives = 87/182 (47%), Gaps = 11/182 (6%) 
 
Query: 1   MSPERRPVEIRPATAAD-MAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDR 56 
           MS     V +   T A+  AA+ DI+N  I  ST  +   P+ P     W     +     
Sbjct: 1   MSASHAEVRLIDCTEAEHSAAMLDILNDAIVNSTALYDYHPRPPSAMAAWF--AAKRAGG 58 
 
Query: 57  YPWLVAEVEGVVAGIAYA--GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-S 113 
           YP +V  V+G    +A+A  G ++A  A+ +TVE ++YV    +  GLG  L   L++ + 
Sbjct: 59  YP-VVGAVDGEGRLLAFASWGVFRAFPAFKYTVEHSIYVHGDQRGRGLGGLLLRELIRRA 117 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
            EAQ    +V  I   N  S+ LHE LG+   GTL   G+K G W D  F+Q     P   
Sbjct: 118 CEAQ-VHVLVGCIDASNRGSIALHEKLGFKHSGTLSQVGFKFGRWLDASFYQLTLTTPEE 176 
 
Query: 174 PR 175 
           PR 
Sbjct: 177 PR 178 
 
 
>gb|ADZ76815.1| GCN5-related N-acetyltransferase [Sphingobacterium sp. 21] 
          Length = 163 
 
 Score = 67.0 bits (162), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 77/160 (48%), Gaps = 6/160 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E+R     D  AV  I    I T    F+TE  + ++W D     + R+   +A ++G  
Sbjct: 1   MELRTMNDTDWPAVRTIYLQGIATGQATFQTEAPSWEDW-DGSHLKRSRF---IASIDGH 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG A   P  +R  Y    E +VY+   ++  G+GS L   L++S E QG  ++ + I  
Sbjct: 57  IAGWAALSPVSSRCVYAGVAEVSVYIHEDYRGKGVGSFLMNALVESSEKQGLWTLQSGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGG-WHDVGFWQR 166 
             N+ S+RLHE  G+   G     G KHG  W D    +R 
Sbjct: 117 PENEASIRLHEKHGFRQLGYREKVG-KHGNTWRDTTLMER 155 
 
 
>ref|YP_001532082.1| GCN5-like N-acetyltransferase [Dinoroseobacter shibae DFL 12] 
 gb|ABV92481.1| GCN5-related N-acetyltransferase [Dinoroseobacter shibae DFL 12] 
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          Length = 161 
 
 Score = 67.0 bits (162), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 48/153 (31%), Positives = 70/153 (45%), Gaps = 1/153 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           IRPAT  D A +  + +  I  +TV F +  +T  +    L        P+LVA   G V 
Sbjct: 2   IRPATQDDAAQIAALWSALIRDTTVTFNSHEKTAADITALLADKAAADQPFLVALHAGRV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG A  GP++    Y  T+E ++ +    +  GLG  L + L      +G  ++ A +   
Sbjct: 62  AGFATYGPFRNGPGYARTIEHSILLDTAARGQGLGRGLMSALEDHARTRGMHTLWAGVSG 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            N   V  H  LG+    TLR  GYK G W D+ 
Sbjct: 122 ENPAGVTFHRHLGFAEVATLREVGYKFGRWIDL 154 
 
 
>ref|ZP_05366549.1| phosphinothricin N-acetyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
 gb|EET76844.1| phosphinothricin N-acetyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
          Length = 196 
 
 Score = 66.6 bits (161), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 49/152 (32%), Positives = 77/152 (50%), Gaps = 3/152 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVE-GV 67 
           IRPA  AD+ A+ + +N  IE + V FRT P +  E    L  + ++  P  +AE + G  
Sbjct: 35  IRPAGLADVPAMTETLNWAIEHTDVIFRTTPASIAEREAYLRHIWEEGCPCFIAESDSGA 94 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVI 126 
             G A   P++    +    E+T+Y+S   Q  G+G+ L   L+ +  A     S++A+I 
Sbjct: 95  YLGWALYHPYRDPQVWTGCYETTIYLSPTAQGQGVGTALLGALVDAARADTKVHSLLALI 154 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
              N  S++LHE  G+   GTL+   YK   W 
Sbjct: 155 VSTNAASLKLHEKFGFENVGTLKEVCYKFDHW 186 
 
 
>ref|ZP_07377158.1| GCN5-related N-acetyltransferase [Pantoea sp. aB] 
 gb|EFM21890.1| GCN5-related N-acetyltransferase [Pantoea sp. aB] 
          Length = 169 
 
 Score = 66.6 bits (161), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 75/160 (46%), Gaps = 6/160 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A  +D   + +I N  +  +T      R +      WI    R Q  +P +VA + + 
Sbjct: 3   IRAAIESDADVIAEIYNDAVLNTTAIWNESRVDVANRIAWIH--SRQQAGFPVIVATDND 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G A  G W+  + Y  TVE +VYV +  +  G+G  L   L++         +VA  
Sbjct: 61  ESVLGYASFGDWRPWDGYRHTVEHSVYVHNHARGQGIGDALMRTLIQLACKSKKHVMVAG 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           I   N  S+ LH+ LG+T  GT++  G K G W D+ F Q 
Sbjct: 121 IESENVASITLHKKLGFTEAGTMKEVGNKFGRWLDLTFMQ 160 
 
 
>ref|ZP_00958271.1| putative acetyltransferase, GNAT family protein [Roseovarius 
           nubinhibens ISM] 
 gb|EAP76733.1| putative acetyltransferase, GNAT family protein [Roseovarius 
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           nubinhibens ISM] 
          Length = 161 
 
 Score = 66.6 bits (161), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 48/157 (30%), Positives = 78/157 (49%), Gaps = 1/157 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IRPATAAD  A+    N  I  + V F +  +TP++   D+   Q + + +LV E++G   
Sbjct: 2   IRPATAADAEAIAAFWNPQIRDTLVTFNSIEKTPEDIARDIAAKQGQGHGFLVTEIDGAT 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A  G ++    Y  ++E T+ +  R Q  G+G  L   LL      G   ++A +   
Sbjct: 62  LGFASYGQFRGGIGYAQSMEHTIILDPRAQGRGVGRGLMAALLDHARDAGVHVMMAGVCA 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            ND  +R HEA+G+     +   G+K+G + D+   Q 
Sbjct: 122 ENDGGLRFHEAMGFAEVAQVPEVGFKYGRYLDLVLMQ 158 
 
 
>ref|YP_003962714.1| N-acetyltransferase yncA [Ketogulonicigenium vulgare Y25] 
 gb|ADO41414.1| N-acetyltransferase yncA [Ketogulonicigenium vulgare Y25] 
          Length = 176 
 
 Score = 66.6 bits (161), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 49/171 (28%), Positives = 76/171 (44%), Gaps = 7/171 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           + I   T +D+ A+  I N  +  +T    +     +  + W++  +R    +P  VA+  
Sbjct: 5   MRILDGTESDLPAIVAIFNDAVVNTTAIWSDVLATVEARKTWME--QRRAGGFPVFVAKN 62 
 
Query: 65  EG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           E   V G A  GP++  + +  TVE +VYV    +  G+G  L   L+      G   +V 
Sbjct: 63  EADEVVGFASYGPYRPFDGFRLTVEHSVYVRPDQRGKGVGGKLLDALITHARGAGLHVMV 122 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAP 173 
             I   N  S+ LHE  G+   G L   G K G W D+ F Q    +LP P 
Sbjct: 123 GGITADNAASITLHERRGFQQVGLLPQVGVKFGRWLDLAFLQLKLDDLPHP 173 
 
 
>ref|ZP_07714681.1| phosphinothricin acetyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
 gb|EFQ80450.1| phosphinothricin acetyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
          Length = 164 
 
 Score = 66.2 bits (160), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 49/152 (32%), Positives = 77/152 (50%), Gaps = 3/152 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVE-GV 67 
           IRPA  AD+ A+ + +N  IE + V FRT P +  E    L  + ++  P  +AE + G  
Sbjct: 3   IRPAGLADVPAMTETLNWAIEHTDVIFRTTPASIAEREAYLRHIWEEGCPCFIAESDSGA 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVI 126 
             G A   P++    +    E+T+Y+S   Q  G+G+ L   L+ +  A     S++A+I 
Sbjct: 63  YLGWALYHPYRDPQVWTGCYETTIYLSPAAQGQGVGTALLGALVDAARADTKVHSLLALI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
              N  S++LHE  G+   GTL+   YK   W 
Sbjct: 123 VSTNAASLKLHEKFGFENVGTLKEVCYKFDHW 154 
 
 
>ref|YP_080971.1| putative phosphinothricin acetyltransferase [Bacillus licheniformis 
           ATCC 14580] 
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 ref|YP_093400.1| YwnH [Bacillus licheniformis ATCC 14580] 
 gb|AAU25333.1| putative phosphinothricin acetyltransferase [Bacillus licheniformis 
           ATCC 14580] 
 gb|AAU42707.1| YwnH [Bacillus licheniformis ATCC 14580] 
          Length = 165 
 
 Score = 66.2 bits (160), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 44/141 (31%), Positives = 73/141 (51%), Gaps = 3/141 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-- 65 
           +++R A   D+ AV DI N  I +  V   TEP TP+E ++      +  P  +AE E   
Sbjct: 1   MKLRIANREDLPAVVDIYNSTIASRMVTADTEPVTPEERLNWFLSHTEERPLYIAENEKR 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
            +V  I++   +  R AY  T E ++Y+   H+  G GS +    L++    G +S++A  
Sbjct: 61  DIVGWISFES-FYGRPAYAKTAEVSIYLHEDHRGKGAGSAVLEKALEAAPKLGIRSLMAF 119 
 
Query: 126 IGLPNDPSVRLHEALGYTARG 146 
           I   N+PS++L +  G+T  G 
Sbjct: 120 IFAHNEPSMKLFKKYGFTEWG 140 
 
 
>ref|NP_786466.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum 
           WCFS1] 
 ref|ZP_07079398.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum 
           subsp. plantarum ATCC 14917] 
 ref|YP_003925929.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum 
           subsp. plantarum ST-III] 
 emb|CAD65337.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum 
           WCFS1] 
 gb|EFK28109.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum 
           subsp. plantarum ATCC 14917] 
 gb|ADN99835.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum 
           subsp. plantarum ST-III] 
          Length = 165 
 
 Score = 66.2 bits (160), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 45/145 (31%), Positives = 73/145 (50%), Gaps = 7/145 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYP-WLVAE 63 
           V +R AT +D+  + DI N  I +  V    +P T ++   W   L    + YP W+V + 
Sbjct: 3   VSLRTATMSDLPIIVDIYNQTIPSHQVTADLKPVTVEQRRNWF--LSHTPEHYPLWVVVK 60 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            + VV  ++ + P+  R AY  T E +VY+    Q  G+GS + T + K +   G  +++ 
Sbjct: 61  DDSVVGWVSLS-PFYGRAAYAKTTEISVYLDRSVQGQGIGSQVLTLVPKQLPVLGLTTII 119 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTL 148 
           A I   N PS++L +  GY   G L 
Sbjct: 120 AYIFSSNIPSIKLFKKFGYEQWGFL 144 
 
 
>ref|ZP_07265426.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. 
syringae 
           642] 
          Length = 180 
 
 Score = 66.2 bits (160), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 52/169 (30%), Positives = 72/169 (42%), Gaps = 6/169 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  + DI N  +  +T  +  +P      Q W     R    YP LVA +   
Sbjct: 5   IRDAGPDDLPGILDIYNDAVLNTTAIWNEQPVDLANRQAWY--AARQSQGYPILVAVDSA 62 
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Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +   LG  L   L++         +VA  
Sbjct: 63  GEVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKRLGPRLMAALIERARDCEKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  S+ LH+ LG+   G +   G K G W D+ F Q D    A P 
Sbjct: 123 IESGNAASIALHDRLGFKTTGQMPQVGTKFGRWLDLTFMQLDLSPGAQP 171 
 
 
>gb|EFW79832.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           glycinea str. B076] 
          Length = 179 
 
 Score = 66.2 bits (160), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 41/120 (34%), Positives = 64/120 (53%), Gaps = 1/120 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68 
           +R A   D+ AV  I   ++     +F  +P +  E +    + L +  P+LVAE+ G V 
Sbjct: 7   LRDACDQDIPAVQAIYADHVLHGISSFELDPPSVAELLQRRAQVLVNGLPYLVAELAGEV 66 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  YA P++ R AY +TVE +VYV       G+G  L   L++  E  G++ +VAVIG+ 
Sbjct: 67  VGYGYATPYRPRPAYRFTVEDSVYVRDGMGGRGIGLALLGELVQRCEQGGWRQMVAVIGI 126 
 
 
>ref|ZP_06884360.1| GCN5-related N-acetyltransferase [Clostridium lentocellum DSM 
5427] 
 gb|EFG98260.1| GCN5-related N-acetyltransferase [Clostridium lentocellum DSM 5427] 
 gb|ADZ82808.1| GCN5-related N-acetyltransferase [Clostridium lentocellum DSM 5427] 
          Length = 165 
 
 Score = 65.9 bits (159), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 41/158 (25%), Positives = 72/158 (45%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +    T   + AV +I  +YI  ST  F  +  T QE  + +     +Y   + + E  + 
Sbjct: 5   KFEKITEEHVEAVREIYLYYINNSTATFHKKEITTQEMSELVLFKNPKYESYIIKAEEDI 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G      +K R A+D T E T+Y+ + ++  G+G    T + +  + + F ++VA+I   
Sbjct: 65  CGYVILTQYKTREAFDKTAEVTIYLKNGYEGKGIGKKAITFIEERAKEKEFHTLVALICG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N  S+ L E  GY      +  G K   W D+  +Q+ 
Sbjct: 125 ENTGSIALFEKCGYIKCAHYKEVGNKFNRWLDLLSYQK 162 
 
 
>ref|YP_003064133.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum 
JDM1] 
 gb|ACT63436.1| phosphinothricin N-acetyltransferase [Lactobacillus plantarum JDM1] 
          Length = 165 
 
 Score = 65.9 bits (159), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 45/145 (31%), Positives = 73/145 (50%), Gaps = 7/145 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYP-WLVAE 63 
           V +R AT +D+  + DI N  I +  V    +P T ++   W   L    + YP W+V + 
Sbjct: 3   VSLRTATMSDLPIIVDIYNQTIPSHQVTADLKPVTVEQRRNWF--LSHTPEHYPLWVVLK 60 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            + VV  ++ + P+  R AY  T E +VY+    Q  G+GS + T + K +   G  +++ 
Sbjct: 61  DDSVVGWVSLS-PFYGRAAYAKTTEISVYLDRSVQGQGIGSQVLTLVPKQLPVLGLTTII 119 
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Query: 124 AVIGLPNDPSVRLHEALGYTARGTL 148 
           A I   N PS++L +  GY   G L 
Sbjct: 120 AYIFSSNIPSIKLFKKFGYEQWGFL 144 
 
 
>ref|XP_756087.1| GNAT family N-acetyltransferase [Aspergillus fumigatus Af293] 
 gb|EAL94049.1| GNAT family N-acetyltransferase, putative [Aspergillus fumigatus 
           Af293] 
          Length = 220 
 
 Score = 65.9 bits (159), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 60/209 (28%), Positives = 89/209 (42%), Gaps = 39/209 (18%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA-EVE 65 
           + IR AT  D++ +  I + Y+  S   F  +P   +  I     +Q R  P+ VA +   
Sbjct: 3   IHIREATQDDISQIHTIYSFYVRESVATFLRQPPPLESLISSFREIQSRGLPYRVAIDTT 62 
 
Query: 66  GVVAGIAYAGPWKA-RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG------ 118 
           G V G  Y  P+   R AY  TVE ++YV   +   G+GS L + +L+S+E++        
Sbjct: 63  GKVLGYGYLAPFNGTRMAYAPTVEVSLYVHPEYTSKGVGSRLLSSILESVESEAGVWHRA 122 
 
Query: 119 -----FKSVVAVI-------------------GLPNDPSVRL-HEALGYTARGTLRAAGY 153 
                ++S V VI                   G  N   +R  +E  G+  RG L+  GY 
Sbjct: 123 CEHKEYESHVQVIPEDEGRVCSIIACMAVDTTGKENGEGLRKWYEQRGFVERGRLKNVGY 182 
 
Query: 154 KHGGWHDVG--FWQRDFELPAPPRPVRPV 180 
           K G W D     W   F LP   R +  V 
Sbjct: 183 KQGRWCDSLSILW---FSLPTDMRRIDTV 208 
 
 
>gb|EDP55256.1| GNAT family N-acetyltransferase, putative [Aspergillus fumigatus 
           A1163] 
          Length = 220 
 
 Score = 65.9 bits (159), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 60/209 (28%), Positives = 89/209 (42%), Gaps = 39/209 (18%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA-EVE 65 
           + IR AT  D++ +  I + Y+  S   F  +P   +  I     +Q R  P+ VA +   
Sbjct: 3   IHIREATQDDISQIHTIYSFYVRESVATFLRQPPPLESLISSFREIQSRGLPYRVAIDTT 62 
 
Query: 66  GVVAGIAYAGPWKA-RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG------ 118 
           G V G  Y  P+   R AY  TVE ++YV   +   G+GS L + +L+S+E++        
Sbjct: 63  GKVLGYGYLAPFNGTRMAYAPTVEVSLYVHPEYTSKGVGSRLLSSILESVESEAGVWHRA 122 
 
Query: 119 -----FKSVVAVI-------------------GLPNDPSVRL-HEALGYTARGTLRAAGY 153 
                ++S V VI                   G  N   +R  +E  G+  RG L+  GY 
Sbjct: 123 CEHKEYESHVQVIPEDEGRVCSIIACMAVDTTGKENGEGLRKWYEQRGFVERGRLKNVGY 182 
 
Query: 154 KHGGWHDVG--FWQRDFELPAPPRPVRPV 180 
           K G W D     W   F LP   R +  V 
Sbjct: 183 KQGRWCDSLSILW---FSLPTDMRRIDTV 208 
 
 
>ref|NP_615734.1| phosphinothricin acetyltransferase [Methanosarcina acetivorans C2A] 
 gb|AAM04214.1| phosphinothricin acetyltransferase [Methanosarcina acetivorans C2A] 
          Length = 179 
 
 Score = 65.9 bits (159), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 43/164 (26%), Positives = 75/164 (45%), Gaps = 4/164 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNF---RTEPQTPQEWIDDLERLQDRY-PWLVAEVE 65 
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           IR ATA D++ + ++ N+Y+E S   +      P+  Q    + E  ++ Y P+ V E   
Sbjct: 12  IREATAEDISGMLEVFNYYVENSFAAYLETSVGPEFFQAVQSEKEEDENEYFPFYVIEER 71 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + GI    P+     +  T   + ++   H R GLGS +   L      +  +S++A  
Sbjct: 72  GKIIGIGTLRPYFPFPNFRHTGVVSYFILPGHTRKGLGSRMLDKLCTEAREKKMRSLLAN 131 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           +   N+ S+  H   G+   G  R  G K G + D+ + Q+  E 
Sbjct: 132 VSSKNEASLNFHLKHGFIECGKFREVGTKFGYYFDIVWLQKFLE 175 
 
 
>ref|YP_003194019.1| phosphinothricin N-acetyltransferase [Robiginitalea biformata 
           HTCC2501] 
 gb|EAR16240.1| phosphinothricin N-acetyltransferase [Robiginitalea biformata 
           HTCC2501] 
          Length = 163 
 
 Score = 65.9 bits (159), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 49/159 (30%), Positives = 68/159 (42%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR     D   V  I    I T    F T     ++W    +R    +  LVAE+ G  
Sbjct: 1   MQIRDMQPEDWHEVARIYEEGIATGYATFETRVPAYEDW----DRAHLPFGRLVAEISGQ 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           VAG A   P   R  Y    E +VYVS   +  G G  L   L+   E QG  ++ + I  
Sbjct: 57  VAGWAALSPVSGRCVYGGVAEVSVYVSSAQRGKGTGKALLRKLIAESEQQGIWTLQSGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLHEA+G+   G       + G W D   ++R 
Sbjct: 117 PQNAGSIRLHEAVGFRRLGYREKIAKRDGIWQDNILFER 155 
 
 
>ref|YP_276592.1| phosphinothricin N-acetyltransferase [Pseudomonas syringae pv. 
           phaseolicola 1448A] 
 gb|AAZ33393.1| phosphinothricin N-acetyltransferase, putative [Pseudomonas 
           syringae pv. phaseolicola 1448A] 
          Length = 180 
 
 Score = 65.5 bits (158), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 54/177 (30%), Positives = 76/177 (42%), Gaps = 12/177 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  + +I N  +  +T  +   P      Q W     R    YP L+A +   
Sbjct: 5   IRDALPDDLPGILEIYNDAVLNTTAIWNERPVDLANRQAWY--AARQSQAYPILLAVDHA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +    W+    +  TVE +VYV    +  GLG  L   L++         +VA  
Sbjct: 63  GEVLGYSSFSDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMASLIERARDCEKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE--LPAP----PRP 176 
           I   N  S+ LHE LG+   G +   G K G W D+ F Q D    +PAP    P+P 
Sbjct: 123 IESGNAASIALHERLGFKTTGQMPQVGTKFGRWLDLTFMQLDLSPGVPAPASQSPKP 179 
 
 
>ref|ZP_07388746.1| Phosphinothricin acetyltransferase [Paenibacillus curdlanolyticus 
           YK9] 
 gb|EFM09919.1| Phosphinothricin acetyltransferase [Paenibacillus curdlanolyticus 
           YK9] 
          Length = 166 
 
 Score = 65.5 bits (158), Expect = 3e-09,   Method: Compositional matrix adjust. 
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 Identities = 46/157 (29%), Positives = 72/157 (45%), Gaps = 5/157 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEV 64 
           +E+  AT  D+  + DI N  + +  V    EP T +   +W    ER     P  VA   
Sbjct: 5   LEVMNATEQDLPTIVDIYNSTVASRMVTADLEPVTVESRMKWFH--ERDWATRPIWVARQ 62 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G + G     P+ AR AY  T E ++Y+   ++  G+G  L  H L+  +  G K+++  
Sbjct: 63  GGQIVGWVSFQPYYAREAYRATAELSIYIGSDYRGSGIGGALLEHALRGCDKLGIKTLIG 122 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           ++   N+PS+RL    G+   G L  A    G   DV 
Sbjct: 123 LVFGHNEPSLRLLAKFGFQQWGLLPGACELDGIERDV 159 
 
 
>ref|YP_003650967.1| GCN5-related N-acetyltransferase [Thermobispora bispora DSM 
43833] 
 gb|ADG87074.1| GCN5-related N-acetyltransferase [Thermobispora bispora DSM 43833] 
          Length = 177 
 
 Score = 65.5 bits (158), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 51/160 (31%), Positives = 72/160 (45%), Gaps = 4/160 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EG 66 
           + IRP    D A V  I    ++     F T   T + +  D  +L  R+ ++ A+   G 
Sbjct: 14  ILIRPMRETDAAQVLAIYQAGLDGGNAGFETTAPTWEAF--DAAKLP-RHRYVAADTASG 70 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G   A     R  Y   VE +VYV   H   G+G  L   L++S EA+G  ++ A + 
Sbjct: 71  QVVGWVAASAVSDRCVYAGVVEDSVYVHPDHGGRGIGLALLNALIRSTEAEGIWTIQAGV 130 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+RLHE  G+   GT    G  HG W DV   +R 
Sbjct: 131 FPENTASLRLHEKAGFRVVGTRHRIGRHHGRWRDVILLER 170 
 
 
>ref|YP_002778658.1| acetyltransferase [Rhodococcus opacus B4] 
 dbj|BAH49713.1| putative acetyltransferase [Rhodococcus opacus B4] 
          Length = 162 
 
 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 73/160 (45%), Gaps = 4/160 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            V +R   A D  AV  I +  I T    F T+  T  E +D   R  D + W VAEV+G 
Sbjct: 3   TVAVRRLDATDWDAVLRIYSEGIATRRATFDTQTPTRSE-LD--ARWLDGHRW-VAEVDG 58 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A   P  +R  +    E++VY +   + +G+G+ L   L+   +  G  ++ A + 
Sbjct: 59  TVAGWATLSPVSSRRCFRGVAENSVYTAGEFRGVGVGTALMRRLIDEADFSGIWTLQASV 118 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH A+GY   G         G WHD    +R 
Sbjct: 119 LAVNAGSIALHHAVGYRTVGMRERLAQIDGVWHDSVLLER 158 
 
 
>ref|YP_001118910.1| GCN5-related N-acetyltransferase [Burkholderia vietnamiensis G4] 
 gb|ABO54075.1| GCN5-related N-acetyltransferase [Burkholderia vietnamiensis G4] 
          Length = 182 
 
 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 50/158 (31%), Positives = 76/158 (48%), Gaps = 2/158 (1%) 
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Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVA-EVEGVVAGIAYAGP 76 
           AA+ +I+N  I  ST  +   P+ P+  +     +    +P + A +  G + G A  G  
Sbjct: 22  AAILEILNDAIVNSTALYDYRPRPPEAMVTWFATKRAGGFPVVGAVDGSGTLLGFASWGT 81 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
           ++A  A+ +TVE +VYV   H+  GLG  L   L+K         +V  I   N  SV L 
Sbjct: 82  FRAFPAFKYTVEHSVYVHRDHRGRGLGELLLRELIKRARDAEVHVLVGCIDATNAGSVAL 141 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           H  +G+   GT+  AG+K G W D  F+Q   + P  P 
Sbjct: 142 HTRVGFVHSGTIAEAGFKFGRWLDAAFYQLKLDTPMQP 179 
 
 
>ref|ZP_01447778.1| phosphinothricin N-acetyltransferase [alpha proteobacterium 
           HTCC2255] 
 gb|EAU51960.1| phosphinothricin N-acetyltransferase [alpha proteobacterium 
           HTCC2255] 
          Length = 162 
 
 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 40/159 (25%), Positives = 73/159 (45%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR    +D  +V  I    I+T    F+ + +   EW      +  R   +VAE+    
Sbjct: 1   MKIRNFKKSDFTSVKSIYQQGIDTGNATFQKKAKGWNEWNSSF-LITCR---IVAELNNE 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A       R  Y+   E ++Y++  +   G+G++L + L+ + E +G  ++ A I  
Sbjct: 57  VVGWAALSAASNRTVYNGVAEVSIYIAKNYANYGIGNSLLSELISTSENEGIWTLQAGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+ S+ +H   G+   G     G  +G W D+ F +R 
Sbjct: 117 PENESSIAIHSKNGFKIIGVREKLGKMNGAWRDILFMER 155 
 
 
>ref|YP_001196742.1| GCN5-related N-acetyltransferase [Flavobacterium johnsoniae 
UW101] 
 gb|ABQ07423.1| GCN5-related N-acetyltransferase [Flavobacterium johnsoniae UW101] 
          Length = 168 
 
 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 47/161 (29%), Positives = 74/161 (45%), Gaps = 4/161 (2%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           + +EIR  +      V  I    I+T    F+T   + ++W  D   L+     +V + + 
Sbjct: 6   KNMEIRKLSDKHWDQVKIIYQKGIDTGNATFQTSAPSWEDW--DQSHLKSCR--VVMQED 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A   P  +R  Y    E +VY+   H   G+G TL   L++  EA+G  ++ A  
Sbjct: 62  GKVIGWAALTPVSSRCVYAGVAEVSVYMDPSHSGKGIGLTLLNELVRQSEAEGIWTLQAG 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I   N  S+R+HE  G+   GT    G ++G W D    +R 
Sbjct: 122 IFPENTASLRIHEKAGFRILGTREKIGKQNGIWRDTALLER 162 
 
 
>ref|YP_100962.1| putative acetyltransferase [Bacteroides fragilis YCH46] 
 dbj|BAD50428.1| putative acetyltransferase [Bacteroides fragilis YCH46] 
          Length = 177 
 
 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 41/160 (25%), Positives = 71/160 (44%), Gaps = 1/160 (0%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EG 66 
           + +R  T  D+  V DI ++Y   +TV +     +  E  + +      Y   + E  EG 
Sbjct: 8   ITLRTLTENDLPFVKDIYDYYTLHTTVVYFVHCASIDELKNYIPVGDPVYRSFIIETPEG 67 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G  Y   +K R A+  +VE T+Y+       G G      L + +  +GF +++A+I 
Sbjct: 68  APCGFCYFARFKPREAFRISVELTLYLKPEFTGRGYGKQAILRLEEIIRQEGFSNIMALI 127 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N+ S+RL E  G+     +R    K G   D+  +Q+ 
Sbjct: 128 SGENEASIRLFEKCGFECCANIRQVAEKFGKKLDLKMYQK 167 
 
 
>ref|YP_003085267.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 
18053] 
 gb|ACT92102.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 18053] 
          Length = 165 
 
 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 49/157 (31%), Positives = 71/157 (45%), Gaps = 4/157 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP T AD + V  I    I+T    + TE   P+  +D L+      P LV E  G V  
Sbjct: 5   IRPLTEADWSQVKQIYQLGIDTGDATYETE--APE--VDVLKAKFLAEPQLVVEENGQVI 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A+     +R  Y    E+++Y+       G+G  L + L+   E  GF ++ A I    
Sbjct: 61  GWAFLSAVSSRCVYGGVAETSIYIHPEFHGRGVGRALLSDLVPLSEKLGFWTLQAQIFPE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S+ LHE  G+   G     G ++G W DV   +R 
Sbjct: 121 NKASIALHERYGFRKVGYREKLGKRNGIWRDVILLER 157 
 
 
>ref|YP_003191605.1| GCN5-related N-acetyltransferase [Desulfotomaculum acetoxidans 
DSM 
           771] 
 gb|ACV62982.1| GCN5-related N-acetyltransferase [Desulfotomaculum acetoxidans DSM 
           771] 
          Length = 163 
 
 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 40/154 (25%), Positives = 68/154 (44%), Gaps = 2/154 (1%) 
 
Query: 14  TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-VAEVEGVVAGIA 72 
           +  D   V DI NHYIE S   +  E +   ++ +   R+ + YP + V    G + G A 
Sbjct: 9   SNEDRKPVIDIFNHYIENSFAAY-FENKVSYDFFNGFMRISEGYPRIAVKSNNGELIGFA 67 
 
Query: 73  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 132 
              P+     +  T   + ++   H R G+G ++  +L+   +  G  S++A I   N+  
Sbjct: 68  LLRPYNPIPTFRRTAVISYFIKPTHIRKGIGKSILENLIGKAKEMGIDSILASISSLNEI 127 
 
Query: 133 SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           S+  H   G+   G L   G+K G   D    Q+ 
Sbjct: 128 SINFHLKNGFMKCGVLSKVGHKFGKDFDEILMQK 161 
 
 
>ref|ZP_01059494.1| phosphinothricin N-acetyltransferase [Leeuwenhoekiella blandensis 
           MED217] 
 gb|EAQ51326.1| phosphinothricin N-acetyltransferase [Leeuwenhoekiella blandensis 
           MED217] 
          Length = 163 
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 Score = 65.1 bits (157), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 45/157 (28%), Positives = 69/157 (43%), Gaps = 4/157 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP    D   V  I +  I+T    F TE    + W     ++      LVA+ +  +A 
Sbjct: 5   IRPFKPEDYPEVAKIYHAGIDTQIATFETEAPDFEAWNLRFCKVCR----LVAQFDNEIA 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A       R  Y    E TVYV+ +HQ   +G  L   L+++ E +GF ++ A I    
Sbjct: 61  GWAALSLVSKRQVYHGVAEVTVYVAPQHQGKKIGFQLLEALIQASEQEGFWTLTAHIFPQ 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S+ +H+ LG+   G       ++G W D    +R 
Sbjct: 121 NKASIHVHQKLGFRLLGIHEKIAKRNGKWQDNALLER 157 
 
 
>ref|ZP_05122029.1| phosphinothricin acetyltransferase [Rhodobacteraceae bacterium 
           KLH11] 
 gb|EEE36661.1| phosphinothricin acetyltransferase [Rhodobacteraceae bacterium 
           KLH11] 
          Length = 162 
 
 Score = 64.7 bits (156), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 75/160 (46%), Gaps = 4/160 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEG 66 
           + IR AT  D  A+  I N  I  + + F T+ ++ +    D+     R P +LVAE+   
Sbjct: 1   MSIRQATIKDAPAIAAISNSVIGDTLITFTTDLRSTENVAADI---HTRGPAFLVAEIGD 57 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG A  GP+++   Y    E ++ ++ + +  G+G TL   L     A     +VA I 
Sbjct: 58  TIAGYATYGPFRSGPGYAQCKEHSIALTPQARGQGVGRTLMAALEGRARADNVHVLVACI 117 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  +V  H ALG+T  G +   G K G   D+   Q+ 
Sbjct: 118 SSANPQAVAFHLALGFTQVGQMPEVGLKWGQRLDLVLMQK 157 
 
 
>ref|ZP_04586796.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. oryzae 
           str. 1_6] 
          Length = 180 
 
 Score = 64.7 bits (156), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 49/164 (29%), Positives = 70/164 (42%), Gaps = 6/164 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVE 65 
           IR A   D+  +  I N  +  +T  +  +P      Q W     R    YP L+A +   
Sbjct: 5   IRDALPGDLPGILAIYNDAVLNTTAIWNEQPVDLANRQAWY--ASRQAQGYPILIAIDSA 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G +  G W+    +  TVE +VYV    +  GLG  L   L++         +VA  
Sbjct: 63  GDVLGYSSFGDWRPFEGFRHTVEHSVYVRADQRGKGLGPRLMAALIERARTCDKHMMVAA 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           I   N  S+ LH+ LG+   G +   G K G W D+ F Q D   
Sbjct: 123 IESGNAASIALHDRLGFKITGQMPQVGTKFGRWLDLTFMQLDLS 166 
 
 
>ref|ZP_03489074.1| hypothetical protein EUBIFOR_01660 [Eubacterium biforme DSM 3989] 
 gb|EEC89704.1| hypothetical protein EUBIFOR_01660 [Eubacterium biforme DSM 3989] 
          Length = 318 
 
 Score = 64.7 bits (156), Expect = 5e-09,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 402



 Identities = 40/153 (26%), Positives = 68/153 (44%), Gaps = 1/153 (0%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           E+R     D+ ++  I  HY++TS   F     +   + + +  +    P+ VA  E V+ 
Sbjct: 3   ELRLLQEKDLESIYPIYVHYVKTSVAIFDVVSDSFDVFKEHMMEISKTNPFYVALNEDVL 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  Y  P  ++ AY + VE T+Y     +  GL S +   L         + +++ I   
Sbjct: 63  IGYGYVHPAFSKEAYKYCVELTIYFK-EGKHYGLPSKMLDQLEADCRKLNMRWIISCITD 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            N+ S+  H+  G+T  G L + G K   WH V 
Sbjct: 122 SNEESIAFHKKHGFTMYGALPSCGIKFDVWHGV 154 
 
 
>ref|YP_213080.1| putative acetyltransferase [Bacteroides fragilis NCTC 9343] 
 ref|ZP_04843522.1| conserved hypothetical protein [Bacteroides sp. 3_2_5] 
 ref|ZP_06094646.1| conserved hypothetical protein [Bacteroides sp. 2_1_16] 
 emb|CAH09166.1| putative acetyltransferase [Bacteroides fragilis NCTC 9343] 
 gb|EES85610.1| conserved hypothetical protein [Bacteroides sp. 3_2_5] 
 gb|EEZ24670.1| conserved hypothetical protein [Bacteroides sp. 2_1_16] 
          Length = 172 
 
 Score = 64.7 bits (156), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 41/160 (25%), Positives = 71/160 (44%), Gaps = 1/160 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EG 66 
           + +R  T  D+  V DI ++Y   +TV +     +  E  + +      Y   + E  EG 
Sbjct: 3   ITLRTLTENDLPFVKDIYDYYTLHTTVVYFVHCASIDELKNYIPVGDPVYRSFIIETPEG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G  Y   +K R A+  +VE T+Y+       G G      L + +  +GF +++A+I 
Sbjct: 63  APCGFCYFARFKPREAFRISVELTLYLKPEFTGRGYGKQAILRLEEIIRQEGFSNIMALI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N+ S+RL E  G+     +R    K G   D+  +Q+ 
Sbjct: 123 SGENEASIRLFEKCGFECCANIRQVAEKFGKKLDLRMYQK 162 
 
 
>ref|ZP_07087704.1| phosphinothricin acetyltransferase [Chryseobacterium gleum ATCC 
           35910] 
 gb|EFK34496.1| phosphinothricin acetyltransferase [Chryseobacterium gleum ATCC 
           35910] 
          Length = 163 
 
 Score = 64.7 bits (156), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 43/162 (26%), Positives = 67/162 (41%), Gaps = 3/162 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           E+R     D A V +I    I+     F TE  T + W   +    D   W++      V 
Sbjct: 4   ELREMLPTDEARVLEIFRQGIDGGISTFETEVPTAEAW--SMGYFND-CRWVLENENNEV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G     P   R  Y    E ++Y  + +Q  GLGS L   L+   E  GF ++   I   
Sbjct: 61  VGWCALKPVSKRECYKGVAEVSIYFDNEYQGKGLGSVLLKKLILDSEDHGFWTLQTNIFS 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
            N+ S++ H+  G+   G  +  G  +G W DV   ++  E+ 
Sbjct: 121 ENETSIKFHQKNGFRMVGIRKKIGKLNGEWKDVILMEKRSEI 162 
 
 
>ref|ZP_03934219.1| possible Phosphinothricin acetyltransferase [Corynebacterium 
           striatum ATCC 6940] 
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 gb|EEI79262.1| possible Phosphinothricin acetyltransferase [Corynebacterium 
           striatum ATCC 6940] 
          Length = 170 
 
 Score = 64.3 bits (155), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 48/167 (28%), Positives = 79/167 (47%), Gaps = 9/167 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEG 66 
           ++IR AT AD+ A+ + +N  I  +   FR    T  E  + L + + D  PWLVAE E  
Sbjct: 1   MQIRSATLADVPAMTECLNWAIRETDFIFRDTEATIAEREEYLRQNIADGCPWLVAETEP 60 
 
Query: 67  VV-------AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QG 118 
                     G A   P++  + +    E+T+Y+    Q  G+G+ L   L+    A +  
Sbjct: 61  ETPGEKPQHLGWAMYHPYRDPSVWKGCYETTIYLDPAAQGRGVGTALLGELVSLARADEK 120 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
             +++ +I   N  S++LHE  G+   GT +   YK G W ++   Q 
Sbjct: 121 VHTLLGLIVDTNVASIKLHEKFGFANVGTFKEVSYKMGHWLNLTHLQ 167 
 
 
>ref|ZP_08002273.1| YwnH protein [Bacillus sp. BT1B_CT2] 
 gb|EFV70501.1| YwnH protein [Bacillus sp. BT1B_CT2] 
          Length = 184 
 
 Score = 64.3 bits (155), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 42/140 (30%), Positives = 72/140 (51%), Gaps = 1/140 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEG 66 
           +++R A   D+ AV DI N  I +  V   TEP TP+E ++  L   ++R  ++V   +  
Sbjct: 20  MKLRIANREDLPAVVDIYNSTIASRMVTADTEPVTPEERLNWFLSHTEERPLYIVENEKR 79 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G      +  R AY  T E ++Y+   H+  G GS +    L++    G +S++A I 
Sbjct: 80  DIVGWISFESFYGRPAYAKTAEVSIYLHEDHRGKGAGSAVLEKALEAAPKLGIRSLMAFI 139 
 
Query: 127 GLPNDPSVRLHEALGYTARG 146 
              N+PS++L +  G+T  G 
Sbjct: 140 FAHNEPSMKLFKKYGFTEWG 159 
 
 
>emb|CBW23960.1| putative acetyltransferase [Bacteroides fragilis 638R] 
          Length = 177 
 
 Score = 64.3 bits (155), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 41/160 (25%), Positives = 71/160 (44%), Gaps = 1/160 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EG 66 
           + +R  T  D+  V DI ++Y   +TV +     +  E  + +      Y   + E  EG 
Sbjct: 8   ITLRTLTENDLPFVKDIYDYYTLHTTVVYFVHCASIDELKNYIPVGDPVYRSFIIETPEG 67 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G  Y   +K R A+  +VE T+Y+       G G      L + +  +GF +++A+I 
Sbjct: 68  APCGFCYFARFKPREAFRISVELTLYLKPEFTGRGYGKQAILRLEEIIRQEGFSNIMALI 127 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N+ S+RL E  G+     +R    K G   D+  +Q+ 
Sbjct: 128 SGENEASIRLFEKCGFECCANIRQVAEKFGKKLDLRMYQK 167 
 
 
>ref|ZP_04244771.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock1-3] 
 gb|EEL23517.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock1-3] 
          Length = 171 
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 Score = 64.3 bits (155), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 45/166 (27%), Positives = 70/166 (42%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M+   R +EIR AT  D+  +  I N  IE       TE +T +  ++ L + + RY  + 
Sbjct: 1   MNKGERSMEIRKATKQDVQEIMTIYNEGIEDRIATLETEIKTDKYVMEWLFQRETRYSVI 60 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E    + G A   P+  R AY    E ++Y+   ++  GLG  L   L K+ +   F  
Sbjct: 61  VMEENSHIVGWASINPYSHRCAYRGVGELSIYIKREYRGKGLGQKLLLALEKTGQQNEFY 120 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             V      N+    L+  +GY   G     G   G   DV   ++ 
Sbjct: 121 KFVLFTFSFNNLGQGLYRKMGYREVGVFEKQGVMDGEHVDVMIMEK 166 
 
 
>ref|YP_437978.1| sortase and related acyltransferase [Hahella chejuensis KCTC 2396] 
 gb|ABC33553.1| Sortase and related acyltransferase [Hahella chejuensis KCTC 2396] 
          Length = 171 
 
 Score = 64.3 bits (155), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 45/140 (32%), Positives = 65/140 (46%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           ++RPA  AD+ AV DI N  + +  V   TE  +     D   R  D  P LVAE    + 
Sbjct: 10  QLRPAQEADLQAVVDIYNSTVASRQVTADTEKVSAASRRDWFLRHTDERPLLVAEQADHI 69 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G     P+ +R AY  T E ++Y++   +  GLG+ L  H +      G  ++V VI   
Sbjct: 70  LGWISFEPYHSRPAYRHTAELSIYLAPEQRGKGLGARLLGHAIALAPRLGVTALVGVIFS 129 
 
Query: 129 PNDPSVRLHEALGYTARGTL 148 
            N PS+ L    G+   G L 
Sbjct: 130 HNAPSLALFRKHGFQCWGEL 149 
 
 
>ref|ZP_05283241.1| putative acetyltransferase [Bacteroides fragilis 3_1_12] 
 ref|ZP_07811118.1| GNAT family acetyltransferase [Bacteroides fragilis 3_1_12] 
 gb|EFR55052.1| GNAT family acetyltransferase [Bacteroides fragilis 3_1_12] 
          Length = 164 
 
 Score = 63.9 bits (154), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 41/160 (25%), Positives = 71/160 (44%), Gaps = 1/160 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EG 66 
           + +R  T  D+  V DI ++Y   +TV +     +  E  + +      Y   + E  EG 
Sbjct: 3   ITLRTLTENDLPFVKDIYDYYTLHTTVVYFVHCASIDELKNYIPVGDPVYRSFIIETPEG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G  Y   +K R A+  +VE T+Y+       G G      L + +  +GF +++A+I 
Sbjct: 63  TPCGFCYFARFKPREAFRISVELTLYLKPEFTGQGYGKQTIFRLEEIIRQEGFSNIMALI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N+ S+RL E  G+     +R    K G   D+  +Q+ 
Sbjct: 123 SGENEASIRLFERCGFECCANIRQVAEKFGKKLDLRMYQK 162 
 
 
>ref|ZP_07991612.1| acetyltransferase [Corynebacterium variabile DSM 44702] 
          Length = 172 
 
 Score = 63.9 bits (154), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 48/161 (29%), Positives = 73/161 (45%), Gaps = 22/161 (13%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE---- 63 
           + +R +  AD  A+ +I N  + T          T   W +D   + +R  WL A      
Sbjct: 9   ISVRSSCDADFPAITEIYNDAVVT----------TVAVWNNDTVDVDNRRDWLHAHQVPG 58 
 
Query: 64  --------VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
                    +G V G A  G +++ + +  TVE++VYVS   +  G+G+ L T LL     
Sbjct: 59  TVALTAVGADGRVLGYATYGDFRSYDGFRDTVENSVYVSTDARTGGVGTALMTELLVRAR 118 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
            +G   +VA I   N  S+ LHE LG++  G L   G K G 
Sbjct: 119 DEGKHVMVAAIESGNTASLALHEKLGFSTVGVLPEVGTKFG 159 
 
 
>ref|YP_001195416.1| GCN5-related N-acetyltransferase [Flavobacterium johnsoniae 
UW101] 
 gb|ABQ06097.1| GCN5-related N-acetyltransferase [Flavobacterium johnsoniae UW101] 
          Length = 168 
 
 Score = 63.9 bits (154), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 47/161 (29%), Positives = 73/161 (45%), Gaps = 4/161 (2%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           + +EIR  +      V  I    I+T    F+T   + ++W  D   L+     +V + + 
Sbjct: 6   KNMEIRKLSDKHWDEVKIIYQKGIDTGNATFQTSAPSWEDW--DQSHLKSCR--VVMQED 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A   P  +R  Y    E +VYV   H   G+G TL   L++  E +G  ++ A  
Sbjct: 62  GKVIGWAALTPVSSRCVYAGVAEVSVYVDPAHSGKGIGLTLLKELVRQSETEGIWTLQAG 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I   N  S+R+HE  G+   GT    G ++G W D    +R 
Sbjct: 122 IFPENTASLRIHEKAGFRILGTREKIGKQNGIWRDTALLER 162 
 
 
>ref|ZP_01902912.1| phosphinothricin N-acetyltransferase, putative [Roseobacter sp. 
           AzwK-3b] 
 gb|EDM71733.1| phosphinothricin N-acetyltransferase, putative [Roseobacter sp. 
           AzwK-3b] 
          Length = 162 
 
 Score = 63.9 bits (154), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 49/160 (30%), Positives = 74/160 (46%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           +R A AAD+ A+  +VN  I  +T+ F T  +T Q+  DD+   +D  +  LV E  G + 
Sbjct: 3   LRDAEAADVQAIAGLVNPVIRDTTITFTTREKTAQDVADDIAAKRDLGHGLLVVEEAGAL 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G+A  G ++    Y  T E ++ +    +  GLG  L   L       G  S++A +   
Sbjct: 63  LGVASYGQFRPGPGYARTAEHSITLDPSARGRGLGRLLLHRLEDHARGAGMHSMIAAVSG 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N   V  HE LGY     L   G+K G W D+   Q+   
Sbjct: 123 ENPGGVAFHERLGYARVAVLPQIGWKFGRWLDLILLQKQL 162 
 
 
>ref|YP_003059578.1| GCN5-related N-acetyltransferase [Hirschia baltica ATCC 49814] 
 gb|ACT58881.1| GCN5-related N-acetyltransferase [Hirschia baltica ATCC 49814] 
          Length = 165 
 
 Score = 63.9 bits (154), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 45/156 (28%), Positives = 75/156 (48%), Gaps = 7/156 (4%) 
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Query: 18  MAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVEGVVAGIAY 73 
           +  + +I NH +  S   +     T  +   WI+ L+   + Y  +VA + +  V G A  
Sbjct: 11  LNGILEIYNHAVRESFAVWTEREDTLNDRRAWINKLQ--ANGYACIVAVDSKNDVLGYAG 68 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQGFKSVVAVIGLPNDP 132 
            G ++ +  YD TVE +VYV+   Q  G+G+ L T L+ + +     + +V  I   N   
Sbjct: 69  YGVFRGKPGYDITVEHSVYVADSAQGKGVGNALMTELINRGIADTRLEKMVGAIDAGNPI 128 
 
Query: 133 SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           S++LHE  G+  +G LR    K G   D+ F  +D  
Sbjct: 129 SIKLHEKFGFQTQGILRGVATKWGEHRDLQFMVKDI 164 
 
 
>ref|YP_001678727.1| phosphinothricin n-acetyltransferase, putative [Heliobacterium 
           modesticaldum Ice1] 
 gb|ABZ82716.1| phosphinothricin n-acetyltransferase, putative [Heliobacterium 
           modesticaldum Ice1] 
          Length = 164 
 
 Score = 63.5 bits (153), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 44/142 (30%), Positives = 69/142 (48%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           +R A  +D+ A+  I N  I +  V   T P + +    W  D     D  P  V E++G 
Sbjct: 3   LRNAVESDLPAIVAIYNSTIASRMVTADTTPISVESRLPWFHDHN--PDGRPLWVLEMDG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+AG      +  R AYD TVE ++Y++   +  G+G  L    +++  A G  +++  I 
Sbjct: 61  VIAGWLSFQSFYGRPAYDGTVEVSIYIAESFRGQGIGRFLLQRAIEAAPAMGVHTLLGFI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N PS+ L EALG+   G L 
Sbjct: 121 FAHNLPSLGLFEALGFARWGHL 142 
 
 
>ref|ZP_06898661.1| acetyltransferase [Roseomonas cervicalis ATCC 49957] 
 gb|EFH09634.1| acetyltransferase [Roseomonas cervicalis ATCC 49957] 
          Length = 194 
 
 Score = 63.5 bits (153), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 47/176 (26%), Positives = 79/176 (44%), Gaps = 10/176 (5%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA--- 62 
           PV + PA    +  +  I N  + +ST  +  +P+T ++      + Q R +P LVA    
Sbjct: 22  PVLVLPAGPLHLPGMLAIFNEVVASSTAVYTDQPETLEQRAAWCAQRQSRGFPVLVALGA 81 
 
Query: 63  ---EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
              +V G  +   + G W     +  TVE +V++    +  GLG+ L   L++     G  
Sbjct: 82  DERDVLGFASFAEFRGGWPG---FRHTVEHSVHIRADCRGRGLGTRLVAALVEQAVLLGK 138 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
             +VA I   N PS+R+H+ +G+     +   G K G W D+   Q+      P R 
Sbjct: 139 HVMVASIDAENAPSIRMHQRMGFRQVAHMPQVGCKFGRWLDLVLMQKQLSEKQPER 194 
 
 
>ref|ZP_07329309.1| GCN5-related N-acetyltransferase [Acetivibrio cellulolyticus CD2] 
 gb|EFL59403.1| GCN5-related N-acetyltransferase [Acetivibrio cellulolyticus CD2] 
          Length = 164 
 
 Score = 63.2 bits (152), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 40/144 (27%), Positives = 66/144 (45%) 
 
Query: 23  DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 82 
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           DI  +Y+  +T  F  +P +  E  + +     +Y   V +    + G       K R A 
Sbjct: 19  DIYTYYVLNTTATFHEKPLSISEMRELVIFKDSKYETYVIKDGTQLCGYVILTQHKKREA 78 
 
Query: 83  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           YD T E T+Y+   +   G+GS   T +    +++GF  ++A I   N+ S+RL E  GY 
Sbjct: 79  YDNTGEITIYLKSDYIGKGIGSRAITFIECIAKSKGFHVLIATICGENEKSIRLFERNGY 138 
 
Query: 143 TARGTLRAAGYKHGGWHDVGFWQR 166 
                 +  G K G W D+  +Q+ 
Sbjct: 139 VKCAHYKEVGRKFGNWLDLVAYQK 162 
 
 
>ref|YP_028878.1| hypothetical protein BAS2619 [Bacillus anthracis str. Sterne] 
 ref|ZP_00393061.1| COG1247: Sortase and related acyltransferases [Bacillus anthracis 
           str. A2012] 
 gb|AAT54929.1| hypothetical protein BAS2619 [Bacillus anthracis str. Sterne] 
          Length = 87 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 28/87 (32%), Positives = 50/87 (57%), Gaps = 2/87 (2%) 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 150 
           +YV   +++ G+G++L   L+   + + + +++A I   N+ S+ LHE  G+   GT++  
Sbjct: 1   MYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDAENEKSIALHENYGFVHAGTIKK 60 
 
Query: 151 AGYKHGGWHDVGFWQRDFELPAPPRPV 177 
           AGYK   W D+ F+Q   EL  P  P+ 
Sbjct: 61  AGYKFNKWLDLAFYQ--LELCGPKNPL 85 
 
 
>ref|ZP_08109933.1| Phosphinothricin acetyltransferase [Desulfovibrio sp. ND132] 
 gb|EGB13818.1| Phosphinothricin acetyltransferase [Desulfovibrio sp. ND132] 
          Length = 162 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 40/136 (29%), Positives = 65/136 (47%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           ++PAT  D+  + +I N  + T      TEP   +  + W +    +  R P +V  ++G 
Sbjct: 1   MQPATEQDLPRIVEIYNSTVATRISTADTEPVSVEARRPWFE--HHVPGRRPIMVERIDG 58 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VA       +  R AYD T E ++Y++  H+R GLG  L    L    A G  +V+  I 
Sbjct: 59  EVAAWVSFESFYGRPAYDHTAEISIYIAPEHRRQGLGRKLLREALDMTPALGINTVLGYI 118 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+ S+RL  + G+ 
Sbjct: 119 FSHNEGSMRLFASFGF 134 
 
 
>ref|ZP_03338523.1| putative acetyltransferase [Salmonella enterica subsp. enterica 
           serovar Typhi str. 404ty] 
          Length = 129 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 47/129 (36%), Positives = 66/129 (51%), Gaps = 5/129 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYI-ETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A  AD AA+ +I N  +  T+ + N RT +      W +  + L   YP LV+E  G 
Sbjct: 3   IRFADKADCAAITEIYNRAVLHTAAIWNDRTVDTDNRLAWYEARQLLG--YPVLVSEENG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV G A  G W++ + + +TVE +VYV   HQ  GLG  L + L+      G   +VA I 
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Sbjct: 61  VVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRLIDEARRCGKHVMVAGI 120 
 
Query: 127 GLPNDPSVR 135 
              N  S+R 
Sbjct: 121 ESQNAASIR 129 
 
 
>ref|XP_003034026.1| hypothetical protein SCHCODRAFT_107275 [Schizophyllum commune 
H4-8] 
 gb|EFI99123.1| hypothetical protein SCHCODRAFT_107275 [Schizophyllum commune H4-8] 
          Length = 194 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 55/183 (30%), Positives = 79/183 (43%), Gaps = 27/183 (14%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEV---- 64 
           +RPA   D + +  I NHYIE+S   FRTE       +D     ++ R P++VA       
Sbjct: 6   LRPARPEDFSQIAVIFNHYIESSLATFRTERVDRAALLDTFYSVVEQRLPYIVAIAFDDP 65 
 
Query: 65  -EGVVAGIAYAGPWK-ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            E  V G AYA  ++  R+AY  T E ++YV   H   G+G+ +  ++L  +      S+ 
Sbjct: 66  DEPFVLGYAYASRYRPERDAYRHTAELSIYVHPDHLSAGIGTLMLDNVLGLLRQTTKPSL 125 
 
Query: 123 V--AVIGLPNDPSVRLHEAL------------------GYTARGTLRAAGYKHGGWHDVG 162 
           +  AV  L     V +  AL                  G+   G LR  GYK G W D   
Sbjct: 126 LLGAVAELAPVRQVLVVMALDTEGHKGGFGQRDWYVKRGFVQVGHLREVGYKFGRWVDTI 185 
 
Query: 163 FWQ 165 
             Q 
Sbjct: 186 ILQ 188 
 
 
>ref|ZP_01852414.1| Putative phosphinothricin N-acetyltransferase [Planctomyces maris 
           DSM 8797] 
 gb|EDL61649.1| Putative phosphinothricin N-acetyltransferase [Planctomyces maris 
           DSM 8797] 
          Length = 192 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 43/144 (29%), Positives = 70/144 (48%), Gaps = 3/144 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           +  R AT  D+ A+ DI N  I   T    T+P T +  +    +   ++ P  VAE E  
Sbjct: 25  ITTRDATLDDLPAIVDIYNESIPAGTATADTKPITVESRLQWFAQFSPEKRPIWVAEDEA 84 
 
Query: 67  --VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             +V  I     +  R AYD T E ++Y+S+ HQ+ GLG+ L   ++ +  A G  ++V  
Sbjct: 85  RQIVGCIYVTSFYAGRPAYDKTAEVSLYLSNSHQKQGLGTFLLQKMIDACPALGITTLVG 144 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
           +    N+ +  L+E  G+   G L 
Sbjct: 145 MHFDHNEGTRHLNEKFGFEVCGHL 168 
 
 
>ref|YP_002794590.1| Phosphinothricin acetyltransferase [Laribacter hongkongensis 
HLHK9] 
 gb|ACO73581.1| Phosphinothricin acetyltransferase [Laribacter hongkongensis HLHK9] 
          Length = 179 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 44/143 (30%), Positives = 69/143 (48%), Gaps = 6/143 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYP-WLVAEVE 65 
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           IRPA AAD+  +  I N  +   TV   TEP    + Q W D      D +P W++ + E 
Sbjct: 12  IRPARAADLPGIVAIYNSTVPLRTVTADTEPVSVASRQAWFD--AHHPDHHPLWVIEDAE 69 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G A   P+  R AY  T E ++Y++   +  GLG  L  +++    A G ++++   
Sbjct: 70  GQLLGWASLSPFYGRPAYAATAEVSIYLAGPARGHGLGRWLLDYVMARSPALGIRTLLGF 129 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N  S+ L    G+ + G L 
Sbjct: 130 IFSHNPASLALFARAGFASWGEL 152 
 
 
>ref|YP_001865339.1| GCN5-related N-acetyltransferase [Nostoc punctiforme PCC 73102] 
 gb|ACC80396.1| GCN5-related N-acetyltransferase [Nostoc punctiforme PCC 73102] 
          Length = 168 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 42/144 (29%), Positives = 65/144 (45%), Gaps = 5/144 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           + IR AT  D+ A+  I N  I +       EP + +    W     R   + P  V EV 
Sbjct: 1   MTIRHATETDLPAIVAIYNAAIPSCMATADLEPVSVESRLPWFR--ARSPSQRPLWVIEV 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           EG +AG      +  R AY+ T E ++Y++ +  R GLG  L    +    + G  +++  
Sbjct: 59  EGAIAGWLSFQSFYGRPAYNTTAEISIYIAPQFHRCGLGRQLLAQAISESRSLGLNTLLG 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N PS++L E  G+   G L 
Sbjct: 119 FIFAHNQPSLKLFETFGFQHWGYL 142 
 
 
>gb|EFU15691.1| acetyltransferase, GNAT family [Enterococcus faecalis TX1342] 
          Length = 163 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 48/160 (30%), Positives = 72/160 (45%), Gaps = 5/160 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++I P T +D   V  I     +T    FR+E  T  EW D     + R   L+A+ E   
Sbjct: 1   MKIAPMTDSDWEDVSRIFLTGTQTENATFRSELPTFDEW-DSGHFKECR---LIAKQENQ 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P   R  Y    E ++YV   ++  G+G++L    +   E   F  + A I  
Sbjct: 57  IIGWAALSPISTRKEYQGVAEVSIYVDQPNEGKGIGTSLLKEFVHLSEVSNFWMLQASIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARG-TLRAAGYKHGGWHDVGFWQR 166 
             N  S++LH+ LG+   G   + A  K G WHDV   +R 
Sbjct: 117 RENMASIQLHKKLGFREVGYREKIAQTKSGIWHDVVLMER 156 
 
 
>ref|YP_686313.1| GNAT family acetyltransferase [uncultured methanogenic archaeon 
           RC-I] 
 emb|CAJ36987.1| putative acetyltransferase (GNAT family) [uncultured methanogenic 
           archaeon RC-I] 
          Length = 162 
 
 Score = 62.8 bits (151), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 43/136 (31%), Positives = 65/136 (47%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEVEG 66 
           IR AT +D+  + +I N  +    V   TEP T     +W    E      P  VAE++G 
Sbjct: 3   IRDATGSDLPRIVEIYNSTVPGRMVTADTEPVTVASRLQWFG--EHNPATRPLWVAEIDG 60 
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Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G      +  R AY+ TVE +VYV+  H+  G+G TL    +    A G K+++  I 
Sbjct: 61  EICGWLSFSSFYGRPAYNATVEISVYVAPEHRGKGIGGTLLGKAIDHSPAIGVKTLLGFI 120 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N PS+ L +  G+ 
Sbjct: 121 FAHNAPSLSLFKKFGF 136 
 
 
>ref|ZP_04322990.1| GCN5-related N-acetyltransferase [Bacillus cereus m1293] 
 gb|EEK45166.1| GCN5-related N-acetyltransferase [Bacillus cereus m1293] 
          Length = 164 
 
 Score = 62.4 bits (150), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 44/159 (27%), Positives = 67/159 (42%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR A   D+  +  I N  IE       TE +T +  ++ L R Q+RY  +V E     
Sbjct: 1   MEIRRAAEQDVKEIMTIYNEGIEDRIATLETEIKTDKYVMEWLFRRQNRYSVIVIEENSK 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P+  R AY    E ++Y+   ++  GLG  L   L K+ +   F   V     
Sbjct: 61  IVGWASINPYSHRCAYRGVGELSIYIKREYRGKGLGQKLLLALEKTGQQNEFYKFVLFTF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+    L+  +GY   G     G   G   DV   ++ 
Sbjct: 121 SFNNLGQGLYRKMGYREVGVFEKQGIMDGVHVDVMIMEK 159 
 
 
>ref|YP_146446.1| phosphinothricin N-acetyltransferase [Geobacillus kaustophilus 
           HTA426] 
 dbj|BAD74878.1| phosphinothricin N-acetyltransferase [Geobacillus kaustophilus 
           HTA426] 
          Length = 163 
 
 Score = 62.4 bits (150), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 47/159 (29%), Positives = 70/159 (44%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR     D   V +I    I T    F T   + ++W    E        LVAE E   
Sbjct: 1   MNIRSFRKEDWMQVKEIYEQGIATGQATFETTAPSFEKW----ESTIAANLCLVAENEEG 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G         R  Y+   E +VYV    +  G+G  L   ++K  EA+GF ++ A I  
Sbjct: 57  IQGWCKISKVSDRCVYEGVGEVSVYVRDVSRGKGVGKKLLQAMIKESEAKGFWTLTAGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N PS+RLH+++G+   G  +  G  +G W DV   +R 
Sbjct: 117 PENIPSLRLHQSVGFREVGIRQRIGKLNGVWRDVVLLER 155 
 
 
>ref|ZP_02140906.1| acetyltransferase, putative [Roseobacter litoralis Och 149] 
 gb|EDQ17577.1| acetyltransferase, putative [Roseobacter litoralis Och 149] 
          Length = 158 
 
 Score = 62.4 bits (150), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 46/159 (28%), Positives = 73/159 (45%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPA+  D +A+  + N  I+ +   F T  +T  E    +     ++   VAE +GV A 
Sbjct: 2   IRPASPEDSSAIVALWNWMIQDTLATFTTTTKTRAELETRITAQPSQF--YVAENKGVFA 59 
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Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G    GP++    Y  TVE T+ +  +    G+G  L      +  A G K ++  I    
Sbjct: 60  GFVTFGPFRPGPGYAATVEHTIIIDPKAHGFGIGRALMAQAETAAHAAGKKVMIGAISSH 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  +++ HE L Y   G L   G+K G W D+   Q++  
Sbjct: 120 NPAAIKFHERLEYMKVGHLPGVGHKQGHWLDLILMQKNL 158 
 
 
>ref|ZP_01446058.1| GCN5-related N-acetyltransferase [Pelagibaca bermudensis HTCC2601] 
 gb|EAU43721.1| GCN5-related N-acetyltransferase [Roseovarius sp. HTCC2601] 
          Length = 181 
 
 Score = 62.0 bits (149), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 48/162 (29%), Positives = 75/162 (46%), Gaps = 8/162 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR----YPWLVA-E 63 
           +I  A+ AD+  + +I N  +  +   +    +TP +  + L+  Q R    YP LVA + 
Sbjct: 13  QIDDASEADLPGILEIYNDAVHHTLAIWN---ETPVDLANRLDWWQARRAQGYPVLVARD 69 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G V G A  G W+    +  TVE +VY+    +  G+   L T L++         +V 
Sbjct: 70  ADGAVLGYASFGDWRPFEGFRHTVEHSVYIHPSARGRGVARGLMTALIERAREASKHVMV 129 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           A I   N  S+ LH  LG+T    +   G K G W D+ F Q 
Sbjct: 130 AGIESGNAASLALHRRLGFTVTAEMPQVGCKFGRWLDLTFMQ 171 
 
 
>ref|ZP_05475424.1| phosphinothricin N-acetyltransferase [Enterococcus faecalis ATCC 
           4200] 
 gb|EEU17281.1| phosphinothricin N-acetyltransferase [Enterococcus faecalis ATCC 
           4200] 
          Length = 163 
 
 Score = 62.0 bits (149), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 48/160 (30%), Positives = 72/160 (45%), Gaps = 5/160 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++I P T +D   V  I     +T    FR+E  T  EW D     + R   L+A+ E   
Sbjct: 1   MKIAPMTDSDWEDVSRIFLTGTQTENATFRSELPTFDEW-DSGYFKECR---LIAKQENQ 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P   R  Y    E ++YV   ++  G+G++L    +   E   F  + A I  
Sbjct: 57  IIGWAALSPISTRKEYQGVAEVSIYVDQPNEGKGIGTSLLKEFVHLSEVSNFWMLQASIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARG-TLRAAGYKHGGWHDVGFWQR 166 
             N  S++LH+ LG+   G   + A  K G WHDV   +R 
Sbjct: 117 RENMASIQLHKKLGFREVGYREKIAQTKSGIWHDVVLMER 156 
 
 
>ref|ZP_00048643.1| COG1247: Sortase and related acyltransferases [Magnetospirillum 
           magnetotacticum MS-1] 
          Length = 133 
 
 Score = 62.0 bits (149), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 30/79 (37%), Positives = 46/79 (58%) 
 
Query: 82  AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 141 
            Y +T++ ++YV   H   G+G  L   L+++  A G++ ++  I   N+ S+RLHEA G 
Sbjct: 21  GYRFTLKHSIYVHPDHLHAGIGRRLLPALVEACAAGGYRQMIGYIDAKNEASLRLHEACG 80 
 
Query: 142 YTARGTLRAAGYKHGGWHD 160 
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           +T  G L A GYK G W D 
Sbjct: 81  FTRVGYLPAIGYKFGRWSD 99 
 
 
>gb|EGC98046.1| GCN5-related N-acetyltransferase [Burkholderia sp. TJI49] 
          Length = 104 
 
 Score = 62.0 bits (149), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 34/99 (34%), Positives = 49/99 (49%), Gaps = 1/99 (1%) 
 
Query: 83  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LPNDPSVRLHEALG 141 
           Y  T+E ++Y+    +  G+GS L   L+   EA  ++ ++AVI       S  LH A G 
Sbjct: 1   YRHTIEDSIYIDDTQRGRGIGSALLAALIARCEAGPWRQMIAVIADGGTGGSTSLHRAFG 60 
 
Query: 142 YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180 
           +   GTL+A G+KHG W D    QR     A  +P  P  
Sbjct: 61  FEPAGTLKAVGFKHGRWIDTALLQRTLGDGARTQPASPA 99 
 
 
>ref|ZP_06971607.1| transcriptional regulator, ArsR family [Ktedonobacter racemifer 
DSM 
           44963] 
 gb|EFH84327.1| transcriptional regulator, ArsR family [Ktedonobacter racemifer DSM 
           44963] 
          Length = 279 
 
 Score = 62.0 bits (149), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 48/166 (28%), Positives = 71/166 (42%), Gaps = 1/166 (0%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61 
           S E + +EIR AT  D  A+  I N  IE  +    T+ +TP+E  + L     R+P LV 
Sbjct: 111 SLEEQHMEIREATREDATAIASIYNQGIEDRSATLETQLRTPEERAEWLNSRTHRHPVLV 170 
 
Query: 62  AEVEGVVAGI-AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           A               +  R AYD  V+ +VYV+   +  G+G  L + L       G+  
Sbjct: 171 AVDAAGAVVGWGSLNAFNPRPAYDHVVDFSVYVAREQRGRGIGDALLSALEVRARTLGYH 230 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            +V      N P +RL+E   +   G     G   G W DV   ++ 
Sbjct: 231 KMVLAAFPSNAPGMRLYERHEFRKVGVYHEQGLLDGQWVDVVLMEK 276 
 
 
>ref|ZP_04946138.1| hypothetical protein BDAG_02064 [Burkholderia dolosa AUO158] 
 gb|EAY69309.1| hypothetical protein BDAG_02064 [Burkholderia dolosa AUO158] 
          Length = 182 
 
 Score = 62.0 bits (149), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 50/169 (29%), Positives = 78/169 (46%), Gaps = 6/169 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA-EVE 65 
           I  + A   +A+ +I+N  I  ST  +   P+ P+    W     +    +P + A +   
Sbjct: 13  IDCSEAEHASAILEILNDAIVNSTALYDYRPRPPEAMAAWF--ATKRAGGFPVIGAVDAA 70 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             + G A  G ++A  A+ +TVE +VYV   H+  GLG  L   L++         +V   
Sbjct: 71  DTLLGFASWGTFRAFPAFKYTVEHSVYVHRDHRGRGLGELLLRELIRRARDADVHVLVGC 130 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
           I   N  S+ LH  LG+   GT+  AG+K G W D  F+Q   + P  P 
Sbjct: 131 IDATNAGSIALHTRLGFVHSGTVAEAGFKFGRWLDAAFYQLRLDTPMQP 179 
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>ref|YP_003996590.1| phosphinothricin acetyltransferase [Leadbetterella byssophila 
DSM 
           17132] 
 gb|ADQ16237.1| Phosphinothricin acetyltransferase [Leadbetterella byssophila DSM 
           17132] 
          Length = 166 
 
 Score = 61.6 bits (148), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 41/143 (28%), Positives = 67/143 (46%), Gaps = 1/143 (0%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVE 65 
           P+  R A   D+A + +I N  I +  V    EP + +  +D       ++YP  V E E 
Sbjct: 3   PINYRTADIKDLAGIVEIYNSTIPSRLVTAHLEPVSVESRVDWFRSHTPEKYPLWVIESE 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G     P+  R AY  T E ++Y++   +  GLG       L+     G ++++ + 
Sbjct: 63  GKMLGWLGFQPFHPRPAYAPTAEISLYLAPSARGKGLGYQSLQFALEKAPEFGIQTLIGL 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N+PS+RL E  G+   G L 
Sbjct: 123 IFAHNEPSIRLFEKAGFEEWGYL 145 
 
 
>ref|ZP_05571308.1| hypothetical protein Faci_07786 [Ferroplasma acidarmanus fer1] 
          Length = 165 
 
 Score = 61.2 bits (147), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 38/150 (25%), Positives = 69/150 (46%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 70 
           R A+  D+  + DI N  I++    F  + + P    D L +   RY  LVA     + G 
Sbjct: 8   RKASLDDVPYIADIWNQGIDSGNATFEIKKRDPVWTSDWLVKRDPRYVVLVAGNRNNILG 67 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
                P+ +R AY +  + ++YV + +   G+GS L  H +   +  GF  +V  +   N 
Sbjct: 68  WLSLNPFSSREAYRFVADISIYVENSYHGRGIGSGLLDHGIIEAKINGFHKLVLTMLRDN 127 
 
Query: 131 DPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           + + +L+ + G++  G +   G  +  W D 
Sbjct: 128 EIARKLYISRGFSTVGIMHEQGILNNKWID 157 
 
 
>ref|ZP_06968560.1| GCN5-related N-acetyltransferase [Ktedonobacter racemifer DSM 
           44963] 
 gb|EFH86100.1| GCN5-related N-acetyltransferase [Ktedonobacter racemifer DSM 
           44963] 
          Length = 175 
 
 Score = 61.2 bits (147), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 45/157 (28%), Positives = 70/157 (44%), Gaps = 9/157 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEV 64 
           + +R AT AD +A+  I N  IE     F T+ +T      W D +      +P +V E  
Sbjct: 1   MRVRVATVADASAIATIYNQGIEDRVGTFETQLRTEAMVASWFDGM------HPIVVVEQ 54 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +   A    +++R  Y    E +VYV    +  G G    T+LL+   A GF  +++ 
Sbjct: 55  EQDIIAYASTSSYRSRPCYAGIAEFSVYVRRDWRGKGAGRLAITYLLQESAAAGFWKLLS 114 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            + + N+ S  L  +LG+   G     G   G W DV 
Sbjct: 115 RVFVENEASRGLLRSLGFREVGIYEKHGQLDGIWRDV 151 
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>ref|YP_004205490.1| putative phosphinothricin acetyltransferase [Bacillus subtilis 
           BSn5] 
 gb|ADV94463.1| putative phosphinothricin acetyltransferase [Bacillus subtilis 
           BSn5] 
          Length = 165 
 
 Score = 61.2 bits (147), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 72/160 (45%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +R A   D+ AV  I N  I +  V   TEP TP++ ++      +  P  VAE E G V 
Sbjct: 5   LRLAENKDLEAVVAIYNSTIASRMVTADTEPVTPEDRMEWFSGHTEARPLYVAEDENGNV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           A       +  R AY+ T E ++Y+    +  G+GS L    L+     G +S++A I   
Sbjct: 65  AAWISFETFYGRPAYNKTAEVSIYIDEACRGKGVGSYLLQEALRIAPNLGIRSLMAFIFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS++L E  G+   G         G  +D+    R+  
Sbjct: 125 HNKPSLKLFEKHGFAEWGLFPGIAEMDGKRYDLKILGREL 164 
 
 
>ref|ZP_08000132.1| hypothetical protein HMPREF1012_01166 [Bacillus sp. BT1B_CT2] 
 gb|EFV72449.1| hypothetical protein HMPREF1012_01166 [Bacillus sp. BT1B_CT2] 
          Length = 164 
 
 Score = 61.2 bits (147), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 42/154 (27%), Positives = 65/154 (42%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A +AD+  +  I N  IE        + +   +     +  Q RY  LVAE +G  
Sbjct: 4   INIRKAISADLPFILTIYNQGIEDRIATLEQDLKEMSDIEIWFQEHQGRYSVLVAESKGE 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P+  R AY    + +VYV    +  G+G  L   L K+ +   F  +V     
Sbjct: 64  IVGWASLNPYSHRCAYQGVADLSVYVDRACRGKGIGGLLLQALEKTAKENNFYKIVLFTF 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             N+    L+  +GY   G  +  G   G + DV 
Sbjct: 124 PFNELGQNLYNKMGYRQVGIFKNQGILDGRFIDV 157 
 
 
>ref|YP_079109.1| GCN5-related N-acetyltransferase [Bacillus licheniformis ATCC 
           14580] 
 ref|YP_091522.1| hypothetical protein BLi01935 [Bacillus licheniformis ATCC 14580] 
 gb|AAU23471.1| GCN5-related N-acetyltransferase [Bacillus licheniformis ATCC 
           14580] 
 gb|AAU40829.1| putative protein [Bacillus licheniformis ATCC 14580] 
          Length = 164 
 
 Score = 61.2 bits (147), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 42/154 (27%), Positives = 65/154 (42%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A +AD+  +  I N  IE        + +   +     +  Q RY  LVAE +G  
Sbjct: 4   INIRKAISADLPFILTIYNQGIEDRIATLEQDLKEMSDIEIWFQEHQGRYSVLVAESKGE 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P+  R AY    + +VYV    +  G+G  L   L K+ +   F  +V     
Sbjct: 64  IVGWASLNPYSHRCAYQGVADLSVYVDRACRGKGIGGLLLQALEKTAKENSFYKIVLFTF 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
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             N+    L+  +GY   G  +  G   G + DV 
Sbjct: 124 PFNELGQNLYNKMGYRQVGIFKNQGILDGRFIDV 157 
 
 
>ref|YP_001636579.1| GCN5-related N-acetyltransferase [Chloroflexus aurantiacus J-10-
fl] 
 ref|YP_002570940.1| GCN5-related N-acetyltransferase [Chloroflexus sp. Y-400-fl] 
 gb|ABY36190.1| GCN5-related N-acetyltransferase [Chloroflexus aurantiacus J-10-fl] 
 gb|ACM54614.1| GCN5-related N-acetyltransferase [Chloroflexus sp. Y-400-fl] 
          Length = 168 
 
 Score = 60.8 bits (146), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 45/163 (27%), Positives = 68/163 (41%), Gaps = 3/163 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            V  R A   D AA+ +I N  I      F T  +T Q   D      DR+P +V  V   
Sbjct: 3   SVFTRMANPHDAAAIAEIYNQGIADRIATFETNARTAQ---DVAAWFNDRFPIVVTIVND 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V   A   P++AR  Y    E +VYV+   +  G+G      LL++    GF  +++ + 
Sbjct: 60  QVVAFAATFPYRARECYAGVAEFSVYVAREWRGRGIGRLTMLALLEAASRAGFWKLLSRV 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            + N  S  +  ++G+   G         G W DV   +R  E 
Sbjct: 120 FVENTASRAMLASVGFREVGIYEKHARLDGRWRDVVIVERLIE 162 
 
 
>ref|YP_001126960.1| phosphinothricin N-acetyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
 gb|ABO68215.1| Probable phosphinothricin N-acetyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
          Length = 173 
 
 Score = 60.8 bits (146), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 40/136 (29%), Positives = 64/136 (47%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR ATAAD+  +  I N  I +  V    EP   ++ + W +  +      P  V E +G 
Sbjct: 13  IRDATAADLPQIVRIYNETIPSRMVTADLEPVSVESRRAWFEAHD--PHHRPLWVVEDDG 70 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+        +  R AY  T E ++Y++  H+  GLG+ L    +    A G K+++  I 
Sbjct: 71  VICAWLSFQSFYGRPAYRHTAEVSIYIAESHRGQGLGTKLLKRAIDKAPALGMKTLLGFI 130 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+PS+RL    G+ 
Sbjct: 131 FAHNEPSLRLFSRFGF 146 
 
 
>ref|YP_353862.1| GNAT family acetyltransferase [Rhodobacter sphaeroides 2.4.1] 
 gb|ABA79961.1| putative acetyltransferase, GNAT family [Rhodobacter sphaeroides 
           2.4.1] 
          Length = 158 
 
 Score = 60.8 bits (146), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 51/159 (32%), Positives = 73/159 (45%), Gaps = 7/159 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAE-VEGV 67 
           IRPA AAD+ A+  I N  I  + V F  E ++     D+L  L    P +LVA+  EG  
Sbjct: 2   IRPAVAADVPALLAIWNPIIRDTLVTFNAEEKSA----DELRTLIAARPAFLVADPGEGP 57 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V   +YA  ++    Y  T+E T+ +    +  GLG  L T +     A G  S+ A +  
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Sbjct: 58  VGFASYA-QFRGGVGYRHTMEHTIILGPAARGRGLGRALMTAIEDHARAGGTHSLFAGVS 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N      H A+G+     L   GYK G W D+   Q+ 
Sbjct: 117 AGNPEGRAFHAAMGFAETAVLPQVGYKFGRWLDLVLMQK 155 
 
 
>ref|ZP_03149547.1| GCN5-related N-acetyltransferase [Geobacillus sp. G11MC16] 
 gb|EDY04365.1| GCN5-related N-acetyltransferase [Geobacillus sp. G11MC16] 
          Length = 166 
 
 Score = 60.8 bits (146), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 40/136 (29%), Positives = 64/136 (47%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR ATAAD+  +  I N  I +  V    EP   ++ + W +  +      P  V E +G 
Sbjct: 6   IRDATAADLPQIVRIYNETIPSRMVTADLEPVSVESRRAWFEAHD--PHHRPLWVVEDDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+        +  R AY  T E ++Y++  H+  GLG+ L    +    A G K+++  I 
Sbjct: 64  VICAWLSFQSFYGRPAYRHTAEVSIYIAESHRGQGLGTKLLKRAIDKAPALGMKTLLGFI 123 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+PS+RL    G+ 
Sbjct: 124 FAHNEPSLRLFSRFGF 139 
 
 
>ref|ZP_05076285.1| phosphinothricin N-acetyltransferase [Rhodobacterales bacterium 
           HTCC2083] 
 gb|EDZ43945.1| phosphinothricin N-acetyltransferase [Rhodobacteraceae bacterium 
           HTCC2083] 
          Length = 161 
 
 Score = 60.8 bits (146), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 42/157 (26%), Positives = 68/157 (43%), Gaps = 2/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R A   D   +C + N  I+ +   F ++ +T      D+E  +  Y   VAE    +  
Sbjct: 3   VRAALIGDAKGICAVWNPLIQDTATTFTSDMKTVAGIQQDIEARKGAY--FVAENNDEII 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P++    Y +T E ++ ++ + +  G G  L   L +    QG  S+ A I    
Sbjct: 61  GFASYFPFRGGPGYAYTKEHSINLAPQARGQGAGRALMQALEQHAADQGVHSLWAGISAE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N   V  HE LG+T    L   G+K   W D+   Q+ 
Sbjct: 121 NPSGVSFHEKLGFTHIARLPEVGFKFDRWMDLILMQK 157 
 
 
>ref|ZP_03593460.1| hypothetical protein Bsubs1_19761 [Bacillus subtilis subsp. 
           subtilis str. 168] 
 ref|ZP_03597745.1| hypothetical protein BsubsN3_19677 [Bacillus subtilis subsp. 
           subtilis str. NCIB 3610] 
 ref|ZP_03602146.1| hypothetical protein BsubsJ_19625 [Bacillus subtilis subsp. 
           subtilis str. JH642] 
 ref|ZP_03606431.1| hypothetical protein BsubsS_19791 [Bacillus subtilis subsp. 
           subtilis str. SMY] 
          Length = 165 
 
 Score = 60.8 bits (146), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 72/160 (45%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
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           +R A   D+ AV  I N  I +  V   TEP TP++ ++      +  P  VAE E G V 
Sbjct: 5   LRLAEHRDLEAVVAIYNSTIASRMVTADTEPVTPEDRMEWFSGHTESRPLYVAEDENGNV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           A       +  R AY+ T E ++Y+    +  G+GS L    L+     G +S++A I   
Sbjct: 65  AAWISFETFYGRPAYNKTAEVSIYIDEACRGKGVGSYLLQEALRIAPNLGIRSLMAFIFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS++L E  G+   G         G  +D+    R+  
Sbjct: 125 HNKPSLKLFEKHGFAEWGLFPGIAEMDGKRYDLKILGREL 164 
 
 
>ref|YP_004091673.1| GCN5-related N-acetyltransferase [Ethanoligenens harbinense 
YUAN-3] 
 gb|ADU26942.1| GCN5-related N-acetyltransferase [Ethanoligenens harbinense YUAN-3] 
          Length = 168 
 
 Score = 60.8 bits (146), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 43/172 (25%), Positives = 76/172 (44%), Gaps = 12/172 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----- 55 
           M      +  RP    D++ + +I  +YI  ST  F    Q  +  ID++  L        
Sbjct: 1   MHVHEEQITFRPVQERDISGLLEIYLYYIRNSTGTF----QIAEIGIDEMRALVTPENAG 56 
 
Query: 56  -RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            R   + A  E  + G A    ++ R A+  T E ++Y+ + +   G+GS     L     
Sbjct: 57  YRSFSIFAGCE--LCGYASYHKYREREAFSKTAEISIYLKNEYAGCGIGSKALQMLEPLA 114 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +  G  +++A++   N  S+RL +  GY  +  L+  GYK G + D+   Q+ 
Sbjct: 115 KNAGVHTLLALVCHENTESIRLFKRSGYMMQSCLKEVGYKFGRYLDLVILQK 166 
 
 
>ref|NP_391537.1| phosphinothricin acetyltransferase [Bacillus subtilis subsp. 
           subtilis str. 168] 
 sp|P71043.1|YWNH_BACSU RecName: Full=Putative phosphinothricin acetyltransferase 
YwnH; 
           Short=PPT N-acetyltransferase 
 emb|CAA69854.1| Unknown, similar to Streptomyces coelicolor phosphinothricin 
           N-acetyltransferase [Bacillus subtilis subsp. subtilis 
           str. 168] 
 emb|CAB15673.1| putative phosphinothricin acetyltransferase [Bacillus subtilis 
           subsp. subtilis str. 168] 
          Length = 163 
 
 Score = 60.8 bits (146), Expect = 8e-08,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 72/160 (45%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +R A   D+ AV  I N  I +  V   TEP TP++ ++      +  P  VAE E G V 
Sbjct: 3   LRLAEHRDLEAVVAIYNSTIASRMVTADTEPVTPEDRMEWFSGHTESRPLYVAEDENGNV 62 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           A       +  R AY+ T E ++Y+    +  G+GS L    L+     G +S++A I   
Sbjct: 63  AAWISFETFYGRPAYNKTAEVSIYIDEACRGKGVGSYLLQEALRIAPNLGIRSLMAFIFG 122 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS++L E  G+   G         G  +D+    R+  
Sbjct: 123 HNKPSLKLFEKHGFAEWGLFPGIAEMDGKRYDLKILGREL 162 
 
 
>ref|ZP_01129948.1| phosphinothricin acetyltransferase protein [marine 
actinobacterium 
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           PHSC20C1] 
 gb|EAR25049.1| phosphinothricin acetyltransferase protein [marine actinobacterium 
           PHSC20C1] 
          Length = 168 
 
 Score = 60.5 bits (145), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 41/150 (27%), Positives = 71/150 (47%), Gaps = 3/150 (2%) 
 
Query: 23  DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGV-VAGIAYAGPWKAR 80 
           +I  +Y+ T+ V F     TP+        +++   P++VA  +   V G A   PW+ + 
Sbjct: 18  EIYGYYVSTTVVTFDIVEVTPEIMTAKRTAVEESGLPFIVAVDDSERVLGYAAMFPWRPK 77 
 
Query: 81  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEA 139 
            AY  T E ++Y+S      G+G  L   L++     G + ++AVI     + SV LH+  
Sbjct: 78  AAYKRTAEGSIYLSPAATGQGVGGALLNELIERGRQVGIREIIAVISDEGTEASVHLHKK 137 
 
Query: 140 LGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           LG+ + G L+  G+K   W      Q+  + 
Sbjct: 138 LGFESIGHLKRVGFKFDRWVGTFLMQKSID 167 
 
 
>ref|XP_003034027.1| hypothetical protein SCHCODRAFT_52412 [Schizophyllum commune H4-
8] 
 gb|EFI99124.1| hypothetical protein SCHCODRAFT_52412 [Schizophyllum commune H4-8] 
          Length = 196 
 
 Score = 60.5 bits (145), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 55/189 (29%), Positives = 83/189 (43%), Gaps = 33/189 (17%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVA-EVEGV 67 
           +RPA   D+ A+  I +HYI  S   FRT+   P   +D     Q+ ++P+LVA   EG  
Sbjct: 5   VRPALTEDLPAITSIYDHYINHSVATFRTKRVEPSVLLDTYRSAQNSQHPFLVAVSHEGT 64 
 
Query: 68  -VAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME---------- 115 
            + G AY   ++A + AY  TVE ++YV   H   G+GS L+T L  ++            
Sbjct: 65  EIVGYAYVSGYRASHPAYWHTVELSIYVHPNHLFGGVGSRLWTALEDALRQRNCALVDDK 124 
 
Query: 116 -------------AQGFKSVVAVIGLPNDPSV------RLHEALGYTARGTLRAAGYKHG 156 
                        A   + V++V+ L  + S         +   G+  +G L   GYK G 
Sbjct: 125 GHSPSLDERTSPGATPIRHVLSVMALDTEGSEGGYGLRDWYVKRGFVQKGHLEEVGYKFG 184 
 
Query: 157 GWHDVGFWQ 165 
            W D    Q 
Sbjct: 185 RWIDTIILQ 193 
 
 
>ref|YP_003729814.1| acyltransferase [Pantoea vagans C9-1] 
 gb|ADI78142.1| putative acyltransferase [Pantoea vagans C9-1] 
          Length = 127 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 39/107 (36%), Positives = 51/107 (47%) 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A  G W+  + Y  TVE +VYV    +  G G  L   L++    QG   +VA I  
Sbjct: 21  VLGYASYGDWRPWDGYCHTVEHSVYVHKSARGQGAGKALMEKLIRLATDQGKHVMVAGIE 80 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  S+ LH+ LG+T  G L   G K G W D+ F Q   +  A P 
Sbjct: 81  SENVASISLHKKLGFTEAGRLSEVGNKFGHWLDLTFLQLRLDTRAHP 127 
 
 
>ref|ZP_04292465.1| GCN5-related N-acetyltransferase [Bacillus cereus R309803] 
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 gb|EEK75819.1| GCN5-related N-acetyltransferase [Bacillus cereus R309803] 
          Length = 162 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 43/159 (27%), Positives = 67/159 (42%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR AT  D+  +  I N  IE       TE +T +  ++ L + + RY  +V E     
Sbjct: 1   MEIRKATEQDVQEITTIYNEGIEDRIATLETEIRTDKYVMEWLFQREKRYSVIVMEENSH 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P+  R AY    E ++Y+   ++  GLG  L   L K+ +   F   V     
Sbjct: 61  IVGWASINPYSHRCAYRGVGELSIYIKREYRGKGLGQNLLLALEKNGQQNEFYKFVLFTF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+    L+  +GY   G     G   G   DV   ++ 
Sbjct: 121 SFNNLGQGLYRKMGYREVGVFEKQGIMDGEHVDVMIMEK 159 
 
 
>ref|YP_333836.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
           1710b] 
 ref|ZP_04814366.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 1106b] 
 ref|ZP_04886066.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 1655] 
 gb|ABA47451.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
           1710b] 
 gb|EDU07050.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 1655] 
 gb|EES24991.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 1106b] 
          Length = 179 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 47/141 (33%), Positives = 68/141 (48%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 18  RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 76 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 77  IAWLSFSD-FYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPALGVHTALGFIF 135 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+TA GTL 
Sbjct: 136 GHNEPSLRLFARYGFTAWGTL 156 
 
 
>gb|EFS50244.1| acetyltransferase, GNAT family [Propionibacterium acnes HL025PA1] 
          Length = 166 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 46/162 (28%), Positives = 75/162 (46%), Gaps = 6/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNF---RTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR     D+ A   I N     +T ++    T  +    W  +L  + D  P LVAEV 
Sbjct: 3   VNIRTMEERDLPAASRIYNQSAVATTYSYTVVNTNIEDRLSWWREL--IADSRPLLVAEV 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQGFKSVV 123 
           +G +AG A    ++    YD T E T+++  + +  G+G  L T L+ ++      ++++ 
Sbjct: 61  DGTMAGYANYHRFREGGGYDVTAEVTIWLDPQARGQGVGRKLMTELIRRARADDRLRNLL 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +VI   N+ S+  H A+G+   G L    YK G W      Q 
Sbjct: 121 SVIDSDNERSISFHSAMGFVEVGRLPHIAYKLGNWRTAVLMQ 162 
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>ref|ZP_06427550.1| acetyltransferase, GNAT family [Propionibacterium acnes SK187] 
 ref|ZP_06428459.1| acetyltransferase, GNAT family [Propionibacterium acnes J165] 
 ref|YP_003580861.1| acetyltransferase, GNAT family [Propionibacterium acnes SK137] 
 gb|EFD02446.1| acetyltransferase, GNAT family [Propionibacterium acnes SK187] 
 gb|EFD08233.1| acetyltransferase, GNAT family [Propionibacterium acnes J165] 
 gb|ADE01244.1| acetyltransferase, GNAT family [Propionibacterium acnes SK137] 
 gb|EFS35306.1| acetyltransferase, GNAT family [Propionibacterium acnes HL013PA1] 
 gb|EFS37493.1| acetyltransferase, GNAT family [Propionibacterium acnes HL074PA1] 
 gb|EFS39715.1| acetyltransferase, GNAT family [Propionibacterium acnes HL110PA1] 
 gb|EFS43543.1| acetyltransferase, GNAT family [Propionibacterium acnes HL110PA2] 
 gb|EFS46661.1| acetyltransferase, GNAT family [Propionibacterium acnes HL087PA2] 
 gb|EFS52645.1| acetyltransferase, GNAT family [Propionibacterium acnes HL059PA1] 
 gb|EFS56667.1| acetyltransferase, GNAT family [Propionibacterium acnes HL046PA2] 
 gb|EFS58497.1| acetyltransferase, GNAT family [Propionibacterium acnes HL036PA1] 
 gb|EFS60167.1| acetyltransferase, GNAT family [Propionibacterium acnes HL036PA2] 
 gb|EFS63466.1| acetyltransferase, GNAT family [Propionibacterium acnes HL063PA1] 
 gb|EFS65808.1| acetyltransferase, GNAT family [Propionibacterium acnes HL063PA2] 
 gb|EFS68613.1| acetyltransferase, GNAT family [Propionibacterium acnes HL007PA1] 
 gb|EFS71040.1| acetyltransferase, GNAT family [Propionibacterium acnes HL056PA1] 
 gb|EFS76798.1| acetyltransferase, GNAT family [Propionibacterium acnes HL086PA1] 
 gb|EFS78811.1| acetyltransferase, GNAT family [Propionibacterium acnes HL005PA4] 
 gb|EFS82530.1| acetyltransferase, GNAT family [Propionibacterium acnes HL050PA1] 
 gb|EFS84334.1| acetyltransferase, GNAT family [Propionibacterium acnes HL050PA3] 
 gb|EFS89529.1| acetyltransferase, GNAT family [Propionibacterium acnes HL036PA3] 
 gb|EFS96008.1| acetyltransferase, GNAT family [Propionibacterium acnes HL067PA1] 
 gb|EFS98963.1| acetyltransferase, GNAT family [Propionibacterium acnes HL027PA1] 
 gb|EFT02748.1| acetyltransferase, GNAT family [Propionibacterium acnes HL002PA1] 
 gb|EFT03851.1| acetyltransferase, GNAT family [Propionibacterium acnes HL002PA2] 
 gb|EFT06424.1| acetyltransferase, GNAT family [Propionibacterium acnes HL082PA1] 
 gb|EFT12344.1| acetyltransferase, GNAT family [Propionibacterium acnes HL037PA1] 
 gb|EFT17882.1| acetyltransferase, GNAT family [Propionibacterium acnes HL053PA1] 
 gb|EFT20531.1| acetyltransferase, GNAT family [Propionibacterium acnes HL045PA1] 
 gb|EFT23226.1| acetyltransferase, GNAT family [Propionibacterium acnes HL072PA2] 
 gb|EFT27376.1| acetyltransferase, GNAT family [Propionibacterium acnes HL005PA1] 
 gb|EFT30780.1| acetyltransferase, GNAT family [Propionibacterium acnes HL005PA2] 
 gb|EFT33521.1| acetyltransferase, GNAT family [Propionibacterium acnes HL005PA3] 
 gb|EFT49470.1| acetyltransferase, GNAT family [Propionibacterium acnes HL053PA2] 
 gb|EFT52131.1| acetyltransferase, GNAT family [Propionibacterium acnes HL078PA1] 
 gb|EFT56012.1| acetyltransferase, GNAT family [Propionibacterium acnes HL027PA2] 
 gb|EFT61122.1| acetyltransferase, GNAT family [Propionibacterium acnes HL072PA1] 
 gb|EFT68538.1| acetyltransferase, GNAT family [Propionibacterium acnes HL038PA1] 
 gb|EFT70945.1| acetyltransferase, GNAT family [Propionibacterium acnes HL059PA2] 
 gb|EFT72766.1| acetyltransferase, GNAT family [Propionibacterium acnes HL046PA1] 
 gb|EFT79984.1| acetyltransferase, GNAT family [Propionibacterium acnes HL030PA2] 
          Length = 166 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 46/162 (28%), Positives = 75/162 (46%), Gaps = 6/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNF---RTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR     D+ A   I N     +T ++    T  +    W  +L  + D  P LVAEV 
Sbjct: 3   VNIRTMEERDLPAASRIYNQSAVATTYSYTVVNTNVEDRLSWWREL--IADSRPLLVAEV 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQGFKSVV 123 
           +G +AG A    ++    YD T E T+++  + +  G+G  L T L+ ++      ++++ 
Sbjct: 61  DGTMAGYANYHRFREGGGYDVTAEVTIWLDPQARGQGVGRKLMTELIRRARADDRLRNLL 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +VI   N+ S+  H A+G+   G L    YK G W      Q 
Sbjct: 121 SVIDSDNERSISFHSAMGFVEVGRLPHIAYKLGNWRTAVLMQ 162 
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>ref|YP_108060.1| putative acetyltransferase [Burkholderia pseudomallei K96243] 
 ref|YP_001066582.1| acetyltransferase [Burkholderia pseudomallei 1106a] 
 ref|ZP_02410942.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 14] 
 ref|ZP_02447034.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 91] 
 ref|ZP_02455234.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 9] 
 ref|ZP_02470815.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
           B7210] 
 ref|ZP_02481253.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
7894] 
 ref|ZP_02497632.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 112] 
 ref|ZP_02505658.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
           BCC215] 
 ref|ZP_03792858.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 
Pakistan 
           9] 
 ref|ZP_04895657.1| acetyltransferase, GNAT family [Burkholderia pseudomallei Pasteur 
           52237] 
 ref|ZP_04950757.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 1710a] 
 ref|ZP_04964801.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 406e] 
 emb|CAH35440.1| putative acetyltransferase [Burkholderia pseudomallei K96243] 
 gb|ABN88846.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 1106a] 
 gb|EDO83908.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 406e] 
 gb|EDO92495.1| acetyltransferase, GNAT family [Burkholderia pseudomallei Pasteur 
           52237] 
 gb|EEH26670.1| acetyltransferase, GNAT family [Burkholderia pseudomallei Pakistan 
           9] 
 gb|EET07776.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 1710a] 
          Length = 168 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 47/141 (33%), Positives = 68/141 (48%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 7   RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 66  IAWLSFS-DFYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPALGVHTALGFIF 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+TA GTL 
Sbjct: 125 GHNEPSLRLFARYGFTAWGTL 145 
 
 
>ref|ZP_06308276.1| GCN5-related N-acetyltransferase [Cylindrospermopsis raciborskii 
           CS-505] 
 gb|EFA69776.1| GCN5-related N-acetyltransferase [Cylindrospermopsis raciborskii 
           CS-505] 
          Length = 164 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 43/142 (30%), Positives = 64/142 (45%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+ A+  I N  + T       EP T +    W    ER+  + P  V E+   
Sbjct: 3   IRNATELDLPAIVAIYNAAVPTRMATADLEPVTLESRMTWFQ--ERVPSQRPLWVVEINY 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG      +  R AY  T E ++Y+S    R GLG TL    +    + G K++++ I 
Sbjct: 61  NIAGWLSFQSFYGRPAYHATAEISIYISPSFHRRGLGKTLLLKAIDESPSLGIKTLLSFI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
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              N PS++L    G+   G L 
Sbjct: 121 FAHNQPSLQLFAQFGFQHWGLL 142 
 
 
>ref|ZP_04386509.1| transcriptional regulator, ArsR family [Rhodococcus erythropolis 
           SK121] 
 gb|EEN86187.1| transcriptional regulator, ArsR family [Rhodococcus erythropolis 
           SK121] 
          Length = 273 
 
 Score = 60.5 bits (145), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 48/162 (29%), Positives = 76/162 (46%), Gaps = 4/162 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R   + D  AV  I    I+T T  F T   + ++   D + L D + W VAE++G  
Sbjct: 112 VVVRRMESGDWDAVRSIYREGIDTGTATFTTSVPSAEKL--DAQWLPD-HRW-VAEIDGR 167 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P  +R+ Y    E+++Y+    +  G+G  L    +++ +A    +V + I  
Sbjct: 168 VEGWASLSPVSSRDCYRGVAENSIYIGSGARGRGVGKLLLRRQVQAADASEIWTVQSSIF 227 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  SV LH+A+G+   GT        G W D  F +R  E 
Sbjct: 228 PENRASVALHQAVGFRVVGTRSRIAQLGGRWRDTLFLERRSE 269 
 
 
>ref|ZP_01078874.1| Phosphinothricin N-acetyltransferase, putative [Marinomonas sp. 
           MED121] 
 gb|EAQ63015.1| Phosphinothricin N-acetyltransferase, putative [Marinomonas sp. 
           MED121] 
          Length = 71 
 
 Score = 60.1 bits (144), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 28/69 (40%), Positives = 39/69 (56%), Gaps = 2/69 (2%) 
 
Query: 106 LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +Y  LL ++  +  K+++A+I LPND S+ LHE +G          GYK G W DVG+WQ 
Sbjct: 1   MYQALLDAISKRPIKNLLAIIALPNDASIALHEKIGMKKVAHFEKVGYKFGQWVDVGYWQ 60 
 
Query: 166 RDFELPAPP 174 
               LP  P 
Sbjct: 61  --MSLPDNP 67 
 
 
>ref|YP_001059314.1| acetyltransferase [Burkholderia pseudomallei 668] 
 ref|ZP_01764555.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 305] 
 ref|ZP_02402401.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
DM98] 
 gb|ABN81999.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 668] 
 gb|EBA51569.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 305] 
          Length = 168 
 
 Score = 60.1 bits (144), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 47/141 (33%), Positives = 68/141 (48%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 7   RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 66  IAWLSFS-DFYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPALGVHTALGFIF 124 
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Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+TA GTL 
Sbjct: 125 GHNEPSLRLFARYGFTAWGTL 145 
 
 
>ref|ZP_03918120.1| Phosphinothricin acetyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51867] 
 gb|EEI27618.1| Phosphinothricin acetyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51867] 
          Length = 163 
 
 Score = 60.1 bits (144), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 54/167 (32%), Positives = 73/167 (43%), Gaps = 20/167 (11%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A A+D  A+  I N   E ST  F   P T          + +R  WL  E    VA 
Sbjct: 5   IRLALASDAPALARIRNWAAEESTALFDNTPVT----------VANRTRWLAEEPVVFVA 54 
 
Query: 70  GI---------AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GF 119 
            +         A  GP++    Y  TVE++VYV   +   G+G+ L   L+   EA     
Sbjct: 55  DVDGDGDGIGYASYGPFRVLTGYRHTVENSVYVLPGNHGAGIGTGLLQTLIAHAEANPDV 114 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +VA I   N+ S+ LH   G+  +G L   GYK G W DV   +R 
Sbjct: 115 HRMVAWIESTNEASLALHRRHGFEEKGRLTEVGYKCGRWLDVTILER 161 
 
 
>ref|ZP_06263749.1| acetyltransferase, GNAT family [Propionibacterium acnes J139] 
 gb|EFB89245.1| acetyltransferase, GNAT family [Propionibacterium acnes J139] 
 gb|EFS86648.1| acetyltransferase, GNAT family [Propionibacterium acnes HL001PA1] 
 gb|EFT10347.1| acetyltransferase, GNAT family [Propionibacterium acnes HL082PA2] 
 gb|EFT24868.1| acetyltransferase, GNAT family [Propionibacterium acnes HL110PA3] 
 gb|EFT62230.1| acetyltransferase, GNAT family [Propionibacterium acnes HL110PA4] 
 gb|EFT65388.1| acetyltransferase, GNAT family [Propionibacterium acnes HL060PA1] 
          Length = 166 
 
 Score = 60.1 bits (144), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 46/162 (28%), Positives = 75/162 (46%), Gaps = 6/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNF---RTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR     D+ A   I N     +T ++    T  +    W  +L  + D  P LVAEV 
Sbjct: 3   VNIRTMEERDLPAASRIYNQSAVATTYSYTVVNTNVEDRLSWWREL--IADSRPLLVAEV 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQGFKSVV 123 
           +G +AG A    ++    YD T E T+++  + +  G+G  L T L+ ++      ++++ 
Sbjct: 61  DGTMAGYANYHRFREGGGYDVTAEVTIWLDPQARGQGVGRKLMTELIRRARADDRLRNLL 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +VI   N+ S+  H A+G+   G L    YK G W      Q 
Sbjct: 121 SVIDSDNERSISFHSAMGFVEVGRLPHIAYKLGDWRTAVLMQ 162 
 
 
>gb|AAV70501.1| unknown [Bacillus sp. MB24] 
          Length = 164 
 
 Score = 60.1 bits (144), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 43/159 (27%), Positives = 66/159 (41%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR AT  D   +  I N  IE       TE +T +  ++ L + + RY  +V E     
Sbjct: 1   MEIRKATEQDAQEIMTIYNEGIEDRIATLETEIKTDKYVMEWLFQREKRYSVIVMEENSH 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
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           + G A   P+  R AY    E ++Y+   ++  GLG  L   L K+ +   F   V     
Sbjct: 61  IVGWASINPYSHRCAYRGVGELSIYIKREYRGKGLGQKLLLALEKTGQKNEFYKFVLFTF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+    L+  +GY   G     G   G   DV   ++ 
Sbjct: 121 SFNNLGQGLYRKMGYREVGVFEKQGIMDGEHVDVMIMEK 159 
 
 
>ref|YP_001812670.1| GCN5-related N-acetyltransferase [Exiguobacterium sibiricum 255-
15] 
 gb|ACB59653.1| GCN5-related N-acetyltransferase [Exiguobacterium sibiricum 255-15] 
          Length = 159 
 
 Score = 60.1 bits (144), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 43/159 (27%), Positives = 71/159 (44%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R  TA D   V  I    IET    FRTE      W    +    ++  LVAE +G  
Sbjct: 1   MNVRAMTATDYPEVGRIYQQGIETQNATFRTEVPPFDYW----DAHHHKHSRLVAEEDGK 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G     P+ +  AY    E ++Y+  + +  G+G+ L   ++++ EA G  ++ + I  
Sbjct: 57  LLGWVAISPFSSIPAYRGVAEVSLYIDEKLRGKGVGTALMQAVIEASEAAGIWTLHSQIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S++LH+  G+   G     G   G W D    +R 
Sbjct: 117 PENTASLKLHQRFGFREVGRRERIGQLAGVWRDTILLER 155 
 
 
>ref|YP_574837.1| GCN5-related N-acetyltransferase [Chromohalobacter salexigens DSM 
           3043] 
 gb|ABE60138.1| GCN5-related N-acetyltransferase [Chromohalobacter salexigens DSM 
           3043] 
          Length = 172 
 
 Score = 60.1 bits (144), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 43/142 (30%), Positives = 64/142 (45%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+A V +I N  + +      TEP    +  EW    +   +R P LV E+   
Sbjct: 3   IRNAEEQDLARVVEIYNAAVPSKRSTADTEPVSIASKSEWFR--KHNPERRPLLVYEIND 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VA       +  R AY +T E ++Y+S  HQ   LG TL    L+       K+++  + 
Sbjct: 61  EVAAWVSFEDFYGRPAYHYTAEISIYISPEHQGQRLGQTLLREALELAPKLELKTLIGYV 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N+PS+RL    G+   G L 
Sbjct: 121 FAHNEPSIRLLRGFGFQEWGRL 142 
 
 
>ref|YP_002776597.1| putative ArsR family transcriptional regulator [Rhodococcus 
opacus 
           B4] 
 dbj|BAH55745.1| putative ArsR family transcriptional regulator [Rhodococcus opacus 
           B4] 
          Length = 289 
 
 Score = 59.7 bits (143), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 50/164 (30%), Positives = 70/164 (42%), Gaps = 14/164 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-----VA 62 
           V +RP T  D   V  I    I T T  F TE  T +E +D          WL     VA 
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Sbjct: 129 VTVRPMTEQDWDDVRRIYGEGIATRTATFTTEVPT-RETLD--------AQWLPGHRWVA 179 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E++GVV G A   P   R+ Y    E++VYV+   +  G+G TL    + + +  G  ++ 
Sbjct: 180 EIDGVVVGWAALSPTSGRDCYRGVAENSVYVADGMRGRGVGKTLLRTQVIAADEAGIWTL 239 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              I   N  S+ LH + G+   G         G W D  F +R 
Sbjct: 240 QTSIFPENRASIALHHSAGFRTIGVRERIARLDGIWRDTVFLER 283 
 
 
>ref|ZP_07468658.1| phosphinothricin acetyltransferase [Corynebacterium accolens ATCC 
           49726] 
 gb|EFM44049.1| phosphinothricin acetyltransferase [Corynebacterium accolens ATCC 
           49726] 
          Length = 151 
 
 Score = 59.7 bits (143), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 44/141 (31%), Positives = 71/141 (50%), Gaps = 3/141 (2%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE-GVVAGIAYAGPWK 78 
           + D +N  IE + V F + P T  E  + L  +Q+   P+LVAE + G   G A   P++ 
Sbjct: 1   MTDTLNWAIEHTDVIFDSTPVTVAEREEHLRHIQELGCPFLVAETDAGEYLGWALYHPYR 60 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSVVAVIGLPNDPSVRLH 137 
               +    E+T+Y+S   Q  G+G+ L + L+    A     +++A+I   N  S++LH 
Sbjct: 61  DPRIWQGCYETTIYLSPNAQGQGVGTALMSELVDRARADDKVHALLALIVSTNTASLKLH 120 
 
Query: 138 EALGYTARGTLRAAGYKHGGW 158 
           E  G+   GTL+   YK   W 
Sbjct: 121 EKFGFENVGTLKEVTYKFDHW 141 
 
 
>ref|YP_002766834.1| ArsR family transcriptional regulator [Rhodococcus erythropolis 
           PR4] 
 dbj|BAH34095.1| putative ArsR family transcriptional regulator [Rhodococcus 
           erythropolis PR4] 
          Length = 278 
 
 Score = 59.7 bits (143), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 48/162 (29%), Positives = 76/162 (46%), Gaps = 4/162 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R   + D  AV  I    I+T T  F T   + ++   D + L D + W VAE++G  
Sbjct: 112 VVLRRMESGDWDAVRSIYREGIDTGTATFTTSVPSAEKL--DAQWLPD-HRW-VAEIDGR 167 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P  +R+ Y    E+++Y+    +  G+G  L    +++ +A    +V + I  
Sbjct: 168 VEGWASLSPVSSRDCYRGVAENSIYIGSGARGRGVGKLLLRRQVQAADASEIWTVQSSIF 227 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  SV LH+A+G+   GT        G W D  F +R  E 
Sbjct: 228 PENRASVALHQAVGFRIVGTRSRIAQLGGRWRDTLFLERRSE 269 
 
 
>ref|YP_001137970.1| hypothetical protein cgR_1092 [Corynebacterium glutamicum R] 
 dbj|BAF54068.1| hypothetical protein [Corynebacterium glutamicum R] 
          Length = 176 
 
 Score = 59.7 bits (143), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 45/173 (26%), Positives = 71/173 (41%), Gaps = 8/173 (4%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
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            R   IRP    D   V DI    +ET   ++ T   T  ++     ++ D     V    
Sbjct: 3   ERDFTIRPIREGDFPQVRDIYELGLETGHASYETSGPTWDQF--SQSKIMDTVMVAVENN 60 
 
Query: 65  E-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           +   + G   A P  +R  +   VE ++Y+  + Q  G+G  L   L+   E+ G  S+  
Sbjct: 61  DPDFILGWVSAAPISSRQVFHGVVEDSIYIHPQGQGRGIGGALLDALITYCESNGIWSIH 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAA-----GYKHGGWHDVGFWQRDFELP 171 
           + I   N  S +LHE+ G+   GT+        G   G W D   W+R   +P 
Sbjct: 121 SWIFPENLGSAKLHESKGFVKVGTMHQMARMPYGEMEGQWRDCDLWERLLSVP 173 
 
 
>ref|YP_003086321.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 
18053] 
 gb|ACT93156.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 18053] 
          Length = 164 
 
 Score = 59.3 bits (142), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 47/157 (29%), Positives = 63/157 (40%), Gaps = 3/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR    +D  AV DI    I T      T P     W D       RY  +     G VA 
Sbjct: 3   IRELLPSDWPAVRDIYAQGIATGQATLETSPPEWAVW-DQSHVANLRY--VAVSDHGEVA 59 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P   R  Y    E ++Y++   +   +G  L  HL+   E +G+ ++ A I    
Sbjct: 60  GWAALTPVSGRCVYTGVAEVSIYIAKAFRGQKIGDLLLKHLIIESEGKGYWTLQAGIFPE 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S+RLHE  G+   G     G   G W DV   +R 
Sbjct: 120 NPASIRLHENNGFRIIGYREKIGKMKGAWRDVNLLER 156 
 
 
>ref|ZP_06735037.1| putative phosphinothricin N-acetyltransferase [Neisseria elongata 
           subsp. glycolytica ATCC 29315] 
 gb|EFE49373.1| putative phosphinothricin N-acetyltransferase [Neisseria elongata 
           subsp. glycolytica ATCC 29315] 
          Length = 167 
 
 Score = 59.3 bits (142), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 41/142 (28%), Positives = 66/142 (46%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEG 66 
           I  A   D+AA+ DI N  I++        P T    Q W+D      +R  +++   EG 
Sbjct: 6   ITEARQDDLAAIVDIYNSTIDSRLATADLSPATVESRQSWLD--AHGGNRPLYVLKNQEG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +        +  R AY  T E ++YV H  + +G+G  L  ++L+   + G K+++AVI 
Sbjct: 64  ELLAWGGFSDYYPREAYSITAEISIYVRHDMRGVGVGKILVRYMLEKAPSLGIKNIIAVI 123 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N  S+RL    G+   G L 
Sbjct: 124 FGHNHASIRLFHTFGFQEWGRL 145 
 
 
>ref|YP_002526507.1| GCN5-related N-acetyltransferase [Rhodobacter sphaeroides KD131] 
 gb|ACM02006.1| GCN5-related N-acetyltransferase [Rhodobacter sphaeroides KD131] 
          Length = 158 
 
 Score = 59.3 bits (142), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 72/159 (45%), Gaps = 7/159 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAE-VEGV 67 
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           IRPA AAD+ A+  I N  I  + V F  E ++     D+L  L    P +LVA+  EG  
Sbjct: 2   IRPAVAADVPALLAIWNPIIRDTLVTFNAEEKSA----DELRALIAARPAFLVADPGEGP 57 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V   +YA  ++    Y  T+E T+ +    +  GLG  L T +       G  S+ A +  
Sbjct: 58  VGFASYA-QFRGGVGYRHTMEHTIILGPAARGRGLGRALMTAIEDHARRGGVHSLFAGVS 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N      H A+G+     L   GYK G W D+   Q+ 
Sbjct: 117 AGNPEGRAFHAAMGFAETAVLPQVGYKFGRWLDLVLMQK 155 
 
 
>ref|YP_001271389.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri DSM 
20016] 
 ref|YP_001841755.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri JCM 
           1112] 
 ref|ZP_03848980.1| acetyltransferase [Lactobacillus reuteri MM2-3] 
 ref|ZP_08161957.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri MM4-
1A] 
 gb|ABQ83052.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri DSM 20016] 
 dbj|BAG25275.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri JCM 
           1112] 
 gb|EEI08402.1| acetyltransferase [Lactobacillus reuteri MM2-3] 
 gb|EGC15229.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri MM4-1A] 
          Length = 164 
 
 Score = 59.3 bits (142), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 41/159 (25%), Positives = 69/159 (43%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 70 
           R AT  D+  + +I N  I +        P T ++  +  E   + YP  V E +  V G 
Sbjct: 6   RKATLEDLPKIVEIYNQIIPSRLATADLTPITVEKRKEWFEAFDENYPIWVIEYQKEVLG 65 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
                 +  R AYD T E  +Y+  R ++ G+G+     ++  +      ++VA I   N 
Sbjct: 66  WVALEHFYGRPAYDHTSEIAIYLDQRLRKQGVGTKTMEFIIGQLPKLTVDTIVAYIFGHN 125 
 
Query: 131 DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            PS++L ++ G+T  G L       G   D+    R F+ 
Sbjct: 126 IPSLKLFKSFGFTQWGLLPQVAELDGIKRDLVILGRHFK 164 
 
 
>dbj|BAI87305.1| hypothetical protein BSNT_05581 [Bacillus subtilis subsp. natto 
           BEST195] 
          Length = 165 
 
 Score = 58.9 bits (141), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 72/160 (45%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +R A   D+ AV  I N  I +  V   TEP TP++ ++      +  P  VAE E G V 
Sbjct: 5   LRLAEHRDLEAVVAIYNSTIASRMVTADTEPVTPEDRMEWFLGHTEARPLYVAEDENGNV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           A       +  R AY+ T E ++Y+    +  G+GS L    L+     G +S++A I   
Sbjct: 65  AAWISFETFYGRPAYNKTAEVSIYIDEACRGKGVGSYLLQEALRIAPDLGIRSLMAFIFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS++L E  G+   G         G  +D+    R+  
Sbjct: 125 HNKPSLKLFEKHGFAEWGLFPGIAEMDGKRYDLKILGREL 164 
 
 
>ref|YP_003832435.1| GNAT family acetyltransferase [Butyrivibrio proteoclasticus B316] 
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 gb|ADL35853.1| acetyltransferase GNAT family [Butyrivibrio proteoclasticus B316] 
          Length = 154 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 42/146 (28%), Positives = 64/146 (43%), Gaps = 5/146 (3%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 76 
           D   V +I    +E  T  F TE  +  EW +       +    V E EG V G     P 
Sbjct: 5   DWGTVAEIYKQGLEEGTSTFNTECPSFTEWNEG----HVKNCRFVFEEEGKVVGWIALSP 60 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
             +R AY   VE +VYV   ++  G+G+ L   +++  E  G+ S+ + I   N  S+ L 
Sbjct: 61  SSSRCAYKGCVEMSVYVDRNYRGHGIGTALVNTIIREAEKDGYWSIYSAIFSINKASIAL 120 
 
Query: 137 HEALGYTARGTL-RAAGYKHGGWHDV 161 
           H+  G+   G   R A  + G W +  
Sbjct: 121 HKKCGFREIGYRERIAKDRFGKWQNT 146 
 
 
>gb|EFS74684.1| acetyltransferase, GNAT family [Propionibacterium acnes HL037PA2] 
 gb|EFS93270.1| acetyltransferase, GNAT family [Propionibacterium acnes HL044PA1] 
 gb|EFT15574.1| acetyltransferase, GNAT family [Propionibacterium acnes HL037PA3] 
          Length = 166 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 47/162 (29%), Positives = 73/162 (45%), Gaps = 6/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR     D+     I N     +T ++    T+ +    W  +L  + D  P LVAEV 
Sbjct: 3   VNIRAMEERDLPTASRIYNQSAVATTYSYTLVDTKVEDRLSWWHEL--VADGRPVLVAEV 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QGFKSVV 123 
           +  +AG A    ++    YD T E T+++    +  G+G  L   L++   A     +++ 
Sbjct: 61  DETMAGYATYHRFRGGGGYDVTAEVTIWLDAPARGRGVGRKLMAELIRHARADHHLHNLL 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           AVI   N+ S+  H A+G+T  G L    YK G W    F Q 
Sbjct: 121 AVIDSQNERSIGFHSAMGFTEVGRLPHIAYKLGDWRTAVFMQ 162 
 
 
>ref|YP_001044314.1| GCN5-related N-acetyltransferase [Rhodobacter sphaeroides ATCC 
           17029] 
 gb|ABN77542.1| GCN5-related N-acetyltransferase [Rhodobacter sphaeroides ATCC 
           17029] 
          Length = 158 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 47/158 (29%), Positives = 68/158 (43%), Gaps = 5/158 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           IRPA AAD+ A+  I N  I  + V F  E ++     D+L  L    P +LVA+      
Sbjct: 2   IRPAVAADVPALLAIWNPIIRDTLVTFNAEEKSA----DELHALIAARPAFLVADPGDGP 57 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A    ++    Y  T+E T+ +    +  GLG  L T +       G  S+ A +   
Sbjct: 58  VGFASYAQFRGGVGYRHTMEHTIILGPAARGRGLGRALMTAIEDHARRGGVHSLFAGVSA 117 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N      H A+G+     L   GYK G W D+   Q+ 
Sbjct: 118 GNPEGRAFHAAMGFAETAVLPQVGYKFGRWLDLVLMQK 155 
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>ref|YP_001029322.1| phosphinothricin acetyltransferase [Burkholderia mallei NCTC 
10229] 
 ref|ZP_04904092.1| acetyltransferase, GNAT family [Burkholderia pseudomallei S13] 
 gb|ABN02247.1| phosphinothricin acetyltransferase [Burkholderia mallei NCTC 10229] 
 gb|EDS87104.1| acetyltransferase, GNAT family [Burkholderia pseudomallei S13] 
          Length = 179 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 46/141 (32%), Positives = 67/141 (47%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 18  RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 76 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 77  IAWLSFSD-FYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPALGVHTALGFIF 135 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+T  GTL 
Sbjct: 136 GHNEPSLRLFARYGFTTWGTL 156 
 
 
>ref|ZP_03931541.1| Phosphinothricin acetyltransferase [Corynebacterium accolens ATCC 
           49725] 
 gb|EEI15480.1| Phosphinothricin acetyltransferase [Corynebacterium accolens ATCC 
           49725] 
          Length = 151 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 44/141 (31%), Positives = 70/141 (49%), Gaps = 3/141 (2%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE-GVVAGIAYAGPWK 78 
           + D +N  IE + V F + P T  E  + L  +Q+   P+LVAE   G   G A   P++ 
Sbjct: 1   MTDTLNWAIEHTDVIFDSTPVTVAEREEHLRHIQELGCPFLVAETNAGEYLGWALYHPYR 60 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSVVAVIGLPNDPSVRLH 137 
               +    E+T+Y+S   Q  G+G+ L + L+    A     +++A+I   N  S++LH 
Sbjct: 61  DPRIWQGCYETTIYLSPNAQGQGVGTALMSELVDRARADDKVHALLALIVSTNTASLKLH 120 
 
Query: 138 EALGYTARGTLRAAGYKHGGW 158 
           E  G+   GTL+   YK   W 
Sbjct: 121 EKFGFENVGTLKEVTYKFDHW 141 
 
 
>ref|ZP_04231266.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock3-29] 
 gb|EEL37022.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock3-29] 
          Length = 164 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 43/159 (27%), Positives = 64/159 (40%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR A   D   +  I N  IE       TE +T    +D L + + RY  +V E     
Sbjct: 1   MEIRKAIEQDAQEIMTIYNEGIEDRIATLETEIKTDTYVMDWLFQREKRYSVIVIEENSK 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P+  R AY    E ++Y+   ++  GLG  L   L K+ +   F   V     
Sbjct: 61  IVGWASINPYSHRCAYRGVGELSIYIKREYRGKGLGQKLLLALEKTGQQNEFYKFVLFTF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+    L+  +GY   G     G   G   DV   ++ 
Sbjct: 121 SFNNLGQGLYRKMGYREVGVFEKQGVMDGEHVDVMIMEK 159 
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>ref|ZP_02186123.1| phosphinothricin N-acetyltransferase [Carnobacterium sp. AT7] 
 gb|EDP67109.1| phosphinothricin N-acetyltransferase [Carnobacterium sp. AT7] 
          Length = 174 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 43/153 (28%), Positives = 72/153 (47%), Gaps = 2/153 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR A+  D+  + DI N  I T  +    +  T ++     E  Q ++YP  + EV+G V 
Sbjct: 13  IREASLNDLPEMVDIYNKAILTGGITCDIDVFTVEQRKSWFESHQTEKYPLFIYEVDGKV 72 
 
Query: 69  AGIAYAGPWK-ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           AG ++   ++  R A +   E + YV+  ++  G+GS L  H L+     G+ +V+A+I  
Sbjct: 73  AGYSHLSGYRVGRRAVERVAEISYYVNSDYRNRGIGSKLVEHTLQQAREIGYHNVMAMIV 132 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N  S  L    G+   G +      +G  HD 
Sbjct: 133 EGNGASEYLLSKFGFQQWGRMPKVAEFNGELHD 165 
 
 
>ref|YP_002897089.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
           MSHR346] 
 gb|ACQ96170.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
           MSHR346] 
          Length = 168 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 46/141 (32%), Positives = 67/141 (47%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 7   RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 66  IAWLSFS-DFYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPALGVHTALGFIF 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+T  GTL 
Sbjct: 125 GHNEPSLRLFARYGFTTWGTL 145 
 
 
>ref|YP_002464793.1| GCN5-related N-acetyltransferase [Chloroflexus aggregans DSM 
9485] 
 gb|ACL26357.1| GCN5-related N-acetyltransferase [Chloroflexus aggregans DSM 9485] 
          Length = 170 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 42/162 (25%), Positives = 68/162 (41%), Gaps = 9/162 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           V  R AT AD  A+  I N  I      F T P+T +E   W        DR+P +V  + 
Sbjct: 4   VLTRSATVADAEAIAAIYNQGIADRIATFETRPRTAEEVAGW------FGDRFPIVVTII 57 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              +   A   P++ R+ Y    E +VYV    +  G+G      L+++    GF  +++ 
Sbjct: 58  NDQIVAFAATFPYRPRDCYAGIAEFSVYVEREWRGRGIGRLTMLALIEAATHAGFWKLLS 117 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            + + N  S  +  ++G+   G         G W DV   +R 
Sbjct: 118 RVFVENTASRAMLASVGFREVGIYEKHARLDGHWRDVVIVER 159 
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>ref|YP_055338.1| N-acetyltransferase [Propionibacterium acnes KPA171202] 
 gb|AAT82380.1| N-acetyltransferase [Propionibacterium acnes KPA171202] 
 gb|EFT79246.1| acetyltransferase, GNAT family [Propionibacterium acnes HL030PA1] 
          Length = 166 
 
 Score = 58.9 bits (141), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 45/162 (27%), Positives = 74/162 (45%), Gaps = 6/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNF---RTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR     D+     I N     +T ++    T  +    W  +L  + D  P LVAEV 
Sbjct: 3   VNIRTMEERDLPTASRIYNQSAVATTYSYTVVNTNVEDRLSWWREL--IADSRPLLVAEV 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQGFKSVV 123 
           +G +AG A    ++    YD T E T+++  + +  G+G  L T L+ ++      ++++ 
Sbjct: 61  DGTMAGYANYHRFREGGGYDVTAEVTIWLDPQARGQGVGRKLMTELIRRARADDRLRNLL 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +VI   N+ S+  H A+G+   G L    YK G W      Q 
Sbjct: 121 SVIDSDNERSISFHSAMGFVEVGRLPHIAYKLGNWRTAVLMQ 162 
 
 
>ref|ZP_01038277.1| phosphinothricin N-acetyltransferase, putative [Roseovarius sp. 
           217] 
 gb|EAQ23120.1| phosphinothricin N-acetyltransferase, putative [Roseovarius sp. 
           217] 
          Length = 159 
 
 Score = 58.5 bits (140), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 43/159 (27%), Positives = 67/159 (42%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R A   D+  +    N  I  ++V F T  +T      D+        + V E +GVV  
Sbjct: 3   VRQAEQRDIGPILAFWNPLIRETSVTFTTVEKTADSLAGDMA--ARGLAFQVIEEQGVVL 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A  G +++   Y  T E TV ++   +  GLG  L T L     A     +VA +    
Sbjct: 61  GFASYGGFRSGPGYARTAEHTVILAQAARGRGLGRALMTRLEDVARAADLHVLVAGVSGE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  ++  H A+GY+    +   G K G W D+   Q+   
Sbjct: 121 NAAAIAFHRAIGYSEVARMPEVGRKFGRWLDLVLLQKTL 159 
 
 
>ref|YP_003314238.1| sortase-like acyltransferase [Sanguibacter keddieii DSM 10542] 
 gb|ACZ21404.1| sortase-like acyltransferase [Sanguibacter keddieii DSM 10542] 
          Length = 166 
 
 Score = 58.5 bits (140), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 48/159 (30%), Positives = 65/159 (40%), Gaps = 3/159 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R  T +D   V DI    I T    F T   T   W    +   D +  +  +  G+ 
Sbjct: 6   LTLRAMTPSDWGRVADIYTAGIATGQATFET---TVPSWEAFDQGKLDTHRTVAVDASGL 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G     P  AR AY   VE++VYV       G+G  L  HL+ S E  G  ++ A I  
Sbjct: 63  VVGWCAVSPISARPAYAGVVENSVYVDPAAAGHGVGGALLAHLVASTEVTGIWTIQAGIF 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+RLH   G+   G         G W DV   +R 
Sbjct: 123 PENTASMRLHARAGFRVVGVRERIAQLKGTWRDVALLER 161 
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>ref|YP_103078.1| phosphinothricin acetyltransferase [Burkholderia mallei ATCC 23344] 
 ref|ZP_00439036.1| phosphinothricin acetyltransferase [Burkholderia mallei GB8 horse 
           4] 
 ref|YP_993233.1| phosphinothricin acetyltransferase [Burkholderia mallei SAVP1] 
 ref|YP_001080741.1| phosphinothricin acetyltransferase [Burkholderia mallei NCTC 
10247] 
 ref|ZP_02264599.1| phosphinothricin acetyltransferase [Burkholderia mallei PRL-20] 
 ref|ZP_04885083.1| phosphinothricin acetyltransferase [Burkholderia mallei ATCC 
10399] 
 ref|ZP_04906390.1| phosphinothricin acetyltransferase [Burkholderia mallei FMH] 
 ref|ZP_04912710.1| phosphinothricin acetyltransferase [Burkholderia mallei JHU] 
 ref|ZP_04974500.1| phosphinothricin acetyltransferase [Burkholderia mallei 
2002721280] 
 gb|AAU47628.1| phosphinothricin acetyltransferase [Burkholderia mallei ATCC 23344] 
 gb|ABM50325.1| phosphinothricin acetyltransferase [Burkholderia mallei SAVP1] 
 gb|ABO06228.1| phosphinothricin acetyltransferase [Burkholderia mallei NCTC 10247] 
 gb|EDK56694.1| phosphinothricin acetyltransferase [Burkholderia mallei FMH] 
 gb|EDK60866.1| phosphinothricin acetyltransferase [Burkholderia mallei JHU] 
 gb|EDK85375.1| phosphinothricin acetyltransferase [Burkholderia mallei 2002721280] 
 gb|EDP89437.1| phosphinothricin acetyltransferase [Burkholderia mallei ATCC 10399] 
 gb|EEP84365.1| phosphinothricin acetyltransferase [Burkholderia mallei GB8 horse 
           4] 
 gb|EES47285.1| phosphinothricin acetyltransferase [Burkholderia mallei PRL-20] 
          Length = 168 
 
 Score = 58.5 bits (140), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 46/141 (32%), Positives = 67/141 (47%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 7   RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 66  IAWLSFS-DFYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPALGVHTALGFIF 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+T  GTL 
Sbjct: 125 GHNEPSLRLFARYGFTTWGTL 145 
 
 
>pdb|1VHS|A Chain A, Crystal Structure Of A Putative Phosphinothricin N- 
           Acetyltransferase 
 pdb|1VHS|B Chain B, Crystal Structure Of A Putative Phosphinothricin N- 
           Acetyltransferase 
          Length = 175 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 70/160 (43%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +R A   D+ AV  I N  I +  V   TEP TP++  +      +  P  VAE E G V 
Sbjct: 5   LRLAEHRDLEAVVAIYNSTIASRXVTADTEPVTPEDRXEWFSGHTESRPLYVAEDENGNV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           A       +  R AY+ T E ++Y+    +  G+GS L    L+     G +S+ A I   
Sbjct: 65  AAWISFETFYGRPAYNKTAEVSIYIDEACRGKGVGSYLLQEALRIAPNLGIRSLXAFIFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS++L E  G+   G         G  +D+    R+  
Sbjct: 125 HNKPSLKLFEKHGFAEWGLFPGIAEXDGKRYDLKILGREL 164 
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>ref|ZP_03495248.1| GCN5-related N-acetyltransferase [Alicyclobacillus acidocaldarius 
           LAA1] 
 gb|EED06032.1| GCN5-related N-acetyltransferase [Alicyclobacillus acidocaldarius 
           LAA1] 
          Length = 164 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 46/154 (29%), Positives = 60/154 (38%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V++R AT  DMAA+  I N  IE        + +          +   RYP  VA V    
Sbjct: 3   VDVRIATREDMAAILSIYNQGIEDRIATLEQDLKDMAYIESWFSQHNSRYPVFVATVGSN 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P+  R AY    E +VYV    +  G+G  L   L       GF  +V     
Sbjct: 63  VVGWADLHPYSHRCAYAGVGELSVYVERSWRGKGVGQALLRQLESHAMEHGFHKLVLATF 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             N     L+  +G+   G  R  G   G W DV 
Sbjct: 123 PFNQAGQGLYRKMGFREVGIFRRHGKLDGQWVDV 156 
 
 
>ref|ZP_05394037.1| GCN5-related N-acetyltransferase [Clostridium carboxidivorans P7] 
 ref|ZP_06856203.1| acetyltransferase, GNAT family [Clostridium carboxidivorans P7] 
 gb|EET85506.1| GCN5-related N-acetyltransferase [Clostridium carboxidivorans P7] 
 gb|EFG87206.1| acetyltransferase, GNAT family [Clostridium carboxidivorans P7] 
          Length = 166 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 43/159 (27%), Positives = 68/159 (42%), Gaps = 5/159 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +I      D   V  I    I T    F+TE  T + W    +    +   LVA  E  V 
Sbjct: 4   KIEEMKKEDWEEVSKIYLEGINTGKATFQTEIPTWENW----DSSHTKSCRLVAHFENKV 59 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G     P  +R  Y    E ++Y+   ++  G+G  L T+L+   E  GF ++ + I   
Sbjct: 60  LGWVALSPTSSRCVYSGVAEVSIYIGEEYRGKGIGKALLTNLIDLSEKDGFWTLQSGIIK 119 
 
Query: 129 PNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQR 166 
            N  S+ LH++ G+   G   + +   +G WHDV   +R 
Sbjct: 120 ENLASIALHKSCGFREIGVREKISKMSNGVWHDVVLMER 158 
 
 
>ref|ZP_04433180.1| GCN5-related N-acetyltransferase [Bacillus coagulans 36D1] 
 gb|EEN90936.1| GCN5-related N-acetyltransferase [Bacillus coagulans 36D1] 
          Length = 169 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 42/153 (27%), Positives = 68/153 (44%), Gaps = 1/153 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68 
           IR AT  D+  + DI N  I    +   T P T +E +   +    D  P  V E +G + 
Sbjct: 7   IRNATEEDLQEILDIYNACIGNGIITADTVPVTVEEKLPWFKAHHPDSRPLWVLEADGEI 66 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           A       +  R AY  T E ++YVS + +  G G  L   +L++    G ++++  I   
Sbjct: 67  AAWISLSDFYGRPAYQPTAEVSIYVSEKWRGKGAGKHLLGKMLEACPKLGVETLLGFIFS 126 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            N  S++L  + G+   G L+      G  HD+ 
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Sbjct: 127 ENKASLKLFASFGFETWGHLKEVAVLDGRMHDL 159 
 
 
>ref|ZP_02489505.1| phosphinothricin acetyltransferase [Burkholderia pseudomallei 
NCTC 
           13177] 
 ref|ZP_03453291.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 576] 
 gb|EEC35547.1| acetyltransferase, GNAT family [Burkholderia pseudomallei 576] 
          Length = 168 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 47/141 (33%), Positives = 67/141 (47%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 7   RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 66  IAWLSFS-DFYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPALGVHTALGFIF 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N PS+RL    G+TA GTL 
Sbjct: 125 GHNVPSLRLFARYGFTAWGTL 145 
 
 
>ref|YP_002005514.1| acetyltransferase; phosphinothricin acetyltransferase 
[Cupriavidus 
           taiwanensis LMG 19424] 
 emb|CAQ69447.1| putative acetyltransferase; putative Phosphinothricin 
           acetyltransferase [Cupriavidus taiwanensis LMG 19424] 
          Length = 168 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 44/144 (30%), Positives = 64/144 (44%), Gaps = 6/144 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYP-WLVAEV 64 
            +R A   D+  +  I N  + +  V   TEP T    Q W D  +    R P W+     
Sbjct: 4   SLRIAEPRDLPGIVAIYNSTVASRMVTADTEPVTVASRQAWFDAHQ--PGRRPLWVCEGA 61 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G +AG      +  R AY  T E ++Y+  RH+  GLG  L    +    A G  +++  
Sbjct: 62  DGAMAGWMSFSDFYGRPAYGATAEVSIYLDTRHRGQGLGRYLLQQAIDQAPAVGVNTLLG 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N PS+ L  ALG+T  G L 
Sbjct: 122 FIFGHNAPSLGLFAALGFTRWGDL 145 
 
 
>ref|ZP_03509327.1| putative phosphinothricin N-acetyltransferase (antibiotic 
           resistance) protein [Rhizobium etli 8C-3] 
          Length = 102 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 28/82 (34%), Positives = 44/82 (53%) 
 
Query: 87  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 146 
           +E ++Y++   +  G+G  L + L+    A GF+ +VAVIG  +  S+ LH   G+   G 
Sbjct: 1   MEDSIYLAPEARGQGIGKALMSELIDRCTALGFRQMVAVIGGASPASIALHLKAGFVEVG 60 
 
Query: 147 TLRAAGYKHGGWHDVGFWQRDF 168 
            ++  GYKHG W D    QR   
Sbjct: 61  LMQGTGYKHGRWLDTMLMQRSL 82 
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>ref|ZP_01879208.1| phosphinothricin N-acetyltransferase, putative [Roseovarius sp. 
           TM1035] 
 gb|EDM32364.1| phosphinothricin N-acetyltransferase, putative [Roseovarius sp. 
           TM1035] 
          Length = 159 
 
 Score = 58.5 bits (140), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 42/159 (26%), Positives = 67/159 (42%), Gaps = 2/159 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R A   D+A +    N  I  ++V F T  +TP+    D+      +   V E  G V  
Sbjct: 3   LRQAEPRDIAPILAFWNPLIRDTSVTFTTVEKTPETLAADIASRGAAFQ--VVEKAGAVL 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A  G +++   Y  T E TV ++   +  G+G  L T L       G   +VA +    
Sbjct: 61  GFASYGAFRSGPGYAHTAEHTVILAPEARGHGVGRALMTRLEDVARTAGLHVLVAGVSGE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N  ++  H A+G+     +   G K G W D+   Q+   
Sbjct: 121 NVSAIAFHRAIGFAEVARMPEVGRKFGRWMDLVLLQKTL 159 
 
 
>ref|ZP_03146870.1| GCN5-related N-acetyltransferase [Geobacillus sp. G11MC16] 
 gb|EDY06652.1| GCN5-related N-acetyltransferase [Geobacillus sp. G11MC16] 
          Length = 163 
 
 Score = 58.2 bits (139), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 44/159 (27%), Positives = 68/159 (42%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR     D   V +I    I T    F T   + ++W+  +          VAE E   
Sbjct: 1   MNIRRFREEDWLQVKEIYEQGIATGQATFETAAPSFEKWVSTIAA----NLCFVAEDEEG 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G         R  Y    E +VYV    +  G+G  L   ++K  E +GF ++ A I  
Sbjct: 57  IQGWCKISKVSDRCVYQGVGEVSVYVREWSRGKGVGKRLLEAIIKESEEKGFWTLTAGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N PS+RLH+++G+   G  +  G  +G W DV   +R 
Sbjct: 117 PENIPSLRLHQSVGFRVVGIRQRIGKLYGVWRDVVMLER 155 
 
 
>ref|YP_003085328.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 
18053] 
 gb|ACT92163.1| GCN5-related N-acetyltransferase [Dyadobacter fermentans DSM 18053] 
          Length = 165 
 
 Score = 58.2 bits (139), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 46/157 (29%), Positives = 70/157 (44%), Gaps = 4/157 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR    +D   V  I    ++T    + T  Q P+  +D L+      P LVAE  G V  
Sbjct: 5   IRALIVSDWQQVKQIYQLGMDTGDATYET--QAPE--MDALKGKFLAEPQLVAEENGEVI 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A+     +R  Y    E++VY+  +    G+G  L + ++   E  GF ++ A I    
Sbjct: 61  GWAFLSVVSSRCVYGGVAETSVYIHPQFHGRGIGRALLSAIIPLSEKFGFWTLQAQIFPE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S+ LHE  G+   G     G ++G W DV   +R 
Sbjct: 121 NKASIALHEGQGFREVGYREKLGKRNGIWRDVILLER 157 
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>gb|EFS03227.1| gnat family acetyltransferase [Listeria seeligeri FSL S4-171] 
          Length = 165 
 
 Score = 58.2 bits (139), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 42/158 (26%), Positives = 72/158 (45%), Gaps = 4/158 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +I P    +  AV  I    I+T    F+ +  T +EW  D + L+     LV  +   V 
Sbjct: 5   KILPMLPENYPAVATIHQEGIDTGNATFQEKTLTLEEW--DQKYLKK--CRLVVLLNEKV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ + NAY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  VGWAALLPFSSMNAYRGVAELSIYIAKAARGKGIGKALMQEIIQTSEQNGFWTLQSLIFP 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N  S+ LH A G+         G  +G + DV   +R 
Sbjct: 121 ENKASIALHHAYGFQTLCIHEKLGEMNGTFRDVALLER 158 
 
 
>ref|YP_003975090.1| putative phosphinothricin acetyltransferase [Bacillus atrophaeus 
           1942] 
 gb|ADP34159.1| putative phosphinothricin acetyltransferase [Bacillus atrophaeus 
           1942] 
          Length = 165 
 
 Score = 58.2 bits (139), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 42/160 (26%), Positives = 71/160 (44%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +R A   D+ AV  I N  + +  V   TEP TP++ ++      ++ P  VA+ E G + 
Sbjct: 5   LRRAAKKDLDAVVAIYNSTVASRMVTADTEPVTPEDRMEWFLAHTEKRPLYVAQDENGTI 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           +       +  R AY+ T E ++Y+    +  G GS L    L+       +S++A I   
Sbjct: 65  SAWISFETFYGRPAYNKTAEISIYIHEGFRGKGAGSYLLQEALRLARELDIRSLMAFIFA 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS++L E  G+   G         G  +D+    R+  
Sbjct: 125 HNLPSIKLFEKFGFEEWGLFPGIAEMDGKRYDLKILGREL 164 
 
 
>ref|YP_001404157.1| GCN5-related N-acetyltransferase [Candidatus Methanoregula 
boonei 
           6A8] 
 gb|ABS55514.1| GCN5-related N-acetyltransferase [Methanoregula boonei 6A8] 
          Length = 179 
 
 Score = 58.2 bits (139), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 41/157 (26%), Positives = 67/157 (42%), Gaps = 3/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D  AV  I NHY       +  +P   + +   L  L++ Y + V +    V  
Sbjct: 24  IRQAHEKDCGAVLSIFNHYAVHGFAAYADKP-VRERYFTGL--LKNAYAFYVVDSPEGVL 80 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G  +  P+   +A+  T E + ++   +   G GS L   L++    +G   VVA +    
Sbjct: 81  GFGFVKPFLPFSAFATTGELSYFIMPEYVNQGFGSLLLYRLIRDSRTKGISMVVAHMASW 140 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N+  +R H   G+   G L+  G K G   D+   Q+ 
Sbjct: 141 NEEGIRFHRKHGFYDAGRLKKVGKKFGEPFDILLMQK 177 
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>ref|YP_323829.1| GCN5-like N-acetyltransferase [Anabaena variabilis ATCC 29413] 
 gb|ABA22934.1| GCN5-related N-acetyltransferase [Anabaena variabilis ATCC 29413] 
          Length = 162 
 
 Score = 58.2 bits (139), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 40/142 (28%), Positives = 62/142 (43%), Gaps = 1/142 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR AT  D+  +  I N  + +       EP + +  +   + R  +  P  V E EG 
Sbjct: 1   MTIRHATTTDLPTIIGIYNAAVPSRMATADLEPVSVESRLAWFQGRSPNFRPLWVIEQEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+AG      +  R AY  T E ++Y++    R GLG  L    +      G K+++  I 
Sbjct: 61  VIAGWLSFQSFYGRPAYSATAELSIYIAPAFHRCGLGKQLLAKAIAESPNLGLKTLLGFI 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N PS+ L E  G+   G L 
Sbjct: 121 FAHNQPSLHLFETFGFQKWGYL 142 
 
 
>ref|YP_001341823.1| GCN5-like N-acetyltransferase [Marinomonas sp. MWYL1] 
 gb|ABR71888.1| GCN5-related N-acetyltransferase [Marinomonas sp. MWYL1] 
          Length = 167 
 
 Score = 57.8 bits (138), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 68/160 (42%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           EIR A   D  A+ DI  H    ++   R +     + +D LE + D +P LV E +G V 
Sbjct: 8   EIRLAVLDDAPAILDIFQHCDLFASTGHRQDHIGLIDVMDWLESVTDNHPMLVLEEQGKV 67 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
                  P+    A+D   E +VYVS   Q  G+G+ L+ +L  +    GF  +VA I   
Sbjct: 68  IAWCSVEPFYGLPAFDSACEVSVYVSPNWQGKGVGTQLFQYLETNQIEFGFTHLVAYIYA 127 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N  S    +  G+   G L           DV    R+F 
Sbjct: 128 SNLESQGFFKRQGFDQWGLLPNIAQNEQIKEDVFILGREF 167 
 
 
>ref|ZP_07630836.1| GCN5-related N-acetyltransferase [Clostridium cellulovorans 743B] 
          Length = 197 
 
 Score = 57.8 bits (138), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 40/158 (25%), Positives = 69/158 (43%), Gaps = 5/158 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I      D  ++ +I    I T    F+T+  T ++W    +    R   LVA ++  +  
Sbjct: 36  IENIVQEDWESIANIYLEGISTGKATFQTDVPTWEQW----DSSHTRTCRLVARLDDKIL 91 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G +   P  +R  Y    E ++Y+    +  G+G++L   L+   E  GF ++ + I    
Sbjct: 92  GWSALSPTSSRCVYAGVAEVSIYIGKEFRGQGIGTSLLNRLISLSEENGFWTLQSGIIRE 151 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAG-YKHGGWHDVGFWQR 166 
           N  S+ LH+  G+   G     G   +G WHDV   +R 
Sbjct: 152 NVESIELHKNCGFREIGVREKLGKMSNGKWHDVVLMER 189 
 
 
>ref|YP_003842069.1| GCN5-related N-acetyltransferase [Clostridium cellulovorans 743B] 
 gb|ADL50305.1| GCN5-related N-acetyltransferase [Clostridium cellulovorans 743B] 
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          Length = 166 
 
 Score = 57.8 bits (138), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 40/158 (25%), Positives = 69/158 (43%), Gaps = 5/158 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I      D  ++ +I    I T    F+T+  T ++W    +    R   LVA ++  +  
Sbjct: 5   IENIVQEDWESIANIYLEGISTGKATFQTDVPTWEQW----DSSHTRTCRLVARLDDKIL 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G +   P  +R  Y    E ++Y+    +  G+G++L   L+   E  GF ++ + I    
Sbjct: 61  GWSALSPTSSRCVYAGVAEVSIYIGKEFRGQGIGTSLLNRLISLSEENGFWTLQSGIIRE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAG-YKHGGWHDVGFWQR 166 
           N  S+ LH+  G+   G     G   +G WHDV   +R 
Sbjct: 121 NVESIELHKNCGFREIGVREKLGKMSNGKWHDVVLMER 158 
 
 
>gb|EFS00154.1| gnat family acetyltransferase [Listeria seeligeri FSL N1-067] 
          Length = 165 
 
 Score = 57.8 bits (138), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 42/158 (26%), Positives = 72/158 (45%), Gaps = 4/158 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +I P    +  AV  I    I+T    F+ +  T +EW  D + L+     LV  +   V 
Sbjct: 5   KILPMLPENYPAVAAIHQEGIDTGNATFQEKTLTLEEW--DQKYLKK--CRLVVLLNEKV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ + NAY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  VGWAALLPFSSMNAYRGVAELSIYIAKAARGKGIGKALMQEIIQTSEQNGFWTLQSLIFP 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N  S+ LH A G+         G  +G + DV   +R 
Sbjct: 121 ENKASIALHHAYGFQTLCIHEKLGEMNGTFRDVALLER 158 
 
 
>ref|YP_591201.1| GCN5-related N-acetyltransferase [Candidatus Koribacter versatilis 
           Ellin345] 
 gb|ABF41127.1| GCN5-related N-acetyltransferase [Candidatus Koribacter versatilis 
           Ellin345] 
          Length = 165 
 
 Score = 57.8 bits (138), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 49/160 (30%), Positives = 69/160 (43%), Gaps = 6/160 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW-IDDLERLQDRYPWLVAEVEG 66 
           + I P  +AD AAV  I    I T    F TE  T ++W    +E  +     LVA +   
Sbjct: 5   IVIAPMLSADWAAVRRIYAEGIATGNATFETEAPTWEKWSAGHVESCR-----LVARIGD 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G A       R  Y    E +VYV+   +  G+G  L   L+ + E  GF ++ A I 
Sbjct: 60  EIVGWAALSRVSQRAVYAGVGEVSVYVAESARGKGVGLQLLHALITASETAGFWTLQAGI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+RLHE  G+   G     G  +G W D    +R 
Sbjct: 120 FPENTASIRLHEGCGFRIVGRRERIGCLNGVWRDTVLMER 159 
 
 
>ref|YP_687122.1| GNAT family acetyltransferase [uncultured methanogenic archaeon 
           RC-I] 
 emb|CAJ37796.1| putative acetyltransferase (GNAT family) [uncultured methanogenic 
           archaeon RC-I] 
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          Length = 158 
 
 Score = 57.8 bits (138), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 44/159 (27%), Positives = 71/159 (44%), Gaps = 7/159 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I+  + +D   VC I  + + +   +   +   P EWID  ER ++    LVA+++  V  
Sbjct: 6   IQEMSVSDQDQVCSIFRNGVASG--DHVLDADDPAEWID-FERGEN----LVAKLDDKVV 58 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P +            V+V   ++  G+G  L    ++  E QG  S++  I    
Sbjct: 59  GWAIVTPLEEAELPQGVGRIGVFVDPEYRGKGIGRLLLNSAIQYSEEQGIDSLICGIVPD 118 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           N P+V LH++ G+ A G LR AG   G   D    Q  + 
Sbjct: 119 NLPAVMLHKSCGFKALGMLRDAGMCGGRKRDAVLLQHTY 157 
 
 
>ref|YP_644434.1| GCN5-related N-acetyltransferase [Rubrobacter xylanophilus DSM 
           9941] 
 gb|ABG04622.1| GCN5-related N-acetyltransferase [Rubrobacter xylanophilus DSM 
           9941] 
          Length = 174 
 
 Score = 57.8 bits (138), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 43/162 (26%), Positives = 66/162 (40%), Gaps = 9/162 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           V  R +T  D + +  I N  IE  +  F T P++P+E   W D        +P +V E  
Sbjct: 14  VRARASTPKDASGIARIYNQGIEERSSTFETCPRSPEEVRAWYDGA------HPIVVVEE 67 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G +   A    ++ R  Y    E +VYV   H+  G G      L+ +  + G   +V+ 
Sbjct: 68  GGEIIAFAATFEYRPRECYRGVAEFSVYVDREHRGRGAGRLAMEALIPAAASAGLWKLVS 127 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            +   N  S  L  + G+   GT        G W DV   +R 
Sbjct: 128 RVFPENAASRALLRSAGFREVGTYEKHARLDGRWRDVIIVER 169 
 
 
>ref|ZP_05391837.1| GCN5-related N-acetyltransferase [Clostridium carboxidivorans P7] 
 gb|EET87749.1| GCN5-related N-acetyltransferase [Clostridium carboxidivorans P7] 
          Length = 151 
 
 Score = 57.4 bits (137), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 38/148 (25%), Positives = 62/148 (41%), Gaps = 3/148 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE--G 66 
           +    T +    V DI N+YIE S   +  + + P E+      +   +P  + + E  G 
Sbjct: 4   KFEKMTTSHSKEVIDIFNYYIENSFAAY-FDNKLPYEFFTKFIEMTKNFPAYIIKSEDTG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G ++   +    A+  T E T ++     R GLG    T L +  +  G K ++A I 
Sbjct: 63  KVVGFSFLKAYSPLPAFKETAEITYFIEKDSVRSGLGKAALTLLEQDAKNIGIKYLLASI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYK 154 
              N  S++ HE  G+   G     G K 
Sbjct: 123 SSKNTQSLKFHEKNGFNQCGRFYNIGQK 150 
 
 
>ref|YP_003183978.1| GCN5-like N-acetyltransferase [Alicyclobacillus acidocaldarius 
           subsp. acidocaldarius DSM 446] 
 gb|ACV57589.1| GCN5-related N-acetyltransferase [Alicyclobacillus acidocaldarius 
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           subsp. acidocaldarius DSM 446] 
          Length = 164 
 
 Score = 57.4 bits (137), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 47/155 (30%), Positives = 64/155 (41%), Gaps = 2/155 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEG 66 
           V++R AT  D+ A+  I N  IE        +P+    +ID    +   RYP  VA V   
Sbjct: 3   VDVRIATREDLPAILSIYNQGIEDRITRLEQDPKD-MAYIDTWFSQHNRRYPVFVATVGS 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A   P+  R AY    E +VYV    +  G+G  L  +L       GF  +V    
Sbjct: 62  NVVGWADLHPYSHRFAYADVGELSVYVERAWRGKGVGQALLRNLEIYAVEHGFHKLVLAT 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
              N     L+  +G+   G  R  G   G W DV 
Sbjct: 122 FPFNQAGQGLYRKMGFREVGVFRRHGKLGGKWVDV 156 
 
 
>ref|ZP_04217151.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock3-44] 
 gb|EEL51163.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock3-44] 
          Length = 167 
 
 Score = 57.4 bits (137), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 42/157 (26%), Positives = 65/157 (41%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R AT  D+  +  I N  IE       TE +T +  +  L +  +RY  +V E +  V  
Sbjct: 6   VRIATEQDVQEITAIYNEGIEDRIATLETEIKTDEYVVKWLFQRDERYAVIVLEKDDQVV 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P+  R AY    E ++Y+   ++  GLG  L   L K+ +   F   V       
Sbjct: 66  GWASINPYSHRCAYRGVGELSIYIKREYRGQGLGQKLLLALEKTGQQNEFYKFVLFTFSF 125 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N+    L+  +GY   G     G   G   DV   ++ 
Sbjct: 126 NNLGQGLYRKMGYREVGVFEKQGIMDGEHVDVMIMEK 162 
 
 
>ref|YP_002130283.1| phosphinothricin N-acetyltransferase [Phenylobacterium zucineum 
           HLK1] 
 gb|ACG77854.1| phosphinothricin N-acetyltransferase [Phenylobacterium zucineum 
           HLK1] 
          Length = 169 
 
 Score = 57.4 bits (137), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 48/173 (27%), Positives = 73/173 (42%), Gaps = 17/173 (9%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE----WIDDLERLQDR 56 
           M+P    ++ RPA  +D  A+  I N  IE     F TEP+TP++    W  +L       
Sbjct: 1   MTPSN--LQARPAEPSDAPAIALIYNQGIEDRIATFETEPRTPEQVEAWWAHNLP----- 53 
 
Query: 57  YPWLVAEVEGV---VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
              +VA  +G    V G A   P+  R  Y    E +VYV    +  G+G      L+ + 
Sbjct: 54  ---IVAVTDGAGGPVVGYAAVFPYADRCCYRGIGEFSVYVRRDWRGRGVGRVAMEQLIVA 110 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            E+ G   +++ +   N  S+ L   LG+   G     G   G W D    +R 
Sbjct: 111 AESAGLWKLLSRVFPENRASLSLMARLGFKEVGVHEKHGKLDGVWRDCVLVER 163 
 
 
>ref|ZP_07873781.1| gnat family acetyltransferase [Listeria ivanovii FSL F6-596] 
 gb|EFR96982.1| gnat family acetyltransferase [Listeria ivanovii FSL F6-596] 
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          Length = 165 
 
 Score = 57.4 bits (137), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 41/158 (25%), Positives = 68/158 (43%), Gaps = 4/158 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           EI P      +AV  I    I+T    F+ +  T  EW      +      LV  + G V 
Sbjct: 5   EILPMLREHYSAVAAIHQEGIDTGNATFQEKTLTLGEWNQKYLTIGR----LVVILNGQV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ + NAY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  VGWAALLPFSSMNAYRGVAELSIYIAKSARGKGIGKALMQAIIQTSEENGFWTLQSLIFP 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N  S+ LH   G+         G  +G + DV   +R 
Sbjct: 121 ENKASIALHHTFGFRTLCIHEKLGEMNGTFRDVALLER 158 
 
 
>ref|ZP_03073935.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri 100-23] 
 gb|EDX41700.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri 100-23] 
          Length = 164 
 
 Score = 57.4 bits (137), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 37/138 (26%), Positives = 62/138 (44%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 70 
           R AT  D+  + +I N  I +        P T  E     E   + +P  V E +  V G 
Sbjct: 6   RKATLKDLPKIVEIYNQIIPSRLATADLTPITVDERKGWFEAFDENHPIWVIEYQNEVRG 65 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
                 +  R AYD T E  +Y+  R ++ G+G+     +++ +      ++VA I   N 
Sbjct: 66  WVALEHFYGRPAYDHTSEIAIYLDQRLRKQGVGTKTMEFIIRQLPKLTVDTIVAYIFGHN 125 
 
Query: 131 DPSVRLHEALGYTARGTL 148 
            PS++L ++ G+T  G L 
Sbjct: 126 IPSLKLFKSFGFTQWGLL 143 
 
 
>ref|YP_684987.1| GNAT family acetyltransferase [uncultured methanogenic archaeon 
           RC-I] 
 emb|CAJ35661.1| putative acetyltransferase (GNAT family) [uncultured methanogenic 
           archaeon RC-I] 
          Length = 167 
 
 Score = 57.4 bits (137), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 45/149 (30%), Positives = 63/149 (42%) 
 
Query: 18  MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 77 
           + AV  I NHY+  +T  F        E+ + +     RY   V +  G++ G        
Sbjct: 16  LDAVLGIYNHYVLNTTATFHAHAFGRDEFRELVFFDNPRYRTYVIKEAGIICGYVLLTQH 75 
 
Query: 78  KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 137 
           K R AYD T E TVY++      GLGS     + +    +G   +VA I   N  S+ L  
Sbjct: 76  KKREAYDETAEVTVYLAPGSVGKGLGSRALQFIEQVAVERGIHVLVATICGENARSIGLF 135 
 
Query: 138 EALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           E  GY      R  G K G   DV  +Q+ 
Sbjct: 136 EKNGYDKCAHYREVGRKFGQRLDVVAYQK 164 
 
 
>ref|ZP_08006391.1| hypothetical protein HMPREF1013_03004 [Bacillus sp. 2_A_57_CT2] 
 gb|EFV76816.1| hypothetical protein HMPREF1013_03004 [Bacillus sp. 2_A_57_CT2] 
          Length = 165 
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 Score = 57.4 bits (137), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 42/152 (27%), Positives = 62/152 (40%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR A   D+  + +I N  IE       T+ +      +  E+ Q RY  L AE    V  
Sbjct: 7   IREARKTDLEDILEIYNQGIEDRIATLETDAKDLSYMTNWFEQHQGRYSVLAAEEGDQVI 66 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P+ +R AYD   + +VY+S   +  G G  L + L        F  +V       
Sbjct: 67  GWASLNPYSSRCAYDGVADLSVYISRAFRGKGAGGKLLSALEMKARENKFHKLVLFTFPF 126 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           N     L++ +GY   G  +  G   G + DV 
Sbjct: 127 NGLGQGLYKKMGYREVGIFQNQGVLDGEFVDV 158 
 
 
>ref|XP_001261229.1| GNAT family acetyltransferase, putative [Neosartorya fischeri 
NRRL 
           181] 
 gb|EAW19332.1| GNAT family acetyltransferase, putative [Neosartorya fischeri NRRL 
           181] 
          Length = 194 
 
 Score = 57.4 bits (137), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 48/183 (26%), Positives = 78/183 (42%), Gaps = 34/183 (18%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA-EVE 65 
           + IR AT  D++ +  I + Y+  S   F   P   +  I     +Q R  P+ VA +   
Sbjct: 3   IHIREATQDDISQIHTIYSFYVCESVATFLRHPPPLESLISSFRDIQSRRLPYRVAIDTT 62 
 
Query: 66  GVVAGIAYAGPWKA-RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG------ 118 
           G V G  Y  P+   R AY  TVE ++YV   +   G+GS L + +L+S+E++        
Sbjct: 63  GKVLGYGYLAPFNGTRMAYAPTVEVSLYVHPEYTSKGVGSRLLSSILESVESEAGVWHRA 122 
 
Query: 119 -------------------FKSVVAVIGLPN------DPSVRLHEALGYTARGTLRAAGY 153 
                               +S++A + +        +   R +E  G+  RG L+  GY 
Sbjct: 123 CEHKEYETHVQIIPEDEGRVRSIIACMSVDTTGKEDGEGLRRWYEQRGFVERGRLKNVGY 182 
 
Query: 154 KHG 156 
           K G 
Sbjct: 183 KQG 185 
 
 
>ref|ZP_01886255.1| phosphinothricin N-acetyltransferase [Pedobacter sp. BAL39] 
 gb|EDM34540.1| phosphinothricin N-acetyltransferase [Pedobacter sp. BAL39] 
          Length = 163 
 
 Score = 57.4 bits (137), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 45/157 (28%), Positives = 68/157 (43%), Gaps = 4/157 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR    +D   V  I    I T    F+T   + +EW D+   +  R+   V + +G V  
Sbjct: 5   IRILVPSDWEQVKLIYEKGIATGNATFQTTAPSFEEW-DNSHLINCRF---VDDQDGTVR 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P  +R  Y    E +VYV       G+GS L   L++  E +G  ++ A I    
Sbjct: 61  GWAALTPVSSRCVYAGVAEVSVYVDPAFSGKGIGSDLLNLLVRQSEQEGIWTLQAGIFPE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S+++HE  G+   G     G + G W D    +R 
Sbjct: 121 NAASLKIHEKAGFRILGVREKIGKQLGLWRDTVLLER 157 
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>ref|YP_003356173.1| GCN5-related N-acetyltransferase family protein [Methanocella 
           paludicola SANAE] 
 dbj|BAI61190.1| GCN5-related N-acetyltransferase family protein [Methanocella 
           paludicola SANAE] 
          Length = 162 
 
 Score = 57.0 bits (136), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 41/144 (28%), Positives = 64/144 (44%), Gaps = 5/144 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           + IR AT +D+ A+ DI N  I     +   +P T +    W    +      P LVAE  
Sbjct: 1   MRIREATESDLPAIVDIYNGSINDGKSSTNMQPTTVRRSTGWFR--QHKATGKPILVAED 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G + G     P+  R AYD T +  +YV  + +  G+G  L    +   ++ G  ++V  
Sbjct: 59  AGRIVGWLSVRPFYGREAYDRTGKVKIYVEPQSRGKGIGKELLDKAMSCGKSSGLNTLVC 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            +   ND + RL E  G+   G L 
Sbjct: 119 YMLADNDLARRLFEDSGFERWGQL 142 
 
 
>ref|YP_003245194.1| GCN5-like N-acetyltransferase [Paenibacillus sp. Y412MC10] 
 gb|ACX67387.1| GCN5-related N-acetyltransferase [Paenibacillus sp. Y412MC10] 
          Length = 166 
 
 Score = 57.0 bits (136), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 41/157 (26%), Positives = 74/157 (47%), Gaps = 3/157 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP--WLVAEV 64 
           P  I  A   D+ A+ DI N  I +  V    EP T +  I   E   + +   W++    
Sbjct: 4   PYRIDYAVKEDLPAIVDIYNSTISSRKVTADLEPVTVESRIRWFEEHSNDFRPLWVMRSD 63 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G+VA +++   +  R AY+ T E ++YV+ +++ +G GS L    ++        ++V  
Sbjct: 64  DGLVAWMSFQS-FYGRPAYNGTAEISIYVNEKYRGVGAGSLLIQKAIEECPRLRVSNLVG 122 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            +   N+PS++L +  G+   G L A     G   D+ 
Sbjct: 123 FVFGHNEPSLKLLKKFGFDQWGLLPAVAELDGVKRDL 159 
 
 
>ref|ZP_05067648.1| phosphinothricin acetyltransferase [Octadecabacter antarcticus 
238] 
 gb|EDY92887.1| phosphinothricin acetyltransferase [Octadecabacter antarcticus 238] 
          Length = 158 
 
 Score = 57.0 bits (136), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 44/157 (28%), Positives = 66/157 (42%), Gaps = 3/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R AT+ D A +  I N  I  + V F + P++  E I DL  +  R  +LV E EG    
Sbjct: 3   VRAATSEDAATIAAIWNPQILDTVVTFNSVPKSDHE-IADL--IAQRPCFLVVEAEGKTV 59 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A    ++    Y   +E T+ ++      G G  L   L+    A    ++ A +    
Sbjct: 60  GFASYDQFRGGIGYAHAMEHTIILAPEASGRGAGRELMRALMDHARAAAVHTLWAGVSAE 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N   V  H ALG+     L   G K   W D+   Q+ 
Sbjct: 120 NSAGVAFHSALGFKTVAVLPEVGRKFERWMDLVLMQK 156 
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>gb|AAA26766.2| ORF X product (put.); putative [Streptomyces coelicolor] 
          Length = 99 
 
 Score = 57.0 bits (136), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 32/101 (31%), Positives = 51/101 (50%), Gaps = 24/101 (23%) 
 
Query: 8  VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66 
          V++RP    D+  + D+ NHY+  + + F TEP TP+E          R PWL++  E   
Sbjct: 7  VQVRPGVEEDLKPLTDLYNHYVRETPITFDTEPFTPEE----------RRPWLLSHPEDG 56 
 
Query: 67 -------------VVAGIAYAGPWKARNAYDWTVESTVYVS 94 
                        + G A + P++A+ AY  +VE+TVYV+ 
Sbjct: 57 PYRLRVATDAESQEILGYATSSPYRAKPAYATSVETTVYVA 97 
 
 
>ref|ZP_07992477.1| acetyltransferase [Neisseria mucosa C102] 
 gb|EFV81521.1| acetyltransferase [Neisseria mucosa C102] 
          Length = 166 
 
 Score = 57.0 bits (136), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 40/140 (28%), Positives = 63/140 (45%), Gaps = 1/140 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           IRPA   D+ A+ DI N  + T        P T  E         D+ P + + + +G V 
Sbjct: 5   IRPALRQDLPAIVDIYNSTVATRQSTADLSPTTVAEREMWFAAHTDKRPIYALYDTDGTV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
                   +  R AY  + E +VYV H  +  G+G  L  H+L+   + G ++V+A++   
Sbjct: 65  LAWGSFSDYHPRYAYHISAEVSVYVRHDMRGAGVGKILLRHMLERALSLGIRNVIALVFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTL 148 
            N PS+ L    G+   G L 
Sbjct: 125 HNYPSLNLFHRFGFEEWGRL 144 
 
 
>ref|ZP_01750878.1| putative acetyltransferase, GNAT family protein [Roseobacter sp. 
           CCS2] 
 gb|EBA12552.1| putative acetyltransferase, GNAT family protein [Roseobacter sp. 
           CCS2] 
          Length = 155 
 
 Score = 57.0 bits (136), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 48/159 (30%), Positives = 68/159 (42%), Gaps = 9/159 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL--QDRYPWLVAEVEGV 67 
           IR ATAAD   +  I NH I  +T+ F   P    E  D++  L  QD   W   + +G  
Sbjct: 2   IRAATAADAPQIAAIWNHAIRETTITFN--PVEKSE--DEVATLCAQDCLVW---DEDGQ 54 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P++    Y +TVE T+ +       G G  L   L    +     ++ A    
Sbjct: 55  VLGFARYFPFRGGEGYRFTVEHTIMLHGDGHGKGGGKQLMDALFADAKTADKHTMFAGCS 114 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  +V  H  LG+    TL   G+K G W D+   Q+ 
Sbjct: 115 AENAGAVAFHAKLGFQKVATLPEVGFKFGRWIDLVLMQK 153 
 
 
>ref|YP_825858.1| GCN5-related N-acetyltransferase [Candidatus Solibacter usitatus 
           Ellin6076] 
 gb|ABJ85573.1| GCN5-related N-acetyltransferase [Candidatus Solibacter usitatus 
           Ellin6076] 
          Length = 161 
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 Score = 57.0 bits (136), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 49/157 (31%), Positives = 68/157 (43%), Gaps = 5/157 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D  AV  I    I T    F T     + W  D   L   +  LVA  E ++  
Sbjct: 5   IRTLLPPDWPAVRAIYLEGIATGNATFETVAPEWERW--DAAHLP--HCRLVAAAETIL- 59 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P  AR  Y    E +VYV+ + +  G+G  L   L++  E  G  ++ A I    
Sbjct: 60  GFAALSPVSARRVYAGVAEVSVYVAAQSRGAGVGKALLRELIRESETAGIWTLQAGIFPE 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N+ S+RLH++ G+   GT    G   G W DV   +R 
Sbjct: 120 NEASLRLHQSAGFRIVGTRERIGRLAGHWRDVVLLER 156 
 
 
>ref|YP_002777200.1| ArsR family transcriptional regulator [Rhodococcus opacus B4] 
 dbj|BAH48255.1| putative ArsR family transcriptional regulator [Rhodococcus opacus 
           B4] 
          Length = 304 
 
 Score = 57.0 bits (136), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 47/159 (29%), Positives = 70/159 (44%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +RP    D  AV  I    I T T  F TE  T +E +D   +   R+ W VAE++ V 
Sbjct: 144 VTVRPMREQDWEAVRRIYGEGIATRTATFTTEVPT-RETLD--AQWLPRHRW-VAEIDDV 199 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P   R+ Y    E+++YV+   +  G+G  L    + + +  G  ++   I  
Sbjct: 200 VVGWAALTPTSGRDCYQGVAENSIYVADGMRGRGVGKALLRTQVIAADEAGIWTLQTSIF 259 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH + G+   G         G W D  F +R 
Sbjct: 260 PENRASIALHHSAGFRTIGVRERIAQLDGIWRDTVFLER 298 
 
 
>ref|YP_003095172.1| phosphinothricin N-acetyltransferase [Flavobacteriaceae 
bacterium 
           3519-10] 
 gb|ACU07110.1| phosphinothricin N-acetyltransferase [Flavobacteriaceae bacterium 
           3519-10] 
          Length = 165 
 
 Score = 57.0 bits (136), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 42/161 (26%), Positives = 68/161 (42%), Gaps = 3/161 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR    +D   V  I    IE     F  +  + + W     +      ++  +    VA 
Sbjct: 5   IREMKPSDGPNVLTIFGEGIEGGNATFDRDVPSLEAWDSKFFKC---CRFVAEDQNNNVA 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P   R+ +    E ++Y+S+  Q  GLG  L   L++  EA G+ ++ A I    
Sbjct: 62  GWAAIQPVSKRDCFTGVAEVSIYISNAVQGQGLGLDLLRKLVEESEAHGYWTLQAGIFPE 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N  S+++HE LG+   G  +      G W DV   +R  E+ 
Sbjct: 122 NVASIKIHEKLGFRTVGIRQRLAQMKGVWRDVLLMERRSEI 162 
 
 
>gb|EFS49061.1| acetyltransferase, GNAT family [Propionibacterium acnes HL083PA1] 
 gb|EFT57213.1| acetyltransferase, GNAT family [Propionibacterium acnes HL002PA3] 
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          Length = 166 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 45/162 (27%), Positives = 74/162 (45%), Gaps = 6/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNF---RTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR     D+ A   I N     +T ++    T  +    W  +L  + D  P LVAEV 
Sbjct: 3   VNIRTMEERDLPAASRIYNQSAVATTYSYTVVNTNVEDRLSWWREL--IADSRPLLVAEV 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQGFKSVV 123 
           +G +AG A    ++     D T E T+++  + +  G+G  L T L+ ++      ++++ 
Sbjct: 61  DGTMAGYANYHRFREGGGDDVTAEVTIWLDPQARGQGVGRKLMTELIRRARADDRLRNLL 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +VI   N+ S+  H A+G+   G L    YK G W      Q 
Sbjct: 121 SVIDSDNERSISFHSAMGFVEVGRLPHIAYKLGNWRTAVLMQ 162 
 
 
>ref|YP_003841929.1| GCN5-related N-acetyltransferase [Clostridium cellulovorans 743B] 
 ref|ZP_07630984.1| GCN5-related N-acetyltransferase [Clostridium cellulovorans 743B] 
 gb|ADL50165.1| GCN5-related N-acetyltransferase [Clostridium cellulovorans 743B] 
          Length = 162 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 36/159 (22%), Positives = 71/159 (44%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R A   D+  V  I N  IE  T    +  +  +E    L    D++  LVAE     
Sbjct: 2   VIVREARIEDIPYVTAIYNQGIEERTATLESRLRNVKEMEKWLITRSDKHKVLVAEEFET 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A    +  R  ++     ++Y+    +  G+G TL   L+++ ++ GF+ ++     
Sbjct: 62  IVGWASINEFSPRECFNANAGMSIYIEKESRGKGVGKTLLIELIETAKSFGFRKLILNTF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+ S  L++++G+   G     G+  G + D+   ++ 
Sbjct: 122 KKNNASNALYKSMGFKEVGIYEKHGFLDGEYIDIRIMEK 160 
 
 
>ref|YP_001467661.1| acetyltransferase [Campylobacter concisus 13826] 
 gb|EAT98142.1| phosphinothricin N-acetyltransferase (PPT N-acetyltransferase) 
           (Phosphinothricin-resistance protein) [Campylobacter 
           concisus 13826] 
          Length = 160 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 38/155 (24%), Positives = 64/155 (41%), Gaps = 6/155 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           I  A  +D+ A+  I N YI   +      P + +E   W +      D  P  + +    
Sbjct: 2   IERANLSDLEAITKIYNDYILERSATADMRPVSTKEREPWFN---AHGDSRPIFIYKEND 58 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G      +  + AYD +VE ++YV+ +  + G+G  L  H L        K+++A+I 
Sbjct: 59  EILGYCSLSDFNPKIAYDISVEISIYVAKKALKKGIGKQLLAHSLNEARGLNLKNIIALI 118 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
              N  S+ L    G+   G L       G + DV 
Sbjct: 119 FSKNKASLGLFLKFGFEKWGELPGVCLMDGEYKDV 153 
 
 
>ref|ZP_06873759.1| putative phosphinothricin acetyltransferase [Bacillus subtilis 
           subsp. spizizenii ATCC 6633] 
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 ref|YP_003867945.1| putative phosphinothricin acetyltransferase [Bacillus subtilis 
           subsp. spizizenii str. W23] 
 gb|EFG92279.1| putative phosphinothricin acetyltransferase [Bacillus subtilis 
           subsp. spizizenii ATCC 6633] 
 gb|ADM39636.1| putative phosphinothricin acetyltransferase [Bacillus subtilis 
           subsp. spizizenii str. W23] 
          Length = 165 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 46/160 (28%), Positives = 70/160 (43%), Gaps = 1/160 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +R A   D+ AV  I N  I +  V    EP TP++ ++      +  P  VAE E G V 
Sbjct: 5   LRLAEYKDLEAVVAIYNSTIASRMVTADIEPVTPEDRMEWFLGHTEARPLYVAEDENGNV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           A       +  R AY+ T E ++Y+    +  G GS L    L+     G +S++A I   
Sbjct: 65  AAWISFETFYGRPAYNKTAEVSIYIDEACRGKGAGSYLLQEALRIAPDLGIRSLMAFIFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
            N PS++L E  G+   G         G  +D+    R+  
Sbjct: 125 HNKPSLKLFEKHGFAEWGLFPGIAEMDGKRYDLKILGREL 164 
 
 
>ref|YP_001031090.1| polyprenyl synthetase [Methanocorpusculum labreanum Z] 
 gb|ABN07823.1| GCN5-related N-acetyltransferase [Methanocorpusculum labreanum Z] 
          Length = 165 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 47/158 (29%), Positives = 67/158 (42%), Gaps = 13/158 (8%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEGVV 68 
           IR     D   V  I    +      F T   T +EW  D   L+D RY  L    + +V 
Sbjct: 7   IREMQDYDWPRVSGIYEQALLEGISTFATVCPTFEEW--DKAHLKDCRYVMLA---DDMV 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G     P  +R AY   VE ++Y     + +GLG+ L  HL +  EA+G+  +   I   
Sbjct: 62  VGWCAVSPTSSREAYKGVVEVSIYFDKAFRGMGLGTKLLDHLCRESEAKGYWCLFVNILS 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV-GFWQ 165 
            N  S+ LH+  G+      R  GY+     D+ G WQ 
Sbjct: 122 INTASINLHKKCGF------REVGYRERIAKDLFGVWQ 153 
 
 
>ref|YP_001488516.1| acetyltransferase [Bacillus pumilus SAFR-032] 
 gb|ABV63956.1| possible acetyltransferase [Bacillus pumilus SAFR-032] 
          Length = 164 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 41/154 (26%), Positives = 74/154 (48%), Gaps = 5/154 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT  D+ A+ DI N  I +  V   TEP   +  ++W   L   + R  ++  + +G  
Sbjct: 6   RIATEDDLKAIVDIYNSTIASREVTADTEPVSVEDRRQWF--LNHSEKRPLYVKTDEDGH 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G      +  R AY+ TVE ++Y++  ++  GLGS      ++   + G ++++A I  
Sbjct: 64  IYGWLSFETFYGRPAYNGTVEMSIYLNQDYRGKGLGSLFLQEAIELAPSLGIRTLLAFIF 123 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             N+ S+RL +  G+   G L       G  +D+ 
Sbjct: 124 GHNEASIRLFKKHGFETWGHLPRIAEMDGSRYDL 157 
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>ref|YP_003682387.1| ArsR family transcriptional regulator [Nocardiopsis dassonvillei 
           subsp. dassonvillei DSM 43111] 
 gb|ADH69881.1| transcriptional regulator, ArsR family [Nocardiopsis dassonvillei 
           subsp. dassonvillei DSM 43111] 
          Length = 302 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 48/163 (29%), Positives = 67/163 (41%), Gaps = 12/163 (7%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP----WLVAE 63 
           V  R    AD+ AV +I    I +    F TE       +   + L+DR+     W VAE 
Sbjct: 125 VTTRAMADADLDAVREIYAQGIASGHATFETE-------VPGADALKDRWTPGHRW-VAE 176 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
             G V G A A P  AR  Y    E++VYV+   +  G+G  L    +   +  G  ++  
Sbjct: 177 SGGRVVGWAAASPVSAREVYAGVAETSVYVAEDARGRGVGKALLYRQVTEADTAGLWTLQ 236 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             I   N  S+ LH  +GY   G        HG W D    +R 
Sbjct: 237 TSIFPENRASLALHHQVGYRTVGVRERVARHHGIWRDTVLLER 279 
 
 
>ref|ZP_07088258.1| GNAT family acetyltransferase [Chryseobacterium gleum ATCC 35910] 
 gb|EFK35050.1| GNAT family acetyltransferase [Chryseobacterium gleum ATCC 35910] 
          Length = 167 
 
 Score = 56.6 bits (135), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 38/145 (26%), Positives = 68/145 (46%), Gaps = 4/145 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAE 63 
            ++ R A  +D+  +  I N  I +  V    E    ++  +W ++    Q R  W+V + 
Sbjct: 3   KLKFRNAELSDLNKIVAIYNSTIASRMVTADMEEVSVESKLKWFEE-HNPQTRPLWVVED 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +  V G      +  R AY  TVE ++Y+    +  G G T+  + + + E  G  ++V 
Sbjct: 62  EQNQVIGWVSFSSFHERAAYKGTVEVSIYLDESCRGKGYGKTILQYCIDNAEKFGVLNLV 121 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTL 148 
           A+I L N+PS++L    G+   G L 
Sbjct: 122 ALIFLHNEPSLKLFRHFGFEDWGNL 146 
 
 
>ref|ZP_07054844.1| GNAT family acetyltransferase [Listeria grayi DSM 20601] 
 gb|EFI83725.1| GNAT family acetyltransferase [Listeria grayi DSM 20601] 
          Length = 167 
 
 Score = 56.6 bits (135), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 43/157 (27%), Positives = 71/157 (45%), Gaps = 4/157 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R     D  A+  I    I T    F+ E    +EW  D + L      LVA +E  V  
Sbjct: 6   LRKMQPEDYPAMQAIYQEGILTKNATFQKEVMAFEEW--DHKYLST--CRLVAVLEKEVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P+ +  +Y    E ++Y+S + +  G+GS L   L+++ E +G+ ++ ++I    
Sbjct: 62  GFAALLPFSSMESYRGVAEVSIYISSKARGNGIGSLLMQQLIEASEEEGYWTLQSLIFPE 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S+ LH   G+  R      G   G + DV   +R 
Sbjct: 122 NVASISLHHKAGFELRARHPRLGEMDGIFRDVLLLER 158 
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>gb|EFT74943.1| acetyltransferase, GNAT family [Propionibacterium acnes HL050PA2] 
          Length = 166 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 45/162 (27%), Positives = 74/162 (45%), Gaps = 6/162 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNF---RTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR     D+ A   I N     +T ++    T  +    W  +L  + D  P LVAEV 
Sbjct: 3   VNIRTMEERDLPAASRIYNQSAVATTYSYTVVNTNVEDRLSWWREL--IADSRPLLVAEV 60 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQGFKSVV 123 
           +G +AG A    ++     D T E T+++  + +  G+G  L T L+ ++      ++++ 
Sbjct: 61  DGTMAGYANYHRFREGGGDDVTAEVTIWLDPQARGQGVGRKLMTELIRRARADDRLRNLL 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           +VI   N+ S+  H A+G+   G L    YK G W      Q 
Sbjct: 121 SVIDSDNERSISFHSAMGFVEVGRLPHIAYKLGDWRTAVLMQ 162 
 
 
>ref|ZP_04224647.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock3-42] 
 gb|EEL43680.1| GCN5-related N-acetyltransferase [Bacillus cereus Rock3-42] 
          Length = 162 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 41/159 (25%), Positives = 66/159 (41%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR AT  D+  +  I N  IE       TE +T +  ++ L + + RY  +V E     
Sbjct: 1   MKIRKATEQDVQEITTIYNEGIEDRIATLETEIKTDKYVMEWLFQREKRYSVIVMEENSH 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P+  R AY    E ++Y+   ++  GLG  L   L K+ +   F   V     
Sbjct: 61  IVGWASINPYSHRCAYRGVGELSIYIKREYRGKGLGQNLLLALEKNGQQNEFYKFVLFTF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N+    L+  + Y   G     G   G   DV   ++ 
Sbjct: 121 SFNNLGQGLYRKMDYREVGVFEKQGIMDGEHVDVMIMEK 159 
 
 
>ref|ZP_07707784.1| GCN5-related N-acetyltransferase family protein [Bacillus sp. 
           m3-13] 
          Length = 168 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 38/141 (26%), Positives = 64/141 (45%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +++R A   D+  +  I N  IE+  V   T P T +   +   +  +  P  V E++   
Sbjct: 6   IQLRNAVIEDLPEIVSIYNSTIESRMVTADTSPVTVESRKEWFHKHNNDRPLKVVELDNQ 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +        +  R AY  T E ++Y+S   +  GLG+ L    +K   A   ++++A I  
Sbjct: 66  ICAWISFQNFYGRPAYQATAEVSIYLSVETRGKGLGALLLEKAIKECPALQIENLLAFIF 125 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N PS+RL E  G+   G L 
Sbjct: 126 AHNVPSIRLFEKYGFEKWGYL 146 
 
 
>gb|ADI18697.1| sortase and related acyltransferases [uncultured Chloroflexi 
           bacterium HF4000_28F02] 
          Length = 208 
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 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 47/166 (28%), Positives = 66/166 (39%), Gaps = 32/166 (19%) 
 
Query: 29  IETSTVNFRTEPQTPQEWIDDLERLQDRY----------------PW------------L 60 
           I   TVN   EP  P++W    E +++ Y                PW            L 
Sbjct: 40  IRIKTVNCIIEPMGPEDW----EVVREIYLEGIATGHATIETEAPPWESWNNNHRPDCRL 95 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VA     V G A   P  +R  Y    E +VYV+   +R G G  L   L+ + E+ G   
Sbjct: 96  VARDGEQVVGWAALSPVSSRAVYSGVAEVSVYVAEHFRRKGTGRLLLDSLITASESAGVW 155 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +  A I + N+ S+ LH A G+   GT    G  +G W D    +R 
Sbjct: 156 TFQAGILVENEASIALHAACGFLTVGTRERIGRLNGHWRDTLLMER 201 
 
 
>ref|NP_600226.1| sortase or related acyltransferase [Corynebacterium glutamicum ATCC 
           13032] 
 ref|YP_225291.1| phosphinothricin acetyltransferase protein [Corynebacterium 
           glutamicum ATCC 13032] 
 dbj|BAB98394.1| Sortase and related acyltransferases [Corynebacterium glutamicum 
           ATCC 13032] 
 emb|CAF19705.1| PROBABLE PHOSPHINOTHRICIN ACETYLTRANSFERASE PROTEIN 
           [Corynebacterium glutamicum ATCC 13032] 
          Length = 179 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 44/173 (25%), Positives = 69/173 (39%), Gaps = 8/173 (4%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
            R   IRP    D   V DI    +ET    + T   T  ++     ++ D     V    
Sbjct: 3   ERDFTIRPIREGDFPQVRDIYELGLETGHATYETSGPTWDQF--SQSKIMDTVMVAVENN 60 
 
Query: 65  E-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           +   + G   A P  +R  +   VE ++Y+  + Q  G+G  L   L+   E+ G  S+  
Sbjct: 61  DPDFILGWVSAAPISSRQVFHGVVEDSIYIHPQGQGRGIGGALLDALITYCESNGIWSIH 120 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAA-----GYKHGGWHDVGFWQRDFELP 171 
           + I   N  S +LHE+ G+   GT+        G   G W D   W+    +P 
Sbjct: 121 SWIFPENLGSAKLHESKGFVKVGTMHQMARMPYGEMEGQWRDCDLWECLLSVP 173 
 
 
>ref|NP_488508.1| hypothetical protein alr4468 [Nostoc sp. PCC 7120] 
 dbj|BAB76167.1| alr4468 [Nostoc sp. PCC 7120] 
          Length = 163 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 41/145 (28%), Positives = 61/145 (42%), Gaps = 7/145 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL----VAE 63 
           + IR AT  D+  +  I N  + +       EP + +     L   Q R P      V E 
Sbjct: 2   MTIRHATTTDLPTIIGIYNAAVPSRMATADLEPVSVE---SRLAWFQGRSPSFRPLWVIE 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            EGV+AG      +  R AY  T E ++Y++    R GLG  L    +      G K+++ 
Sbjct: 59  QEGVIAGWLSFQSFYGRPAYAATAELSIYIAPAFHRCGLGKQLLAKAIVESPNLGLKTLL 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTL 148 
             +   N PS+ L E  G+   G L 
Sbjct: 119 GFVFAHNQPSLHLFETFGFQKWGYL 143 
 
 
>ref|YP_442677.1| phosphinothricin acetyltransferase [Burkholderia thailandensis 
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           E264] 
 ref|ZP_02374490.1| phosphinothricin acetyltransferase [Burkholderia thailandensis 
           TXDOH] 
 ref|ZP_02388363.1| phosphinothricin acetyltransferase [Burkholderia thailandensis 
Bt4] 
 ref|ZP_05587152.1| phosphinothricin acetyltransferase [Burkholderia thailandensis 
           E264] 
 gb|ABC39376.1| phosphinothricin acetyltransferase [Burkholderia thailandensis 
           E264] 
          Length = 168 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 45/141 (31%), Positives = 66/141 (46%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT AD+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 7   RDATPADLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +A ++++  +  R AY  T E ++Y+    +  GLGS L    L      G  + +  I  
Sbjct: 66  IAWLSFS-DFYGRPAYGHTAEISIYLDEAARGSGLGSRLLEAALAKAPELGVHTALGFIF 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+T  GTL 
Sbjct: 125 GHNEPSLRLFARHGFTTWGTL 145 
 
 
>ref|YP_003464554.1| acetyltransferase, GNAT family [Listeria seeligeri serovar 1/2b 
           str. SLCC3954] 
 emb|CBH27468.1| acetyltransferase, GNAT family [Listeria seeligeri serovar 1/2b 
           str. SLCC3954] 
          Length = 165 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 41/158 (25%), Positives = 72/158 (45%), Gaps = 4/158 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +I P    +  AV  I    I+T    F+ +  T ++W  D + L+     LV  +   V 
Sbjct: 5   KILPMLPENYPAVAVIHQEGIDTGNATFQEKTLTLEDW--DQKYLKK--CRLVVLLNEKV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ + NAY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  VGWAALLPFSSMNAYRGVAELSIYIAKAARGKGIGKALMQEIIQTSEQNGFWTLQSLIFP 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N  S+ LH A G+         G  +G + DV   +R 
Sbjct: 121 ENKASIALHHAYGFQTLCIHEKLGEMNGTFRDVALLER 158 
 
 
>ref|YP_003357066.1| GCN5-related N-acetyltransferase family protein [Methanocella 
           paludicola SANAE] 
 dbj|BAI62083.1| GCN5-related N-acetyltransferase family protein [Methanocella 
           paludicola SANAE] 
          Length = 167 
 
 Score = 56.2 bits (134), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 46/159 (28%), Positives = 66/159 (41%), Gaps = 9/159 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEGV 67 
           E+RP    D  +V  I    I+T    F     T + WI   LE        +VA   G  
Sbjct: 9   EMRPE---DWESVARIYGEGIDTGNSTFEQSVPTYERWISAHLEGFS-----IVARENGE 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
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           V G A   P  AR  Y    E ++YV  +H+  G+GS L   +++  E +G  ++      
Sbjct: 61  VLGWAALSPVSARQVYRGVAELSLYVGEKHRGKGVGSALMGAMIELSEKKGIWTLQGGTF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ L +  G+   GT    G   G W DV   +R 
Sbjct: 121 PENTASLALQKKFGFREVGTRERLGRMSGRWRDVVLTER 159 
 
 
>ref|YP_003869679.1| Sortase [Paenibacillus polymyxa E681] 
 gb|ADM69141.1| Sortase [Paenibacillus polymyxa E681] 
          Length = 170 
 
 Score = 55.8 bits (133), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 40/142 (28%), Positives = 62/142 (43%), Gaps = 1/142 (0%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEV 64 
           +   I  A   D+  + DI N  +    V    EP T +  I   E  Q+ + P  V +  
Sbjct: 5   QSFSIEFACKEDLPDIVDIYNSTVAGRMVTADLEPVTVESRIPWFEAHQENHRPLWVLKQ 64 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G +AG A    +  R AY+ T E ++YV    +  G GS L  HLL      G  +++  
Sbjct: 65  KGAIAGWASLQSFYGRPAYNGTAEISIYVHEDSRGTGTGSRLVQHLLNECPRLGITTLLG 124 
 
Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N+PS+ L    G+   G 
Sbjct: 125 FVFGHNEPSIGLLRKFGFEQWG 146 
 
 
>ref|YP_001537972.1| GCN5-related N-acetyltransferase [Salinispora arenicola CNS-205] 
 gb|ABV98981.1| GCN5-related N-acetyltransferase [Salinispora arenicola CNS-205] 
          Length = 165 
 
 Score = 55.8 bits (133), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 45/159 (28%), Positives = 69/159 (43%), Gaps = 3/159 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IRP    D   V +I    +++   +F  E   P   + D  RL + + ++ A+  G  
Sbjct: 4   ITIRPMRRDDEKPVLEIYQAGLDSGDASF--ETVAPAWTVFDAGRLPE-HRYVAADDGGT 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G         R  Y   VE +VYV    Q  G+   L T L+ + EA G  ++ + +  
Sbjct: 61  VLGWIAVSSVSTRVVYAGVVEHSVYVDPAAQGRGVARLLLTTLIAATEAAGIWTIQSGVF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH   G+   GT    G +HG W DV   +R 
Sbjct: 121 PENTASLTLHTRSGFRVVGTRERVGRRHGRWRDVVLLER 159 
 
 
>ref|ZP_04306448.1| Phosphinothricin N-acetyltransferase [Bacillus cereus 172560W] 
 gb|EEK61923.1| Phosphinothricin N-acetyltransferase [Bacillus cereus 172560W] 
          Length = 74 
 
 Score = 55.8 bits (133), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 24/74 (32%), Positives = 45/74 (60%) 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 150 
           +YV   +++ G+GS+L   L+K  + + + +++A I   N+ S+ LH+  G+   GT++  
Sbjct: 1   MYVDKAYRKNGIGSSLMKELIKIAKEREYMTLIAGIDAENEKSIVLHQNYGFVHAGTIKK 60 
 
Query: 151 AGYKHGGWHDVGFW 164 
           AGYK   W D+ F+ 
Sbjct: 61  AGYKFNKWLDLAFY 74 
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>ref|YP_001659372.1| GCN5-related N-acetyltransferase [Microcystis aeruginosa NIES-
843] 
 dbj|BAG04180.1| GCN5-related N-acetyltransferase [Microcystis aeruginosa NIES-843] 
          Length = 163 
 
 Score = 55.8 bits (133), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 38/142 (26%), Positives = 64/142 (45%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + +I N  + T       +P   ++ +EW    +   ++YP  V  +EG 
Sbjct: 3   IREAKETDLPTIIEIYNAAVPTRKATADLKPISLESRREWFK--KHNPEQYPIWVIAIEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G      +  R AY  T E ++Y++  +Q  G+G  L  + L      G  +++ +I 
Sbjct: 61  RVVGWLSLQMFYGRVAYQKTAEVSLYIAPDYQGRGIGKLLVEYALNRCPKLGISNLICII 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N  S+RL E  G+   G L 
Sbjct: 121 FAHNQASIRLFEKFGFQRWGYL 142 
 
 
>ref|YP_003254040.1| GCN5-related N-acetyltransferase [Geobacillus sp. Y412MC61] 
 ref|YP_004133526.1| Phosphinothricin acetyltransferase [Geobacillus sp. Y412MC52] 
 gb|ACX79558.1| GCN5-related N-acetyltransferase [Geobacillus sp. Y412MC61] 
 gb|ADU95383.1| Phosphinothricin acetyltransferase [Geobacillus sp. Y412MC52] 
          Length = 166 
 
 Score = 55.8 bits (133), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 38/136 (27%), Positives = 67/136 (49%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A AAD+  +  I N  I +  V    EP   ++ + W +  +   +R  W+V +    
Sbjct: 6   IRDAAAADLPHIVRIYNETIPSRMVTADLEPVSVESRRAWFEAHDP-HNRPLWVVEDDGA 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V A +++   +  R AY  T E ++Y++  H+  GLG+ L    ++     G K+++  I 
Sbjct: 65  VCAWLSFQS-FYGRPAYRHTAEVSIYIAETHRGRGLGAKLLERAVERAPELGIKTLLGFI 123 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+PS+RL    G+ 
Sbjct: 124 FAHNEPSLRLFSRFGF 139 
 
 
>ref|YP_846122.1| GCN5-related N-acetyltransferase [Syntrophobacter fumaroxidans 
           MPOB] 
 gb|ABK17687.1| GCN5-related N-acetyltransferase [Syntrophobacter fumaroxidans 
           MPOB] 
          Length = 164 
 
 Score = 55.8 bits (133), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 43/156 (27%), Positives = 66/156 (42%), Gaps = 8/156 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDLERLQDRYPWL--VAEVE 65 
             P T     AV DI NH++  S   +   P+ P E+   D L      YP +   +E   
Sbjct: 5   FEPITRKHREAVIDIFNHFVVNSYAAY---PERPVEYDFFDYLYVEPRDYPAVAVTSETA 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G+V G  +  P+ +  ++  T E T ++   H   GLG+ +          +G +S++A  
Sbjct: 62  GIV-GFGFMRPYDSDESFKHTAEVTYFILPSHTGKGLGTGMLRLFCDQALHRGIRSLMAN 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           I   ND S+  H   G+   G     G K G   DV 
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Sbjct: 121 ISSLNDASISFHLKNGFQEWGRFYRVGSKFGVEFDV 156 
 
 
>ref|YP_374818.1| acetyltransferase [Chlorobium luteolum DSM 273] 
 gb|ABB23775.1| acetyltransferase, GNAT family [Chlorobium luteolum DSM 273] 
          Length = 171 
 
 Score = 55.8 bits (133), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 45/166 (27%), Positives = 68/166 (40%), Gaps = 5/166 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--E 65 
           + + P    D A V DI N Y  TS     T+   P++      +    YP  +A      
Sbjct: 6   ILLCPLGEGDGAEVLDIFNPY-TTSGFAAYTDTPLPEDAALSFIQPSAGYPACMARTLDG 64 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G   G     P+    A+  T E T+++       G+G+ +  HL       G  +++A  
Sbjct: 65  GYAVGFGMLRPYSPLPAFSRTAELTMFLRDGWTGRGIGTLVLLHLAGEAVPMGITTILAS 124 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
           I   N  S+R H+  G+   G L   G K G   DV + Q+  ELP 
Sbjct: 125 ISSLNPASIRFHQKNGFRECGRLEGVGEKFGRPFDVVYCQK--ELP 168 
 
 
>ref|YP_511330.1| GCN5-related N-acetyltransferase [Jannaschia sp. CCS1] 
 gb|ABD56305.1| GCN5-related N-acetyltransferase [Jannaschia sp. CCS1] 
          Length = 156 
 
 Score = 55.8 bits (133), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 41/157 (26%), Positives = 69/157 (43%), Gaps = 4/157 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I  A  +D  AV  + N  I  +T+ F + P+T ++    ++RL    P  +A     V  
Sbjct: 2   IDLAGPSDADAVRRLWNEIIAETTITFTSAPKTAEQ----IDRLVADQPVFIARDGTRVL 57 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A    ++  + Y  T E  +Y++   +  GLG  L   +     A G  S++  I    
Sbjct: 58  GFATYAQFRGGDGYRLTQEHAIYLTGDARGRGLGRGLMRAVEDHARAAGTHSLIGGISGE 117 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N   +  H A+G+   G L   G+K G + D+   Q+ 
Sbjct: 118 NTDGIAFHTAIGFIHLGRLPEVGHKFGRFLDLVLMQK 154 
 
 
>ref|ZP_03054807.1| YwnH [Bacillus pumilus ATCC 7061] 
 gb|EDW21234.1| YwnH [Bacillus pumilus ATCC 7061] 
          Length = 175 
 
 Score = 55.5 bits (132), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 41/154 (26%), Positives = 73/154 (47%), Gaps = 5/154 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT  D+ A+ DI N  I +  V   TEP   +  ++W   L   + R  ++  + +G  
Sbjct: 17  RIATEDDLKAIVDIYNSTIASREVTADTEPVSVEDRRQWF--LNHSEKRPLYVKTDEDGH 74 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G      +  R AY+ TVE ++Y++   +  GLGS      ++   + G ++++A I  
Sbjct: 75  IYGWLSFETFYGRPAYNGTVEMSIYLNQDDRGKGLGSLFLQEAIELAPSLGIRTLLAFIF 134 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             N+ S+RL +  G+   G L       G  +D+ 
Sbjct: 135 GHNEASIRLFKKHGFETWGHLPRIAEMDGSRYDL 168 
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>ref|YP_148773.1| phosphinothricin N-acetyltransferase [Geobacillus kaustophilus 
           HTA426] 
 dbj|BAD77205.1| phosphinothricin N-acetyltransferase [Geobacillus kaustophilus 
           HTA426] 
          Length = 220 
 
 Score = 55.5 bits (132), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 38/136 (27%), Positives = 67/136 (49%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A AAD+  +  I N  I +  V    EP   ++ + W +  +   +R  W+V +    
Sbjct: 60  IRDAAAADLPHIVRIYNETIPSRMVTADLEPVSVESRRAWFEAHDP-HNRPLWVVEDDGA 118 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V A +++   +  R AY  T E ++Y++  H+  GLG+ L    ++     G K+++  I 
Sbjct: 119 VCAWLSFQS-FYGRPAYRHTAEVSIYIAETHRGRGLGTKLLERAVERAPELGIKTLLGFI 177 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+PS+RL    G+ 
Sbjct: 178 FAHNEPSLRLFSRFGF 193 
 
 
>ref|ZP_02463190.1| phosphinothricin acetyltransferase [Burkholderia thailandensis 
           MSMB43] 
          Length = 168 
 
 Score = 55.5 bits (132), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 45/141 (31%), Positives = 65/141 (46%), Gaps = 5/141 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT  D+ A+  I N  + +  V   TEP T    + W D       R  W+V E   V 
Sbjct: 7   RDATPVDLPAIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEAGRV 65 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           VA ++++  +  R AY  T E ++Y+    +  GLGS L    L    A G  + +  I  
Sbjct: 66  VAWLSFS-DFYGRPAYGHTAEISIYLDEAARGHGLGSRLLDAALAKAPALGVHTALGFIF 124 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+PS+RL    G+   GTL 
Sbjct: 125 GHNEPSLRLFARYGFATWGTL 145 
 
 
>ref|YP_003186386.1| GCN5-related N-acetyltransferase [Alicyclobacillus 
acidocaldarius 
           subsp. acidocaldarius DSM 446] 
 gb|ACV59997.1| GCN5-related N-acetyltransferase [Alicyclobacillus acidocaldarius 
           subsp. acidocaldarius DSM 446] 
          Length = 168 
 
 Score = 55.5 bits (132), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 42/164 (25%), Positives = 65/164 (39%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R AT  D+ ++  I N  IE        + +      +      +RYP  VAE +   
Sbjct: 3   VTVRVATHRDLPSILAIYNQGIEDRVATLEQDLKDMDYITNWFNEHTNRYPVFVAEYQNN 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G A   P+  R AY    E +VYV    +  G+G  L + L        F  +V     
Sbjct: 63  IIGWADLHPYSHRCAYGGVAELSVYVHRGWRAKGVGQALLSALEAFARKHDFHKLVLATF 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
             N   + L+  +G+   G     G   G W DV + ++  EL  
Sbjct: 123 PFNSAGLALYRKMGFREVGVFMNHGRLDGKWVDVLWMEKLLELK 166 
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>ref|ZP_04157106.1| Phosphinothricin N-acetyltransferase [Bacillus mycoides Rock3-17] 
 ref|ZP_04162837.1| Phosphinothricin N-acetyltransferase [Bacillus mycoides Rock1-4] 
 gb|EEM05411.1| Phosphinothricin N-acetyltransferase [Bacillus mycoides Rock1-4] 
 gb|EEM11214.1| Phosphinothricin N-acetyltransferase [Bacillus mycoides Rock3-17] 
          Length = 167 
 
 Score = 55.5 bits (132), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 33/141 (23%), Positives = 67/141 (47%), Gaps = 5/141 (3%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLV 61 
           +  ++IR A  +D++++ DI N  I +  V   TEP   ++ ++W +  E      P  + 
Sbjct: 2   KEDIKIRDAEISDLSSIVDIYNSTISSRMVTADTEPVTVKSREQWFN--EHSPSFRPLWI 59 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
            E +G + G      +  R AY+ T E ++Y+   ++  G+G  +   +L +      K+ 
Sbjct: 60  IESQGEICGWVSFQSFYGRPAYNGTAEISIYIHQMYRGRGMGKHILHKVLDTCPKLKIKT 119 
 
Query: 122 VVAVIGLPNDPSVRLHEALGY 142 
           ++A I   N  S++L     + 
Sbjct: 120 ILAFIFAHNKASLQLFSCFDF 140 
 
 
>ref|ZP_06595853.1| acetyltransferase, GNAT family [Bifidobacterium breve DSM 20213] 
 gb|EFE89258.1| acetyltransferase, GNAT family [Bifidobacterium breve DSM 20213] 
          Length = 171 
 
 Score = 55.1 bits (131), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 43/164 (26%), Positives = 67/164 (40%), Gaps = 2/164 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
           P   RPA  +D+ A+ DI N  +          P+T  +    +E  +  Y   VAE EG 
Sbjct: 8   PYTFRPAVESDIQAITDIYNASVVVGGATADLTPRTLDQRRAWVESHKPPYGVFVAESEG 67 
 
Query: 67  -VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G      +  R  YD   +   Y++   Q  G G+ +  +LL+   A+  +    + 
Sbjct: 68  GQVIGFGSLSVFYDRAGYDGVTDLAYYIAPAWQGRGAGTFMLDNLLREARARHMRKACGI 127 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDF 168 
           I   N  S+ L    G+T  G + AA     G   D+ +W  D  
Sbjct: 128 IFADNAGSIALMRRFGFTQFGLMPAAATDSTGTMRDMSYWYLDL 171 
 
 
>ref|YP_004042043.1| gcn5-related N-acetyltransferase [Paludibacter propionicigenes 
WB4] 
 gb|ADQ79058.1| GCN5-related N-acetyltransferase [Paludibacter propionicigenes WB4] 
          Length = 165 
 
 Score = 55.1 bits (131), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 41/160 (25%), Positives = 69/160 (43%), Gaps = 4/160 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            +  R  TA D  +V +I    IET    F+ E  T  +W D+      R   +VA +E  
Sbjct: 2   EITFRTMTANDWKSVAEIYKQGIETGNATFQQEIPTWNDW-DNGHIKSCR---IVACIEN 57 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G A      AR  Y    E ++YV+++++  G+G  L    +   E + F ++   I 
Sbjct: 58  EIVGWAALSSVSARKVYAGIAEVSIYVANKYRGHGIGYKLLEKTIAESENENFWTLQVGI 117 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ +H+ L +   G     G  +G W +    +R 
Sbjct: 118 FPENQASLHIHKKLNFREIGYRERIGKMNGTWRNTVLLER 157 
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>ref|YP_003596647.1| GNAT family acetyltransferase [Bacillus megaterium DSM 319] 
 gb|ADF38297.1| acetyltransferase, GNAT family [Bacillus megaterium DSM 319] 
          Length = 180 
 
 Score = 55.1 bits (131), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 40/160 (25%), Positives = 73/160 (45%), Gaps = 2/160 (1%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWL 60 
           + +RR V IRPA A+D   +   V   IE      + EP+T QE  D +  ++ + + ++ 
Sbjct: 13  AKDRREVTIRPAQASDAEHITTAVREIIEAGEFIQKDEPRTVQEEQDFIASVEKNNHMYV 72 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VAEVEG V GIA     + +      +  T  +S + Q +G+G     + L   +      
Sbjct: 73  VAEVEGEVLGIARVLRGEIKMKRHTGLFRTWLIS-KAQGMGIGKQFMNYTLNWCKENNLH 131 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
            +   +   N  +  L++ +G+   G ++   Y +  + D 
Sbjct: 132 KLSLTVFASNKVAYELYKKVGFEQEGVMKEQAYFNNEYVD 171 
 
 
>ref|YP_756942.1| GCN5-related N-acetyltransferase [Maricaulis maris MCS10] 
 gb|ABI66004.1| GCN5-related N-acetyltransferase [Maricaulis maris MCS10] 
          Length = 170 
 
 Score = 55.1 bits (131), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 69/159 (43%), Gaps = 10/159 (6%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEGV 67 
           ++RP T  D  AV  I    I T    F  E   P +W+   +  +   P LV+ + EG  
Sbjct: 3   KLRPMTPTDAPAVLAIYAEGIATGHATF--ESAAP-DWVH-FDEGKLAAPRLVSLDGEGG 58 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P  +R  Y    E +VYV+   +  GLG  L   L+   EA+G  ++ A I  
Sbjct: 59  VTGWAALSPVSSRCVYGGVGEVSVYVAEAARGKGLGRILLQALVDGSEAEGLWTLTAGIF 118 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGG-----WHDV 161 
             N  S+R+HE  G+   G     G    G     W DV 
Sbjct: 119 AENTASIRMHEQCGFERLGVRCGLGKMGHGPMAGRWRDV 157 
 
 
>ref|ZP_05745074.1| phosphinothricin N-acetyltransferase [Lactobacillus antri DSM 
           16041] 
 gb|EEW54285.1| phosphinothricin N-acetyltransferase [Lactobacillus antri DSM 
           16041] 
          Length = 162 
 
 Score = 55.1 bits (131), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 39/162 (24%), Positives = 68/162 (41%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++ R AT +D+  + +I N  I +       EP    +    L      +P  V E +   
Sbjct: 1   MKFRQATHSDLPRIVEIYNQIIPSRLATADLEPVIVADREGWLASFTATHPLWVMEQDDQ 60 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G     P+  R AY+ T E ++Y+    +  G+G      ++  +   G  ++VA I  
Sbjct: 61  IVGWVGLEPFYGRPAYEHTAEISIYIDQAVRHQGVGHQALQFVIAQLPQLGITAIVAYIF 120 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N PS++L    G+T  G+L       G   D+    R F+ 
Sbjct: 121 GHNQPSLKLFRHFGFTEWGSLPRVAELDGVQRDLEILGRRFD 162 
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>ref|YP_003945614.1| phosphinothricin n-acetyltransferase, putative [Paenibacillus 
           polymyxa SC2] 
 gb|ADO55373.1| Phosphinothricin n-acetyltransferase, putative [Paenibacillus 
           polymyxa SC2] 
          Length = 169 
 
 Score = 54.7 bits (130), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 40/138 (28%), Positives = 60/138 (43%), Gaps = 1/138 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68 
           I  A   D+  + DI N  I    V    EP T +  I   E  ++ + P  V   +G + 
Sbjct: 9   IEIACREDLPDIVDIYNSTIAGRMVTADLEPVTVESRIPWFEAHEENHRPLWVLRQKGTI 68 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
           AG A    +  R AY+ T E ++YV    +  G GS L  HLL      G  +++  +   
Sbjct: 69  AGWASLQSFYGRPAYNGTAEISIYVHEDSRGTGTGSRLVQHLLNECPRLGITTLLGFVFG 128 
 
Query: 129 PNDPSVRLHEALGYTARG 146 
            N+PS+ L    G+   G 
Sbjct: 129 HNEPSIALLRKFGFEQWG 146 
 
 
>ref|YP_003670212.1| Phosphinothricin acetyltransferase [Geobacillus sp. C56-T3] 
 gb|ADI25635.1| Phosphinothricin acetyltransferase [Geobacillus sp. C56-T3] 
          Length = 166 
 
 Score = 54.7 bits (130), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 38/136 (27%), Positives = 62/136 (45%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+  +  I N  I +  V    EP   ++ + W +  +      P  V E +G 
Sbjct: 6   IRDATMEDLPHIVRIYNETIPSRMVTADLEPVSVESRRAWFEAHD--PHNRPLWVVEDDG 63 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV        +  R AY  T E ++Y++  H+  GLG+ L    ++     G K+++  I 
Sbjct: 64  VVCAWLSFQSFYGRPAYRHTAEVSIYIAETHRGRGLGAKLLERAVERAPELGIKTLLGFI 123 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+PS+RL    G+ 
Sbjct: 124 FAHNEPSLRLFSRFGF 139 
 
 
>ref|YP_002950799.1| GCN5-related N-acetyltransferase [Geobacillus sp. WCH70] 
 gb|ACS25533.1| GCN5-related N-acetyltransferase [Geobacillus sp. WCH70] 
          Length = 162 
 
 Score = 54.7 bits (130), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 40/142 (28%), Positives = 64/142 (45%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+ A+  I N  I T  V    EP   ++ + W   LE      P  V E++G 
Sbjct: 2   IRNANREDLPAIVQIYNETIPTRMVTADLEPVTVESKKAWF--LEHDPHTRPLWVVELDG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V        +  R AY  T E ++Y+S  ++  G+G+ L    ++   +   K+++  I 
Sbjct: 60  RVCAWLSFQSFYGRPAYRHTAEISIYISEAYRGRGIGTQLLQKAIEEAPSLEIKTLLGFI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N+PS+RL    G+   G L 
Sbjct: 120 FAHNEPSLRLFARFGFETWGHL 141 
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>dbj|BAJ27042.1| putative acetyltransferase [Kitasatospora setae KM-6054] 
          Length = 167 
 
 Score = 54.7 bits (130), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 49/164 (29%), Positives = 67/164 (40%), Gaps = 6/164 (3%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 62 
           P  RP  + P  A     V  I    IE     F TE   P+    D  RL   + ++V  
Sbjct: 4   PVFRPAPMLPEHAEQ---VLAIYRAGIEEGNATFETE--APEWAAFDAARLPG-HRYVVL 57 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
             +  V+G   A    AR AY   VE +VYV   H+  G+   L  HL+ S E  G  ++ 
Sbjct: 58  GPDATVSGWIAASAVSARPAYAGVVEHSVYVHPDHRGRGIAGVLLAHLIDSTEEAGIWTI 117 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            + +   N  S+ LH A G+   GT        G W D    +R 
Sbjct: 118 QSSVFPENTASLALHAAAGFRVVGTRERVARHRGVWRDTVLIER 161 
 
 
>ref|YP_004100431.1| GCN5-related N-acetyltransferase [Intrasporangium calvum DSM 
43043] 
 gb|ADU49704.1| GCN5-related N-acetyltransferase [Intrasporangium calvum DSM 43043] 
          Length = 162 
 
 Score = 54.3 bits (129), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 50/159 (31%), Positives = 70/159 (44%), Gaps = 3/159 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++I P TAA   AV DI    I      F +   T +++  D  RL       V ++  V 
Sbjct: 1   MQIAPMTAAHGPAVLDIYAAGIAEGDATFESTVPTWEDF--DAARLSLHRFVAVDDLTAV 58 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +  IA A P  +R AY    E +VYV  R +   +G  L   L+ S EA G  +V + I  
Sbjct: 59  LGWIA-ASPVSSRPAYAGVAEHSVYVDPRARGRHVGRALLDALITSTEAAGIWTVQSGIF 117 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH   G+   G     G + G W DV   +R 
Sbjct: 118 PENVASLALHRRAGFREVGVRERIGRQDGRWRDVVLLER 156 
 
 
>emb|CAO89677.1| unnamed protein product [Microcystis aeruginosa PCC 7806] 
          Length = 163 
 
 Score = 54.3 bits (129), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 38/142 (26%), Positives = 64/142 (45%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + +I N  + T       +P   ++ +EW    +   ++YP  V  +EG 
Sbjct: 3   IREAKETDLPTIIEIYNAAVPTRKATADLKPISLESRREWFKKHD--PEQYPIWVIAIEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G      +  R AY  T E ++Y+S  +Q  G+G  L  + L+     G  +++ +I 
Sbjct: 61  RVVGWLSLQMFYGRVAYQKTAEVSLYISPDYQGRGIGKLLVEYALERCPQLGISNLICII 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N  S+ L E  G+   G L 
Sbjct: 121 FAHNQASICLFEKFGFQRWGYL 142 
 
 
>ref|YP_003511953.1| GCN5-related N-acetyltransferase [Stackebrandtia nassauensis DSM 
           44728] 
 gb|ADD42860.1| GCN5-related N-acetyltransferase [Stackebrandtia nassauensis DSM 
           44728] 
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          Length = 163 
 
 Score = 54.3 bits (129), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 47/160 (29%), Positives = 66/160 (41%), Gaps = 5/160 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR  T  D   V  I    I+T    F T   T + +  D   L D    L+A  +   
Sbjct: 1   MHIRAMTPTDAPDVLKIYQDGIDTGNATFETTAPTWETF--DHTHLPDHR--LIAHDDTG 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G   A P   R+ Y   +E ++Y++   Q  G+GS L    + S E  G  ++ A I  
Sbjct: 57  PLGWIAATPTSTRHVYRGVIEHSIYIATHAQGRGVGSALLAAFVDSCETAGIWTIQAGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYK-HGGWHDVGFWQR 166 
             N PS+ LHE  G+   G     G    G W DV   +R 
Sbjct: 117 PDNTPSLALHEKHGFRIIGIRHHIGQTIDGRWRDVALLER 156 
 
 
>ref|ZP_07729425.1| acetyltransferase, GNAT family [Lactobacillus oris PB013-T2-3] 
 gb|EFQ53546.1| acetyltransferase, GNAT family [Lactobacillus oris PB013-T2-3] 
          Length = 162 
 
 Score = 54.3 bits (129), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 38/163 (23%), Positives = 70/163 (42%), Gaps = 2/163 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEG 66 
           +E R A  AD+  + +I N  I +       EP    +  D        +P W++ + +  
Sbjct: 1   MEFRKAVHADLPRIVEIYNQIIPSRLATADLEPVIVADCEDWFASFTATHPLWVMTQGDQ 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           ++  +A   P+  R AY+ T E ++Y+    +  G+GS     ++  +   G  ++VA I 
Sbjct: 61  IIGWVALE-PFYGRPAYEHTAEISIYIDQAVRHQGVGSRALQFVIDQLPQLGITAIVAYI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N PS++L     +   G+L       G   D+    R F+ 
Sbjct: 120 FGHNQPSLKLFHRFAFAEWGSLPRVAELDGVQRDLKILGRRFD 162 
 
 
>ref|YP_003593537.1| GCN5-related N-acetyltransferase [Caulobacter segnis ATCC 21756] 
 gb|ADG10919.1| GCN5-related N-acetyltransferase [Caulobacter segnis ATCC 21756] 
          Length = 164 
 
 Score = 54.3 bits (129), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 46/163 (28%), Positives = 68/163 (41%), Gaps = 10/163 (6%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVA-EVEG 66 
           RPAT AD  A+  I N  IE     F T P   +  + W      L    P +V  +    
Sbjct: 7   RPATLADAPAMARIYNQGIEDRIATFETSPRGVEAVEAW------LASGLPVVVVVDAAQ 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A    +  R  Y    E +VYV   H+  G+G      L+++ +AQG   +++ + 
Sbjct: 61  NVVGYAATFAYSDRCCYAGIAEFSVYVDRGHRGTGVGKHALAALIEAAKAQGLHKLLSRV 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            + N  S+ L    G+   G  +  G   G W DV   +R  E 
Sbjct: 121 FVENSASLGLLRRQGFREVGVHQRHGQLDGVWRDVVAVERLIE 163 
 
 
>ref|ZP_03970056.1| acetyltransferase [Sphingobacterium spiritivorum ATCC 33300] 
 gb|EEI90300.1| acetyltransferase [Sphingobacterium spiritivorum ATCC 33300] 
          Length = 163 
 
 Score = 54.3 bits (129), Expect = 7e-06,   Method: Compositional matrix adjust. 
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 Identities = 35/137 (25%), Positives = 64/137 (46%), Gaps = 2/137 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER--LQDRYPWLVAEVE 65 
           ++ R A  +D+  + +I N  + +  V   TEP +    I   E+   + R  W++   E 
Sbjct: 1   MQFRHAILSDLIRIVEIYNSTVASRVVTADTEPVSTNSRIPWFEKHDTEKRPLWVLENEE 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G++ G      +  R AY  TVE ++Y+   ++  GLG     + ++   A G K+++   
Sbjct: 61  GLIIGWISFQSFYGRPAYQATVEISIYLDEAYRGQGLGKLAIDYAIQQAPAYGIKTLLGF 120 
 
Query: 126 IGLPNDPSVRLHEALGY 142 
           I   N  S+ L E  G+ 
Sbjct: 121 IFAHNTASLHLFEHFGF 137 
 
 
>ref|ZP_07729782.1| acetyltransferase, GNAT family [Lactobacillus oris PB013-T2-3] 
 gb|EFQ53125.1| acetyltransferase, GNAT family [Lactobacillus oris PB013-T2-3] 
          Length = 172 
 
 Score = 54.3 bits (129), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 42/165 (25%), Positives = 73/165 (44%), Gaps = 1/165 (0%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           +  ++IR A A+D   + +I N  +        ++P T  +  +   +  DR+P  V +  
Sbjct: 3   KATIKIRRAEASDWETIINIFNEAVAAGIATDESKPITVADREEWFAQFDDRHPLWVVDS 62 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM-EAQGFKSVV 123 
           +G V+G      +    AY  T E  +Y+ H   R GLG  L     + + E   FK+VV 
Sbjct: 63  DGKVSGWCALEYFSTHPAYTDTAEIAIYIHHGAHRQGLGRRLLAFADQQIKEELHFKTVV 122 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           A I   N  S  L +  G+   G L A     G + ++  + +++ 
Sbjct: 123 AYIYERNQASQGLFKQSGFEYWGHLPAIAKVAGEYRELKIYGKNY 167 
 
 
>ref|NP_241299.1| phosphinothricin N-acetyltransferase [Bacillus halodurans C-125] 
 dbj|BAB04152.1| phosphinothricin N-acetyltransferase [Bacillus halodurans C-125] 
          Length = 165 
 
 Score = 54.3 bits (129), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 45/163 (27%), Positives = 71/163 (43%), Gaps = 4/163 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            + I   T  D   V  I    IET    F TE  + ++W  D   ++ R  ++    E  
Sbjct: 3   SIRIIEMTDNDWPEVERIYREGIETGNATFETEAPSWEKW--DAGHVK-RCRFVAKSKEK 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           VV  +A + P  +R  Y    E +VYV    +  G+G  L   +++  E QG+ ++ A + 
Sbjct: 60  VVGWVALS-PVSSRCVYQGVAEVSVYVGSTGRGKGVGRKLLASVVEESEKQGYWTLQASV 118 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
              N  S++LH  LG+   G       + G W DV   +R  E 
Sbjct: 119 FPENVASLKLHRQLGFREVGKRERLAKREGVWRDVILLERRSE 161 
 
 
>ref|ZP_06567725.1| hypothetical protein SeryN2_35005 [Saccharopolyspora erythraea 
NRRL 
           2338] 
          Length = 281 
 
 Score = 53.9 bits (128), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 68/160 (42%), Gaps = 6/160 (3%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           V IRP    D +AV  I    I T    F TE   P    + LE R    + W VAEV+G 
Sbjct: 120 VTIRPLETRDWSAVRRIYAEGIATGNATFDTE--VPAR--NTLEARWLPEHRW-VAEVDG 174 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A   P   R+ Y    +++VYV    +  G+G TL    +   +  G  ++   I 
Sbjct: 175 EVAGWAAITPVSNRDCYAGVGDTSVYVGDGFRGRGVGKTLLHKQVTEADTHGLWTLQTSI 234 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   G        HG W D    +R 
Sbjct: 235 FPENRASLALHYSAGFRTVGLRERIAAHHGTWRDTVLLER 274 
 
 
>ref|ZP_08206806.1| N-acetyltransferase [Gordonia neofelifaecis NRRL B-59395] 
 gb|EGD53309.1| N-acetyltransferase [Gordonia neofelifaecis NRRL B-59395] 
          Length = 155 
 
 Score = 53.9 bits (128), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 43/139 (30%), Positives = 61/139 (43%), Gaps = 5/139 (3%) 
 
Query: 29  IETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           I+T    F T   T   W D D + L D + ++  +  G V G   A P  +   Y   + 
Sbjct: 17  IDTGNATFATAAPT---WPDFDRDHLPD-HRFVALDPNGNVTGWIAASPASSLCVYTGVI 72 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           E +VYV   H   G+G+ L   L+ S E  G  ++   I   N  S+ LH A G+   GT 
Sbjct: 73  EHSVYVDPNHSGKGVGTALLQALIDSTETAGVWTIETGIFPENHASLALHHAHGFRTVGT 132 
 
Query: 148 LRAAGYKHGGWHDVGFWQR 166 
               G  +G W DV   +R 
Sbjct: 133 RERIGQHNGHWRDVVLIER 151 
 
 
>ref|ZP_00955324.1| phosphinothricin N-acetyltransferase, putative [Sulfitobacter sp. 
           EE-36] 
 gb|EAP83749.1| phosphinothricin N-acetyltransferase, putative [Sulfitobacter sp. 
           EE-36] 
          Length = 161 
 
 Score = 53.9 bits (128), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 49/157 (31%), Positives = 74/157 (47%), Gaps = 3/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPAT +D  AV  + N  I  +   F ++P+T  E ++ L   +    W VA+ EGV A 
Sbjct: 3   IRPATGSDAGAVTALWNVMITQTLFTFTSQPKTGAE-VEALIAGRAGQFW-VADAEGV-A 59 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G    G +++   Y   VE ++ +    Q  G G  L      +  AQG + +VA I    
Sbjct: 60  GFMTYGAFRSGVGYRDAVEHSIVLDAAAQGAGAGRALMQTACDAAVAQGRRVMVAAISGA 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  +V  H ALG+   G +   G K+G   D+   Q+ 
Sbjct: 120 NPGAVGFHAALGFDHVGRMPRIGQKNGQQLDLILMQK 156 
 
 
>ref|ZP_01049506.2| acetyltransferase (GNAT) family protein [Dokdonia donghaensis 
           MED134] 
 gb|EAQ39478.2| acetyltransferase (GNAT) family protein [Dokdonia donghaensis 
           MED134] 
          Length = 160 
 
 Score = 53.9 bits (128), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 46/163 (28%), Positives = 67/163 (41%), Gaps = 8/163 (4%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERL-QDRYPWLVAEVEGV 67 
           IRP    D      I    ++T    F T      +WI  D + L Q R+   VA  E V 
Sbjct: 3   IRPLLKQDYTHCAQIYQDGLDTGMATFET---IVPDWISWDAKFLEQCRF---VAIKEEV 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G     P+  R  Y    E T+Y+S   +  G+G  L    +K  E  GF ++ A I  
Sbjct: 57  ILGWVALTPFSTREVYKGVAEVTLYISKIARGKGIGRALLMTAIKESERAGFWTLQAKIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
             N+ S+ L +  G+   G       + G WHD    ++  EL 
Sbjct: 117 AQNEASMDLFQKCGFRIVGVREKLAMRDGIWHDNVLLEKRSEL 159 
 
 
>ref|ZP_03973496.1| acetyltransferase [Lactobacillus reuteri CF48-3A] 
 ref|ZP_07127575.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri 
SD2112] 
 gb|EEI66647.1| acetyltransferase [Lactobacillus reuteri CF48-3A] 
 gb|EFK86123.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri SD2112] 
          Length = 164 
 
 Score = 53.9 bits (128), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 39/162 (24%), Positives = 69/162 (42%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++ R AT  D+  + +I N  I +        P T     +  E   + +P  V E +   
Sbjct: 3   LQYRKATLEDLPKIVEIYNQIIPSRLATADLTPITVDARKEWFEAFDENHPIWVIEHQNE 62 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G      +  R AY+ T E  +Y+  R ++ G+G+     ++  +      ++VA I  
Sbjct: 63  VLGWVALEHFYGRPAYNHTSEIAIYLDQRLRKQGVGTKTMEFIIGQLPNLAVDTIVAYIF 122 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N PS++L ++ G+T  G L       G   D+    R F+ 
Sbjct: 123 GHNIPSLKLFKSFGFTQWGLLPQVAELDGIKRDLVILGRHFK 164 
 
 
>ref|ZP_01629051.1| GCN5-related N-acetyltransferase [Nodularia spumigena CCY9414] 
 gb|EAW46270.1| GCN5-related N-acetyltransferase [Nodularia spumigena CCY9414] 
          Length = 162 
 
 Score = 53.9 bits (128), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 43/143 (30%), Positives = 64/143 (44%), Gaps = 3/143 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           + IR A   D+ A+  I N  I +       +P + Q  +   + R   + P  V E+EG 
Sbjct: 1   MTIRHANETDLPAIVAIYNAAIPSRKATADLKPVSVQSRLGWFQGRSPSQRPIWVIEIEG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVS-HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           +V G      +  R AYD T E ++Y+S   HQR GLGS      +K     G K+++   
Sbjct: 61  IVVGWLSFKSFYGRPAYDSTAEISIYLSPSVHQR-GLGSQFLALAIKESPNLGIKTLLGF 119 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N  S+ L    G+   G L 
Sbjct: 120 IFAHNQASLNLFTRFGFEQWGYL 142 
 
 
>ref|ZP_03211253.1| Sortase related acyltransferase [Lactobacillus rhamnosus HN001] 
 gb|EDY99343.1| Sortase related acyltransferase [Lactobacillus rhamnosus HN001] 
          Length = 164 
 
 Score = 53.9 bits (128), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 42/162 (25%), Positives = 69/162 (42%) 
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Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E  PAT AD+  +  I N  I T       +PQT  +  D      D +P  + +V+   
Sbjct: 2   IEFVPATTADLPKIVAIYNETIPTHQATADLQPQTVDQKADWFAAHNDHFPAWMIQVDHH 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G      +  R AYD T E ++Y+    +   +GS+    + +   A+G  +++A I  
Sbjct: 62  NVGWLTLSAYSDRAAYDQTAEISLYLDITARGQHIGSSALAFVDQEAPARGLTTIIARIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  S RL +   Y   G L A      G  D+  + + F+ 
Sbjct: 122 GHNSASRRLFKKFNYDHWGHLPAIADLPEGKADLEIYGKHFK 163 
 
 
>ref|YP_001107169.1| hypothetical protein SACE_4980 [Saccharopolyspora erythraea NRRL 
           2338] 
 emb|CAM04244.1| hypothetical protein SACE_4980 [Saccharopolyspora erythraea NRRL 
           2338] 
          Length = 272 
 
 Score = 53.9 bits (128), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 50/160 (31%), Positives = 68/160 (42%), Gaps = 6/160 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAEVEG 66 
           V IRP    D +AV  I    I T    F TE   P    + LE R    + W VAEV+G 
Sbjct: 111 VTIRPLETRDWSAVRRIYAEGIATGNATFDTE--VPAR--NTLEARWLPEHRW-VAEVDG 165 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            VAG A   P   R+ Y    +++VYV    +  G+G TL    +   +  G  ++   I 
Sbjct: 166 EVAGWAAITPVSNRDCYAGVGDTSVYVGDGFRGRGVGKTLLHKQVTEADTHGLWTLQTSI 225 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH + G+   G        HG W D    +R 
Sbjct: 226 FPENRASLALHYSAGFRTVGLRERIAAHHGTWRDTVLLER 265 
 
 
>ref|YP_001166607.1| GCN5-related N-acetyltransferase [Rhodobacter sphaeroides ATCC 
           17025] 
 gb|ABP69302.1| GCN5-related N-acetyltransferase [Rhodobacter sphaeroides ATCC 
           17025] 
          Length = 183 
 
 Score = 53.9 bits (128), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 45/166 (27%), Positives = 67/166 (40%), Gaps = 5/166 (3%) 
 
Query: 3   PERRP--VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           P  RP  + IR A   D  A+  I N  I  + V F  + ++P+E    +E    R  +L 
Sbjct: 18  PSGRPPSLTIRQARPEDGPALLAIWNPIIRDTLVTFNADEKSPEELRAMIE---TRPAFL 74 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VA+      G A    ++    Y  T+E T+ +    +  G+G  L   +       G   
Sbjct: 75  VADEGAGPMGFATYSQFRGGVGYRHTMEHTIILGPAARGRGIGRALMAAIEDHARQAGAH 134 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           S+ A +   N      H ALGY     L   G K G W D+   Q+ 
Sbjct: 135 SIFAGVSAGNPEGRAFHAALGYAETAVLPQVGCKFGRWLDLVLMQK 180 
 
 
>ref|ZP_02962821.1| possible N-acetyl transferase [Bifidobacterium animalis subsp. 
           lactis HN019] 
 ref|YP_002968443.1| N-acetyl transferase [Bifidobacterium animalis subsp. lactis Bl-
04] 
 ref|YP_002970010.1| N-acetyl transferase [Bifidobacterium animalis subsp. lactis DSM 
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           10140] 
 gb|EDT89698.1| possible N-acetyl transferase [Bifidobacterium animalis subsp. 
           lactis HN019] 
 gb|ACS46381.1| N-acetyl transferase [Bifidobacterium animalis subsp. lactis Bl-04] 
 gb|ACS47948.1| N-acetyl transferase [Bifidobacterium animalis subsp. lactis DSM 
           10140] 
 gb|ADG33573.1| N-acetyl transferase [Bifidobacterium animalis subsp. lactis V9] 
          Length = 215 
 
 Score = 53.9 bits (128), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 46/164 (28%), Positives = 63/164 (38%), Gaps = 6/164 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-----E 65 
           R AT  D+A + DI N  +        T P T +     +E   D Y   V E      E 
Sbjct: 37  RLATVDDVAVITDIYNEAVMAGGSTADTVPVTYEARRRWIESHVDPYAVFVFETIAGDGE 96 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
               G      +  R  YD   +   YV+ R QR G+G      LL    A+  +   A+ 
Sbjct: 97  AEEVGFGAISVFYDRPGYDGVCDLAYYVTARWQRRGVGRFALRTLLNECRARAMRKACAI 156 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGY-KHGGWHDVGFWQRDF 168 
           I   N  S  L E+ G+   G +  A Y   G  HD+ +W  D  
Sbjct: 157 IFSDNTASNALVESFGFEPFGEMPEAAYDSRGVLHDMSYWCLDL 200 
 
 
>ref|YP_001353673.1| acetyltransferase [Janthinobacterium sp. Marseille] 
 gb|ABR88349.1| acetyltransferase [Janthinobacterium sp. Marseille] 
          Length = 165 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 43/135 (31%), Positives = 61/135 (45%), Gaps = 5/135 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT  D+ A+  I N  I +  V    EP T    Q W   LE    + P  V E +G  
Sbjct: 6   RLATLDDLPAIVAIYNSTIASRQVTADIEPVTVASRQAWF--LEHTAGQRPIWVLEEQGR 63 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G      + AR AY  TVE ++Y+    +  GLG+ L    +      G  ++V +I  
Sbjct: 64  VLGWLSYSNFHARAAYAATVELSIYLHEDARGKGLGAYLLQEAIAYAPKLGIHTLVGLIF 123 
 
Query: 128 LPNDPSVRLHEALGY 142 
             N PS++L E  G+ 
Sbjct: 124 GHNTPSLKLFERFGF 138 
 
 
>ref|ZP_05744891.1| phosphinothricin N-acetyltransferase [Lactobacillus antri DSM 
           16041] 
 gb|EEW54543.1| phosphinothricin N-acetyltransferase [Lactobacillus antri DSM 
           16041] 
          Length = 172 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 42/166 (25%), Positives = 75/166 (45%), Gaps = 1/166 (0%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           E+  + IR A A+D   + +I N  +        + P T  +  +   +  D +P  V   
Sbjct: 2   EKAIMSIRRAHASDWETIINIFNEAVAAGIATDESSPITVADRAEWFAQFDDWHPLWVIT 61 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSV 122 
           V+GVV G      +    AY  T E  +Y+  +  R GLG  L   + + ++ +  F++V 
Sbjct: 62  VDGVVRGWCALEYFYPNPAYADTAEIAIYIQQQAHRQGLGRRLLAFVDQQIKDRLHFRTV 121 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
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           VA I   N PS  L +  G++  G L A     G + ++  + +++ 
Sbjct: 122 VAYIYERNRPSQALFKQNGFSYWGRLPAIAKVAGEYRELKIYGKNY 167 
 
 
>ref|YP_949323.1| putative phosphinothricin N-acetyltransferase [Arthrobacter 
           aurescens TC1] 
 gb|ABM06417.1| putative phosphinothricin N-acetyltransferase [Arthrobacter 
           aurescens TC1] 
          Length = 169 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 46/164 (28%), Positives = 72/164 (43%), Gaps = 8/164 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R     D  AV  I    I+T    F  E + P+    +  RL+D +  +    E   
Sbjct: 3   VALRAMEPEDWPAVRGIFQEGIDTGYATF--ETKAPEWAAFNNSRLKD-HRLVAVNSERE 59 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G     P  +R AY   VE ++YV+   +  G+G+ L   L  S EA+G  ++ + I  
Sbjct: 60  ILGWTAVSPVSSRPAYAGVVEHSIYVARAARGQGIGARLLKALAASTEAKGIWTIQSSIF 119 
 
Query: 128 LPNDPSVRLHEALGYTARG-----TLRAAGYKHGGWHDVGFWQR 166 
             N+ S+RLH+A G+   G        + G   G W D    +R 
Sbjct: 120 PENEASIRLHQAHGFAIVGRRDRIARLSTGPAAGQWQDTLLLER 163 
 
 
>ref|ZP_05025230.1| acetyltransferase, GNAT family [Microcoleus chthonoplastes PCC 
           7420] 
 gb|EDX76941.1| acetyltransferase, GNAT family [Microcoleus chthonoplastes PCC 
           7420] 
          Length = 178 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 46/166 (27%), Positives = 70/166 (42%), Gaps = 14/166 (8%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE--- 65 
           IR AT  D+ A+ +I N  + +       EP + +  I    E   + +P  V +      
Sbjct: 12  IRDATEVDLPAIVEIYNSAVPSRIATADLEPISVESRISWYQEHKPNSHPLWVMDCHERS 71 
 
Query: 66  ---GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
              G +AG      +  R AY  T E +VYVS   +R G+G  L    +K     G  ++ 
Sbjct: 72  NSTGQIAGWLSFQAFLVRPAYHATAELSVYVSPDFRRQGIGQQLLQRAIKQTPKLGLNTL 131 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           VA+I   N PS+ L +  G+   G L           D+G  +RD  
Sbjct: 132 VALIFAHNQPSLHLFQKYGFQRWGYLPQIA-------DMGHIERDL 170 
 
 
>ref|YP_003838423.1| GCN5-related N-acetyltransferase [Micromonospora aurantiaca ATCC 
           27029] 
 gb|ADL48847.1| GCN5-related N-acetyltransferase [Micromonospora aurantiaca ATCC 
           27029] 
          Length = 163 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 41/147 (27%), Positives = 59/147 (40%), Gaps = 3/147 (2%) 
 
Query: 20  AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 79 
           +V +I    I      F TEP    +W          + W+  +  G V G          
Sbjct: 15  SVLEIYRLGIAEGNATFETEPP---DWTRFTATRLPGHRWVALDEAGDVLGWVACSAVSD 71 
 
Query: 80  RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 139 
           R  Y   VE +VYV  + +  G+G  L   L+ S EA G  ++ + +   N  S+ LH   
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Sbjct: 72  RCVYAGVVEHSVYVHPKGRGRGVGRALLEALIASTEAAGIWTIQSGVFPENTASLALHAT 131 
 
Query: 140 LGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            G+   GT    G  HG W DV   +R 
Sbjct: 132 CGFRVVGTRERVGRHHGTWRDVTLIER 158 
 
 
>ref|YP_003961511.1| GCN5-related N-acetyltransferase [Eubacterium limosum KIST612] 
 gb|ADO38548.1| GCN5-related N-acetyltransferase [Eubacterium limosum KIST612] 
          Length = 174 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 41/147 (27%), Positives = 66/147 (44%), Gaps = 6/147 (4%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVA 62 
           + + +R A   D   + DI+N  I    V     P T +    W    E     +P  VA 
Sbjct: 10  KRIAVRLAKEKDYQRILDILNAAILERRVTALLTPVTMESRRGWFK--EHSDGVHPIYVA 67 
 
Query: 63  EVEGVVAG-IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           E +G+VAG +A       R  +    E + Y++   +  G+GS+L  H+++    +G K+ 
Sbjct: 68  EKDGIVAGWMAVTAYRCGREGFKHACEISYYIAPEFRGSGIGSSLMEHVIRESRKRGLKN 127 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTL 148 
           ++AVI   N  S RL    G+   GT  
Sbjct: 128 LMAVIFADNLGSQRLAYKYGFKIWGTF 154 
 
 
>ref|ZP_06500009.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. 
syringae 
           FF5] 
          Length = 85 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 28/67 (41%), Positives = 40/67 (59%), Gaps = 1/67 (1%) 
 
Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 159 
           G+G  L + L++  EA G++ ++AVIG   N  S+RLHE LG+   G   + G+KHG W  
Sbjct: 5   GIGQALLSALVQHCEAGGWRQMIAVIGNSQNIASLRLHERLGFRRVGVFESVGFKHGRWV 64 
 
Query: 160 DVGFWQR 166 
           D    QR 
Sbjct: 65  DTVLMQR 71 
 
 
>ref|ZP_05915841.1| putative phosphinothricin N-acetyltransferase [Brevibacterium 
           linens BL2] 
          Length = 168 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 36/139 (25%), Positives = 61/139 (43%), Gaps = 2/139 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R   ++D + V D+    IET    F   P  P  W D     +     +  + +G  
Sbjct: 4   LHVREMVSSDWSEVKDLYRTGIETGHATFEAAP--PAAWEDFCATRRLDLCRVAVDADGR 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G   AGP  +R  Y   VE ++YV       G+G+ L +  +   + +G  ++ + I  
Sbjct: 62  ILGWVGAGPVSSREVYRGVVEHSIYVHPDASGKGVGTQLLSEFISLTDQRGIWTIQSSIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARG 146 
             N  S+RLHE  G+   G 
Sbjct: 122 PENTASLRLHEHAGFRTVG 140 
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>ref|YP_002469889.1| N-acetyl transferase [Bifidobacterium animalis subsp. lactis 
AD011] 
 gb|ACL29313.1| possible N-acetyl transferase [Bifidobacterium animalis subsp. 
           lactis AD011] 
          Length = 185 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 46/164 (28%), Positives = 63/164 (38%), Gaps = 6/164 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-----E 65 
           R AT  D+A + DI N  +        T P T +     +E   D Y   V E      E 
Sbjct: 7   RLATVDDVAVITDIYNEAVMAGGSTADTVPVTYEARRRWIESHVDPYAVFVFETIAGDGE 66 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
               G      +  R  YD   +   YV+ R QR G+G      LL    A+  +   A+ 
Sbjct: 67  AEEVGFGAISVFYDRPGYDGVCDLAYYVTARWQRRGVGRFALRTLLNECRARAMRKACAI 126 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGY-KHGGWHDVGFWQRDF 168 
           I   N  S  L E+ G+   G +  A Y   G  HD+ +W  D  
Sbjct: 127 IFSDNTASNALVESFGFEPFGEMPEAAYDSRGVLHDMSYWCLDL 170 
 
 
>ref|YP_340976.1| acetyltransferase [Pseudoalteromonas haloplanktis TAC125] 
 emb|CAI87534.1| putative acetyltransferase [Pseudoalteromonas haloplanktis TAC125] 
          Length = 161 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 40/142 (28%), Positives = 66/142 (46%), Gaps = 6/142 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  +  I N  I +  V   TE  +    Q W D       R  ++ +E +  
Sbjct: 3   IRLARPEDLKTIVAIYNETIASRMVTADTEEVSVTDKQAWFDS--HTSQRPIYVYSENDQ 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+A ++Y  P+  R AY+ TVE ++Y++ + Q  GLG TL        +    K ++  I 
Sbjct: 61  VLAWLSYK-PFYGRVAYEGTVEISIYITAKAQGKGLGKTLMEFAQTQAKQLNIKVLLGFI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N PS++L +   ++  G L 
Sbjct: 120 FSHNLPSIKLFKHFNFSVWGEL 141 
 
 
>ref|ZP_04758433.1| acetyltransferase [Neisseria flavescens SK114] 
 gb|EER55694.1| acetyltransferase [Neisseria flavescens SK114] 
          Length = 166 
 
 Score = 53.5 bits (127), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 38/140 (27%), Positives = 61/140 (43%), Gaps = 1/140 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           IRPA   D+ A+ DI N  + T        P T  E         D+ P + + + +G V 
Sbjct: 5   IRPALRQDLPAIVDIYNSTVATRQSTADLSPTTVAEREIWFAAHTDKRPIYALYDTDGTV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
                   +  R AY  + E ++YV H  +  G+G  L  H+L+   +    +V+A++   
Sbjct: 65  LAWGSFSDYHPRYAYHISAEVSIYVRHDMRGAGVGKILLRHMLEHAPSLDIHNVIALVFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTL 148 
            N PS+ L    G+   G L 
Sbjct: 125 HNYPSLNLFHRFGFKEWGRL 144 
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>ref|ZP_04440177.1| acetyltransferase [Lactobacillus rhamnosus LMS2-1] 
 ref|YP_003175303.1| phosphinothricin N-acetyltransferase [Lactobacillus rhamnosus Lc 
           705] 
 gb|EEN81150.1| acetyltransferase [Lactobacillus rhamnosus LMS2-1] 
 emb|CAR91452.1| Phosphinothricin N-acetyltransferase [Lactobacillus rhamnosus Lc 
           705] 
          Length = 164 
 
 Score = 53.1 bits (126), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 42/162 (25%), Positives = 68/162 (41%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E  PAT AD+  +  I N  I T       +PQT  +  D      D +P  + +V+   
Sbjct: 2   IEFVPATTADLPKIVAIYNETIPTHQATADLQPQTVDQKADWFAAHNDHFPAWMIQVDHH 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G      +  R AYD T E ++Y+    +   +GS+    + +   A+G  +++A I  
Sbjct: 62  NVGWLTLSAYSDRAAYDQTAEISLYLDITARGHHIGSSALAFVDQEAPARGLTTIIARIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  S RL +   Y   G L A      G  D+  + + F  
Sbjct: 122 GHNSASRRLFKKFNYDHWGHLPAIADLPEGKADLEIYGKHFN 163 
 
 
>ref|YP_003123028.1| GCN5-related N-acetyltransferase [Chitinophaga pinensis DSM 2588] 
 gb|ACU60827.1| GCN5-related N-acetyltransferase [Chitinophaga pinensis DSM 2588] 
          Length = 163 
 
 Score = 53.1 bits (126), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 40/135 (29%), Positives = 62/135 (45%), Gaps = 5/135 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           R AT  D+  +  I N  I    V   TEP   ++ Q W D +   + R  W+V E EGV 
Sbjct: 4   RNATQEDLPEIVAIYNTTIAGRMVTADTEPVTVESRQHWFD-IHSPEKRPLWMV-EDEGV 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G      +  R AYD T E ++Y+    +  G G  +  + ++   A    +++  I  
Sbjct: 62  SVGWVSFQSFYGRPAYDGTAEISIYLHENTRGKGYGKKILEYAMEQCPAIKVHTLLGFIF 121 
 
Query: 128 LPNDPSVRLHEALGY 142 
             N PS++L E LG+ 
Sbjct: 122 AHNIPSLKLFEQLGF 136 
 
 
>ref|ZP_01614149.1| putative acetyltransferase [Alteromonadales bacterium TW-7] 
 gb|EAW26595.1| putative acetyltransferase [Alteromonadales bacterium TW-7] 
          Length = 173 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 42/149 (28%), Positives = 66/149 (44%), Gaps = 6/149 (4%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPW 59 
           P +  +  R AT  D+  +  I N  I+   V   TE  T +E   W +     Q R  + 
Sbjct: 7   PLKFTMTTRLATIDDLNDIVAIYNETIKGRMVTADTEEVTVEEKKDWFN--SHTQKRPIY 64 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           +  E + V+A ++Y   +  R AYD TVE ++Y++   Q  GLG  L        +     
Sbjct: 65  VYCENDTVLAWVSYKSFY-GRPAYDGTVEMSIYITKNAQGKGLGKKLMQFAQSEAKKLDI 123 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
             ++  I   N PSV+L +  G+   G L 
Sbjct: 124 SVLLGFIFSHNLPSVKLFKHFGFDVWGEL 152 
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>ref|ZP_07717069.1| GNAT family acetyltransferase [Aeromicrobium marinum DSM 15272] 
 gb|EFQ83240.1| GNAT family acetyltransferase [Aeromicrobium marinum DSM 15272] 
          Length = 289 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 45/162 (27%), Positives = 67/162 (41%), Gaps = 10/162 (6%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWL--VAEV 64 
           V +RP   ADM  V  I +  + T    F T        +   ++L+ R+ P L  VAE+ 
Sbjct: 130 VAVRPVADADMPRVLAIYDQGLATRNATFETT-------VPSADQLRSRWRPGLAWVAEL 182 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G V G     P   R  Y    E++VYV+   +  G+G  L    +   +A G  ++   
Sbjct: 183 DGEVVGWTAVTPTSDRECYAGVGETSVYVAESARGRGVGKALLFAQVTEADAAGLWTLQT 242 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            I   N  S+ LH + GY         G   G W D    +R 
Sbjct: 243 SIFPENRASLALHHSAGYRTLAVRTRIGQLDGVWRDTVLLER 284 
 
 
>ref|ZP_05984327.1| phosphinothricin N-acetyltransferase [Neisseria subflava NJ9703] 
 gb|EFC52779.1| phosphinothricin N-acetyltransferase [Neisseria subflava NJ9703] 
          Length = 166 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 38/140 (27%), Positives = 61/140 (43%), Gaps = 1/140 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           IRPA   D+ A+ DI N  + T        P T  E         D+ P + + + +G V 
Sbjct: 5   IRPALRQDLPAIVDIYNSTVATRQSTADLSPTTVAEREMWFAAHTDKRPIYALYDADGTV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
                   +  R AY  + E ++YV H  +  G+G  L  H+L+   +    +V+A++   
Sbjct: 65  LAWGSFSDYHPRYAYHISAEVSIYVRHDMRGAGVGKILLRHMLERAPSLDIHNVIALVFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTL 148 
            N PS+ L    G+   G L 
Sbjct: 125 HNYPSLNLFHRFGFEEWGRL 144 
 
 
>ref|ZP_07082756.1| phosphinothricin N-acetyltransferase [Sphingobacterium 
spiritivorum 
           ATCC 33861] 
 gb|EFK55885.1| phosphinothricin N-acetyltransferase [Sphingobacterium spiritivorum 
           ATCC 33861] 
          Length = 163 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 35/137 (25%), Positives = 63/137 (45%), Gaps = 2/137 (1%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER--LQDRYPWLVAEVE 65 
           ++ R A  +D+  + +I N  + +  V   TEP +    I   E+   + R  W++   E 
Sbjct: 1   MQFRHAILSDLIRIVEIYNSTVASRVVTADTEPVSTNSRIPWFEKHDTEKRPLWVLENEE 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G      +  R AY  TVE ++Y+   ++  GLG     + ++   A G K+++   
Sbjct: 61  GQIIGWISFQSFYGRPAYQATVEISIYLDEAYRGQGLGKLAIDYAIQQAPAYGIKTLLGF 120 
 
Query: 126 IGLPNDPSVRLHEALGY 142 
           I   N  S+ L E  G+ 
Sbjct: 121 IFAHNTASLHLFEHFGF 137 
 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 471



 
>gb|ADC86037.1| Phosphinothricin N-acetyltransferase [Bifidobacterium animalis 
           subsp. lactis BB-12] 
          Length = 196 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 46/164 (28%), Positives = 63/164 (38%), Gaps = 6/164 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-----E 65 
           R AT  D+A + DI N  +        T P T +     +E   D Y   V E      E 
Sbjct: 18  RLATVDDVAVITDIYNEAVMAGGSTADTVPVTYEARRRWIESHVDPYAVFVFETIAGDGE 77 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
               G      +  R  YD   +   YV+ R QR G+G      LL    A+  +   A+ 
Sbjct: 78  AEEVGFGAISVFYDRPGYDGVCDLAYYVTARWQRRGVGRFALRTLLNECRARAMRKACAI 137 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGY-KHGGWHDVGFWQRDF 168 
           I   N  S  L E+ G+   G +  A Y   G  HD+ +W  D  
Sbjct: 138 IFSDNTASNALVESFGFEPFGEMPEAAYDSRGVLHDMSYWCLDL 181 
 
 
>ref|ZP_03945194.1| phosphinothricin N-acetyltransferase [Lactobacillus fermentum 
ATCC 
           14931] 
 gb|EEI21789.1| phosphinothricin N-acetyltransferase [Lactobacillus fermentum ATCC 
           14931] 
          Length = 176 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 40/141 (28%), Positives = 54/141 (38%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +  R AT AD+  +  I N  I    V    EP T ++         D +P  V E  G  
Sbjct: 9   INFRQATLADLPTIVAIYNQTIAPHAVTADMEPVTVEQRRGWFNSFSDDHPLWVVEDGGQ 68 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G     P+  R AY  T E  +Y     +  GLG+     +   + A    +VVA I  
Sbjct: 69  VIGWVGLEPFYGRAAYRHTAEVAIYFDQAVRHQGLGTKALAFMESQLAACEITAVVAYIF 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N  S  L +  GY   G   
Sbjct: 129 GTNQASQALFKKFGYQKWGAF 149 
 
 
>ref|YP_001843725.1| phosphinothricin N-acetyltransferase [Lactobacillus fermentum 
IFO 
           3956] 
 ref|ZP_05862998.1| phosphinothricin N-acetyltransferase [Lactobacillus fermentum 
           28-3-CHN] 
 dbj|BAG27245.1| phosphinothricin N-acetyltransferase [Lactobacillus fermentum IFO 
           3956] 
 gb|EEX26377.1| phosphinothricin N-acetyltransferase [Lactobacillus fermentum 
           28-3-CHN] 
          Length = 169 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 40/141 (28%), Positives = 54/141 (38%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +  R AT AD+  +  I N  I    V    EP T ++         D +P  V E  G  
Sbjct: 2   INFRQATLADLPTIVAIYNQTIAPHAVTADMEPVTVEQRRGWFNSFSDDHPLWVVEDGGQ 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
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           V G     P+  R AY  T E  +Y     +  GLG+     +   + A    +VVA I  
Sbjct: 62  VIGWVGLEPFYGRAAYRHTAEVAIYFDQAVRHQGLGTKALAFMESQLAACEITAVVAYIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N  S  L +  GY   G   
Sbjct: 122 GTNQASQALFKKFGYQKWGAF 142 
 
 
>ref|YP_004096812.1| GCN5-related N-acetyltransferase [Bacillus cellulosilyticus DSM 
           2522] 
 gb|ADU32081.1| GCN5-related N-acetyltransferase [Bacillus cellulosilyticus DSM 
           2522] 
          Length = 189 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 44/177 (24%), Positives = 79/177 (44%), Gaps = 17/177 (9%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 70 
           RP    D+A++ +I + Y++ S+ +F  +  T ++ +  ++   + Y  +  E +G V G 
Sbjct: 10  RPMQKKDIASIVEINHMYLDYSSNSFLLKKLTKEQVLATMKNGVNEYYVVEFEDKGTVVG 69 
 
Query: 71  IAYAGPWKARNAYD---WTVESTV--YVSHRHQ--------RLGLGSTLYTHLLKSMEAQ 117 
                P   RN  D   W  +  V    + R+Q        R  LGS + T L +S+ +  
Sbjct: 70  YIEIAPQIERNILDEVSWKKDVQVNPLKTKRYQYIEQVATHRDYLGSGVGTFLYRSLLSS 129 
 
Query: 118 GFKSVVAVIG---LPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDFEL 170 
             K   A +    + N+ S+  HE LG+   GT  A  + H   +  + +WQ   +L 
Sbjct: 130 ATKPTAAFVATKPIKNEASIHFHEKLGFKRIGTYTADTFLHFKNYESILYWQTGTDL 186 
 
 
>ref|YP_001104201.1| hypothetical protein SACE_1966 [Saccharopolyspora erythraea NRRL 
           2338] 
 ref|ZP_06561217.1| hypothetical protein SeryN2_01814 [Saccharopolyspora erythraea 
NRRL 
           2338] 
 emb|CAM01276.1| hypothetical protein SACE_1966 [Saccharopolyspora erythraea NRRL 
           2338] 
          Length = 270 
 
 Score = 53.1 bits (126), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 47/164 (28%), Positives = 68/164 (41%), Gaps = 14/164 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-----VA 62 
           V +R    +D   V  I    IET    F TE       + D   L+ +  WL     VA 
Sbjct: 108 VVVRALRPSDWPGVRRIYAEGIETGNATFETE-------VPDHGTLEAK--WLPGHRWVA 158 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E  G +AG   A    +R  Y   VE++VYV    +  G+G+ L    +++ +A G  ++ 
Sbjct: 159 EAGGRIAGWGAATAVSSRPCYSGVVETSVYVGADARGRGVGNALLRKQIEAADADGLWTL 218 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              I   N  S+ LH A G+   G        HG W D    +R 
Sbjct: 219 QTAIFPENVASLALHRAAGFRTVGVRERIARHHGVWRDTVILER 262 
 
 
>ref|YP_004082619.1| gcn5-related n-acetyltransferase [Micromonospora sp. L5] 
 gb|ADU08468.1| GCN5-related N-acetyltransferase [Micromonospora sp. L5] 
          Length = 163 
 
 Score = 52.8 bits (125), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 42/148 (28%), Positives = 58/148 (39%), Gaps = 3/148 (2%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 78 
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            AV +I    I      F TEP    +W          + W+  +  G V G         
Sbjct: 14  GAVLEIYRLGIAEGNATFETEPP---DWTRFTAARLPGHRWVALDENGDVLGWVACSAVS 70 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
            R  Y   VE +VYV    +  G+G  L   L+ S EA G  ++ + +   N  S+ LH  
Sbjct: 71  DRCVYAGVVEHSVYVHPGTRGRGVGRALLEALIASTEAAGIWTIQSGVFPENTASLALHA 130 
 
Query: 139 ALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             G+   GT    G  HG W DV   +R 
Sbjct: 131 TCGFRVVGTRERVGRHHGTWRDVTLIER 158 
 
 
>ref|ZP_05868293.1| LOW QUALITY PROTEIN: conserved hypothetical protein [Brucella 
           abortus bv. 6 str. 870] 
 ref|ZP_05873237.1| LOW QUALITY PROTEIN: conserved hypothetical protein [Brucella 
           abortus bv. 2 str. 86/8/59] 
 ref|ZP_05929502.1| LOW QUALITY PROTEIN: conserved hypothetical protein [Brucella 
           abortus bv. 3 str. Tulya] 
 gb|EEX58147.1| LOW QUALITY PROTEIN: conserved hypothetical protein [Brucella 
           abortus bv. 2 str. 86/8/59] 
 gb|EEX62874.1| LOW QUALITY PROTEIN: conserved hypothetical protein [Brucella 
           abortus bv. 6 str. 870] 
 gb|EEX83689.1| LOW QUALITY PROTEIN: conserved hypothetical protein [Brucella 
           abortus bv. 3 str. Tulya] 
          Length = 148 
 
 Score = 52.8 bits (125), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 28/67 (41%), Positives = 40/67 (59%), Gaps = 2/67 (2%) 
 
Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIGLP--NDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           G+G  L   L+  + A GF+ ++AVIG    N  SV+LHE+LG+T  G +  +G+KHG W 
Sbjct: 65  GIGKLLLRELIARISALGFRQLLAVIGDGEHNIGSVKLHESLGFTHCGRIEGSGFKHGRW 124 
 
Query: 159 HDVGFWQ 165 
            D    Q 
Sbjct: 125 LDTVLMQ 131 
 
 
>ref|XP_002486528.1| GNAT family N-acetyltransferase, putative [Talaromyces 
stipitatus 
           ATCC 10500] 
 gb|EED14290.1| GNAT family N-acetyltransferase, putative [Talaromyces stipitatus 
           ATCC 10500] 
          Length = 250 
 
 Score = 52.8 bits (125), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 50/193 (25%), Positives = 80/193 (41%), Gaps = 47/193 (24%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA------ 62 
           IR AT AD+  +  I  HYI  + + F   P  P   +     ++    P+ VA       
Sbjct: 2   IRNATPADLPQIRAINTHYILNTVLTFMQTPPPPGAILTKYNEIKTHGLPYFVAVDDELK 61 
 
Query: 63  --EVEGVVAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
             +  G++ G AY  P++    +Y  TVE T++V   HQ   +GS L   +LK+ E+ GF 
Sbjct: 62  YEDSSGLILGYAYLSPYRGHMLSYASTVELTLFVHPEHQSKAVGSKLLAAILKAAES-GF 120 
 
Query: 120 ------------------------------KSVVAVIGL-PNDPS-----VRLHEALGYT 143 
                                         ++++AV+ + PN P       R +   G+  
Sbjct: 121 LYHCHVYESTGSDEDQRTVFAGDNEMGVPVRNILAVMAVDPNGPDGGDALRRWYITRGFV 180 
 
Query: 144 ARGTLRAAGYKHG 156 
            RG L   G+K+G 
Sbjct: 181 ERGRLEKIGFKNG 193 
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>ref|ZP_02148288.1| phosphinothricin N-acetyltransferase, putative [Phaeobacter 
           gallaeciensis 2.10] 
 gb|EDQ10262.1| phosphinothricin N-acetyltransferase, putative [Phaeobacter 
           gallaeciensis 2.10] 
          Length = 174 
 
 Score = 52.8 bits (125), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 38/155 (24%), Positives = 66/155 (42%), Gaps = 8/155 (5%) 
 
Query: 26  NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-VAEVEGVVAGIAYAGPWKARNAYD 84 
           N  I  + + F T  +T  +  D++    ++ P++ VAE  G + G    G ++    Y  
Sbjct: 19  NQIIRDTLITFTTAEKTSAQVRDEI---AEKGPYVQVAEEAGQILGYISLGGFRTGPGYA 75 
 
Query: 85  WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 144 
            + E  +Y++   +  G G  L   +     A G   +VA I   N   +  H A+G+   
Sbjct: 76  RSCEHAIYLAETARGRGAGRALIAAIEAVARADGIHVLVAGISAVNAGGLAFHAAMGFVE 135 
 
Query: 145 RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
            G +   G+K G W D+   Q+       P+ V P 
Sbjct: 136 VGRMPEVGHKAGQWLDLVLMQKILS----PKGVGP 166 
 
 
>ref|YP_003489765.1| N-acetyltransferase [Streptomyces scabiei 87.22] 
 emb|CBG71217.1| Putative N-acetyltransferase [Streptomyces scabiei 87.22] 
          Length = 167 
 
 Score = 52.4 bits (124), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 45/146 (30%), Positives = 66/146 (45%), Gaps = 3/146 (2%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 80 
           V  I    I+     F T   T +E+ D+ +    RY  L  +  G+V G   A P   R 
Sbjct: 20  VLTIYQLGIDEGRATFETTAPTWEEF-DETKLPHHRYVAL--DGAGMVLGWVAAVPVSDR 76 
 
Query: 81  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 140 
            AY   VE +VYV    +  G+G+ L   L++S EA G  ++ + I   N  S+ +H+   
Sbjct: 77  CAYAGVVEHSVYVHPDARGHGIGAALLRELIRSTEAAGIWTIQSGIFPDNTASLAVHQKT 136 
 
Query: 141 GYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G+   GT    G   G W DV   +R 
Sbjct: 137 GFRVVGTRERLGRHRGVWRDVVLIER 162 
 
 
>ref|YP_003136446.1| GCN5-related N-acetyltransferase [Cyanothece sp. PCC 8802] 
 gb|ACU99610.1| GCN5-related N-acetyltransferase [Cyanothece sp. PCC 8802] 
          Length = 165 
 
 Score = 52.4 bits (124), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 35/132 (26%), Positives = 61/132 (46%), Gaps = 6/132 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEVE 65 
           +IR AT +D+A + +I N  I +        P T +   +W    E      P  V E++ 
Sbjct: 3   KIRDATESDLATIVNIYNASIPSRIATGDLNPITVESRLKWF--YEHSPHHRPLWVMEID 60 
 
Query: 66  GVVAG-IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             +AG + +   +  R AYD T E ++Y+   +QR G+G  L    ++   +    +++  
Sbjct: 61  DTIAGWLGFQSFYYGRAAYDKTAEISLYICPNYQRQGIGKKLLKQAIEKAPSLDLNTLLG 120 
 
Query: 125 VIGLPNDPSVRL 136 
            I   N PS+ L 
Sbjct: 121 FIFAHNQPSLNL 132 
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>ref|YP_726072.1| sortase or related acyltransferase [Ralstonia eutropha H16] 
 emb|CAJ92704.1| sortase or related acyltransferase [Ralstonia eutropha H16] 
          Length = 166 
 
 Score = 52.4 bits (124), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 39/143 (27%), Positives = 63/143 (44%), Gaps = 4/143 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVE 65 
            +R A   D+  +  I N  + +  V   TEP T    Q W D   + + R  W+  + + 
Sbjct: 4   SLRIAEPRDLPGIVAIYNSTVPSRMVTADTEPVTVASRQAWFDS-HQPERRPLWVCEDAD 62 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G +AG      +  R AY  T E ++Y+  + +  GLG  L    +      G  +++   
Sbjct: 63  GRMAGWMSFSDFYGRPAYGATAEVSIYLDAQRRGQGLGRYLLQQAIDHAPRVGVNTLLGF 122 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N PS+ L  +LG+T  G L 
Sbjct: 123 IFGHNAPSLGLFASLGFTRWGDL 145 
 
 
>ref|ZP_06753129.1| phosphinothricin N-acetyltransferase [Simonsiella muelleri ATCC 
           29453] 
 gb|EFG31861.1| phosphinothricin N-acetyltransferase [Simonsiella muelleri ATCC 
           29453] 
          Length = 168 
 
 Score = 52.4 bits (124), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 39/142 (27%), Positives = 62/142 (43%), Gaps = 3/142 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+A + +I N  + +       EP    + + W    ++       L  +++  
Sbjct: 5   IRLATHEDLAQIVEIYNSTVASRQSTADLEPVSVASREAWFQAHQKPNRPIYVLANQLDN 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V   A    + AR AYD T E ++YV H  + +G G  L  ++L    +   K+VV VI 
Sbjct: 65  SVLAWASFSDYYARMAYDMTAEISLYVRHDSRGVGTGKDLLAYMLMKAPSLHIKNVVGVI 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N  S+ L    G+   G L 
Sbjct: 125 FAHNHASLHLFAKFGFVEWGRL 146 
 
 
>ref|YP_001224775.1| fused glutathione synthetase/acetyltransferase domain-containing 
           protein [Synechococcus sp. WH 7803] 
 emb|CAK23478.1| Putative glutathione synthetase fused with a acetyltransferase 
           domain [Synechococcus sp. WH 7803] 
          Length = 502 
 
 Score = 52.0 bits (123), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 40/156 (25%), Positives = 61/156 (39%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I PA     AA+  I    ++   V       T + +   L    +R  + V  V G V  
Sbjct: 343 IAPAREHHAAAMAAIYQQSVDQGGVTMDAGLMTAECFRQRLSACGERSGFWVLSVAGEVL 402 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G      +  R  Y +T E++ YV    +  G GS L   ++       ++ +VA +    
Sbjct: 403 GWTELRAYSPRWGYRFTAETSTYVHASARGRGFGSKLQRFVIGQAREMRYRHLVAKVVSR 462 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
           ND SV  H   G+   G  +  G+    WHDV   Q 
Sbjct: 463 NDQSVAFHLRHGFERVGIQKEVGFLGNSWHDVVILQ 498 
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>ref|ZP_05054348.1| acetyltransferase, GNAT family [Octadecabacter antarcticus 307] 
 gb|EDY75248.1| acetyltransferase, GNAT family [Octadecabacter antarcticus 307] 
          Length = 158 
 
 Score = 52.0 bits (123), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 39/157 (24%), Positives = 69/157 (43%), Gaps = 3/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R AT+AD A +  I N  I  + V F + P++ +   D    +  R  +L+ E++  VA 
Sbjct: 3   VRTATSADAAKIAAIWNPQILETVVTFNSVPKSVE---DVAVMIAQRPCFLILEIDEKVA 59 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A    ++    Y  T+E T+ ++      G G  L   ++    A    ++ A +    
Sbjct: 60  GFASYDQFRGGIGYANTMEHTIILAPDASGQGAGRALMLAVMDHARAAAVHTLWAGVSAE 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N   V  H+++G+     L   G K   W D+   Q+ 
Sbjct: 120 NLVGVAFHKSMGFKTVAVLPDVGRKFDRWMDLVLMQK 156 
 
 
>ref|ZP_01076405.1| GCN5-related N-acetyltransferase [Marinomonas sp. MED121] 
 gb|EAQ65425.1| GCN5-related N-acetyltransferase [Marinomonas sp. MED121] 
          Length = 169 
 
 Score = 52.0 bits (123), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 44/148 (29%), Positives = 61/148 (41%), Gaps = 1/148 (0%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MSP +    IR A   D  A+  I N  I T        P    + +D LE      P+  
Sbjct: 1   MSPTKSG-RIRLAELEDAPAILSIYNQAIATGLATGHLSPIKLLDVLDWLEEGHLERPFW 59 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           V E +  V   A A  +    A+   VE  VYVS +  R G+G  L   L + M   G   
Sbjct: 60  VFESDSEVIAWANADDFHGLPAFSDCVEVGVYVSPKFHRQGVGKALLNKLEEDMILLGVT 119 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            ++A + L N  S+ L +  G+   G L 
Sbjct: 120 HLMAFVFLQNLSSLGLFQQHGFNEWGLL 147 
 
 
>ref|ZP_06381746.1| GCN5-related N-acetyltransferase [Arthrospira platensis str. 
           Paraca] 
 dbj|BAI91856.1| hypothetical protein [Arthrospira platensis NIES-39] 
          Length = 167 
 
 Score = 51.6 bits (122), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 36/144 (25%), Positives = 66/144 (45%), Gaps = 5/144 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           ++IR A   D+  + +I N  +         EP + +    W  + +  Q   P  V E+ 
Sbjct: 5   LKIRDALENDLPQIIEIYNLAVPQKIATADLEPISVESRLGWYRECQSAQR--PLWVVEI 62 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              + G      +K R AYD T E ++Y+   +Q  G+G  L    ++     G ++++A 
Sbjct: 63  GDRIIGWLSFQAFKKRAAYDATAELSIYIHTDYQGQGIGKKLLHQAIEEGPKFGCETLLA 122 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
           +I   N PS++L ++ G+   G L 
Sbjct: 123 LIFAHNQPSLKLFDSFGFQQWGYL 146 
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>ref|YP_003561921.1| GNAT family acetyltransferase [Bacillus megaterium QM B1551] 
 gb|ADE68487.1| acetyltransferase, GNAT family [Bacillus megaterium QM B1551] 
          Length = 180 
 
 Score = 51.6 bits (122), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 39/156 (25%), Positives = 70/156 (44%), Gaps = 2/156 (1%) 
 
Query: 6   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEV 64 
           R V IRPA A+D   +   V   IE      + EP+T QE  D +  ++ + + ++VAEV 
Sbjct: 17  REVTIRPAQASDAEHITTAVREIIEAGEFIQKDEPRTVQEEQDFIASVEKNNHMYVVAEV 76 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           EG V GIA     + +      +  T  +S + Q +G+G     + L   +      +   
Sbjct: 77  EGEVLGIARVLRGEIKMKRHTGLFRTWLIS-KAQGMGIGKQFMNYTLNWCKENNLHKLSL 135 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
            +   N  +  L++ +G+   G ++   Y +  + D 
Sbjct: 136 TVFASNKVAYELYKKVGFEQEGVMKEQAYFNNEYVD 171 
 
 
>ref|YP_003356174.1| GCN5-related N-acetyltransferase family protein [Methanocella 
           paludicola SANAE] 
 dbj|BAI61191.1| GCN5-related N-acetyltransferase family protein [Methanocella 
           paludicola SANAE] 
          Length = 162 
 
 Score = 51.6 bits (122), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 39/144 (27%), Positives = 58/144 (40%), Gaps = 21/144 (14%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL--------- 60 
           +R A   D+ A+  I N  +    V    EP T          ++ R PW           
Sbjct: 3   VRDAVEGDLPAIIAIYNSTVPGRMVTADIEPVT----------VESRLPWFREHSPGFRP 52 
 
Query: 61  --VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
             V E +G +        +  R AY  T E +VYVS  ++  G+GS L    +      G 
Sbjct: 53  LWVVEDDGRILAWLSFQSFYGRPAYRATAEVSVYVSEAYRCKGIGSMLLERAIAQGPGLG 112 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGY 142 
            K+++  I   N PS+RL E  G+ 
Sbjct: 113 LKTLMGFIFAHNVPSLRLFEKFGF 136 
 
 
>ref|ZP_00962754.1| phosphinothricin N-acetyltransferase, putative [Sulfitobacter sp. 
           NAS-14.1] 
 gb|EAP80241.1| phosphinothricin N-acetyltransferase, putative [Sulfitobacter sp. 
           NAS-14.1] 
          Length = 161 
 
 Score = 51.6 bits (122), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 47/157 (29%), Positives = 72/157 (45%), Gaps = 3/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRPA  +D   V  + N  I  +   F ++P+T  E ++ L   +    W VA+ EGV   
Sbjct: 3   IRPAKGSDAGVVAALWNVMITQTLFTFTSQPKTGAE-VEALIAGRAGQFW-VADAEGVAG 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
            I Y G +++   Y   VE ++ +    Q  G G  L      +  AQG + +VA I    
Sbjct: 61  FITY-GAFRSGVGYRDAVEHSIVLDAAAQGAGAGRALMQTACDAAVAQGRRVMVAAISGA 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  +V  H ALG+   G +   G K+G   D+   Q+ 
Sbjct: 120 NPGAVGFHAALGFDHVGRMPRIGQKNGQQLDLILMQK 156 
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>gb|EEH06992.1| conserved hypothetical protein [Ajellomyces capsulatus G186AR] 
          Length = 194 
 
 Score = 51.6 bits (122), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 54/197 (27%), Positives = 82/197 (41%), Gaps = 51/197 (25%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWI-DDLERLQDR-YPWLVA--- 62 
           ++IR AT +D+  +  I  HY++ + V FR   + P  +I       Q+R  P+LVA    
Sbjct: 3   LKIRSATESDLHQIHSIFTHYVQNTVVTFRVN-KPPFSYIARRFHEAQERGLPYLVAVEK 61 
 
Query: 63  ------EVEG----VVAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
                   EG     V G   A  ++    AY  TVE ++ V   +Q  G+GS L + L+ 
Sbjct: 62  SNQDNPSHEGNTTEKVCGYTLASAFRGYMLAYAPTVEMSLLVHPDYQSQGIGSALLSSLV 121 
 
Query: 112 KSM-EAQGFKSVVAVIGLPNDPSVRLHEAL-----------------------------G 141 
           +++ EA+     V       D   RLHEA+                             G 
Sbjct: 122 EALSEAKHLSYEVG----DADSEARLHEAVNVKNILAVMAVNPEGKNGGEGLRDWYVQRG 177 
 
Query: 142 YTARGTLRAAGYKHGGW 158 
           +  RG +R  G+KHG W 
Sbjct: 178 FIERGRMREVGFKHGKW 194 
 
 
>ref|YP_002323294.1| GCN5-related N-acetyltransferase [Bifidobacterium longum subsp. 
           infantis ATCC 15697] 
 gb|ACJ52916.1| GCN5-related N-acetyltransferase [Bifidobacterium longum subsp. 
           infantis ATCC 15697] 
 dbj|BAJ69485.1| putative acetyltransferase [Bifidobacterium longum subsp. infantis 
           JCM 1222] 
          Length = 165 
 
 Score = 51.6 bits (122), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 41/164 (25%), Positives = 63/164 (38%), Gaps = 2/164 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE- 65 
           P   RPA  +D+ A+ DI N  +          P+T  +    +E     Y   V E E  
Sbjct: 2   PYTFRPAVESDIQAITDIYNASVMAGGATADLTPRTLDQRRAWVESHTPPYGVFVVESED 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G      +  R  YD   +   Y+    Q  G+G+ +   LL    A+  +    + 
Sbjct: 62  GSIIGFGALSVFYDRAGYDGVTDLAYYIDPAWQGRGVGTFMLDRLLTEARARHMRKACGI 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDF 168 
           I   N  S+ L    G+T  G + AA     G   D+ +W  D  
Sbjct: 122 IFADNAGSIALMHRFGFTQFGLMPAAATDSTGTMRDMSYWYLDL 165 
 
 
>ref|ZP_05614148.1| acetyltransferase, GNAT family [Faecalibacterium prausnitzii 
           A2-165] 
 gb|EEU97508.1| acetyltransferase, GNAT family [Faecalibacterium prausnitzii 
           A2-165] 
          Length = 172 
 
 Score = 51.6 bits (122), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 48/167 (28%), Positives = 65/167 (38%), Gaps = 5/167 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +RP    D  AV  I    I T    F+T       W    +    R   LV   +GV 
Sbjct: 4   ITVRPMMPEDWTAVSKIYLEGIATEHATFQTNCPPYTAW----DASHTRECRLVVLDDGV 59 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           VAG A       R  Y    E ++YV  + +  GLG  L T L +  E  G+ ++ + +  
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Sbjct: 60  VAGWAALHRVDPRWCYRGVAEVSIYVGEKFRGKGLGYHLLTALCREAEQAGYWTLQSTVL 119 
 
Query: 128 LPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDFELPAP 173 
             N PS  LH   G+   G   R A   HG W D    +R      P 
Sbjct: 120 QDNAPSRGLHLKCGFRVVGRRERIARDCHGRWLDTYLMERRCAADEP 166 
 
 
>ref|ZP_03718257.1| hypothetical protein NEIFLAOT_00057 [Neisseria flavescens 
           NRL30031/H210] 
 gb|EEG34751.1| hypothetical protein NEIFLAOT_00057 [Neisseria flavescens 
           NRL30031/H210] 
          Length = 166 
 
 Score = 51.6 bits (122), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 37/140 (26%), Positives = 62/140 (44%), Gaps = 1/140 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           IRPA   D+ A+ DI N  + T        P T  E         D+ P + + + +G V 
Sbjct: 5   IRPALRQDLPAIVDIYNSTVATRQSTADLSPTTVAEREIWFAAHTDKRPIYALYDTDGTV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
                   +  R AY  + E ++YV H  +  G+G  L  ++L+   +   ++V+A++   
Sbjct: 65  LAWGSFSDYHPRYAYHISAEVSIYVRHDMRGAGVGKILLRNMLERAPSLDIRNVIALVFG 124 
 
Query: 129 PNDPSVRLHEALGYTARGTL 148 
            N PS+ L    G+   G L 
Sbjct: 125 HNYPSLNLFHRFGFEEWGRL 144 
 
 
>ref|ZP_04665228.1| phosphinothricin N-acetyltransferase [Bifidobacterium longum 
subsp. 
           infantis CCUG 52486] 
 ref|YP_004220356.1| acetyltransferase [Bifidobacterium longum subsp. longum JCM 1217] 
 gb|EEQ54061.1| phosphinothricin N-acetyltransferase [Bifidobacterium longum subsp. 
           infantis CCUG 52486] 
 dbj|BAJ66264.1| putative acetyltransferase [Bifidobacterium longum subsp. longum 
           JCM 1217] 
          Length = 177 
 
 Score = 51.6 bits (122), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 41/165 (24%), Positives = 64/165 (38%), Gaps = 2/165 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE- 65 
           P   RPA  +D+ A+ DI N  +          P+T  +    +E     Y   V E E  
Sbjct: 2   PYTFRPAVESDVQAIADIYNASVMAGGATADLTPRTFDQRRAWVESHTPPYGVFVVESED 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G      +  R  YD   +   Y+    Q  G+G+ +   LL    A+  +    + 
Sbjct: 62  GSIIGFGALSVFYDRAGYDGVTDLAYYIDPAWQGRGVGTFMLDRLLTEALARHMRKACGI 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDFE 169 
           I   N  S+ L    G+T  G + AA     G   D+ +W  D + 
Sbjct: 122 IFADNAGSIALMHRFGFTQFGLMPAAATDSTGTMRDMSYWYLDLQ 166 
 
 
>ref|ZP_05101405.1| phosphinothricin acetyltransferase [Roseobacter sp. GAI101] 
 gb|EEB85707.1| phosphinothricin acetyltransferase [Roseobacter sp. GAI101] 
          Length = 149 
 
 Score = 51.6 bits (122), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 41/154 (26%), Positives = 67/154 (43%), Gaps = 9/154 (5%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP---WLVAEVEGVVAGIAYAGPW 77 
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           +  I N  I  +   F T+ +T    +  +E +  + P   W VAE +GV+  + YA  + 
Sbjct: 2   IAGIWNAMIRDTLFTFTTDEKT----VAGIEAMIAQRPGACW-VAEADGVLGFVTYA-QF 55 
 
Query: 78  KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 137 
           +    Y  +VE ++ ++   +  G G  L    L++   QG   +VA I   N   V  H 
Sbjct: 56  RTGPGYATSVEHSIVLTEAARGQGAGRALMQRALQTAADQGLHVMVAGISAANPGGVAFH 115 
 
Query: 138 EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171 
            ALG+   G +     K G W D+   Q+    P 
Sbjct: 116 SALGFEHVGRMPQIARKQGQWLDLILMQKLLSAP 149 
 
 
>ref|YP_001319533.1| GCN5-related N-acetyltransferase [Alkaliphilus metalliredigens 
           QYMF] 
 gb|ABR47874.1| GCN5-related N-acetyltransferase [Alkaliphilus metalliredigens 
           QYMF] 
          Length = 168 
 
 Score = 51.6 bits (122), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 39/158 (24%), Positives = 73/158 (46%), Gaps = 1/158 (0%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +R A   D+ ++ +I N  IE       T+ ++  E I  L++  +++  +  E E   V 
Sbjct: 5   VRIAELQDLKSITEIYNEGIEDRIATLETKIKSEAEMIPWLQQRSEKHKVITIENERDEV 64 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ +R  YD   + ++Y+  + + +GLG  L   L++    Q    +V      
Sbjct: 65  LGWASLNPFNSRCCYDGVADFSIYIKRQMRGMGLGKLLLKALIEVAREQDIHKLVLSTFK 124 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N+   RL+E+ G+   GT +  G   G + DV   ++ 
Sbjct: 125 SNEAGQRLYESFGFREVGTYKNQGILDGKFVDVTIMEK 162 
 
 
>ref|ZP_07921530.1| phosphinothricin N-acetyltransferase [Pseudoramibacter 
           alactolyticus ATCC 23263] 
 gb|EFV01190.1| phosphinothricin N-acetyltransferase [Pseudoramibacter 
           alactolyticus ATCC 23263] 
          Length = 172 
 
 Score = 51.2 bits (121), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 37/143 (25%), Positives = 62/143 (43%), Gaps = 6/143 (4%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWL 60 
           E   V +R     D   + DI+N  I    V     P T ++   W    E   +R+P   
Sbjct: 6   ENTKVRVRLFEEKDEQRILDILNMAIADRRVTALLTPVTRKKRVPWF--AEHRTERHPIF 63 
 
Query: 61  VAEVEG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           VAEV+G VV+ +A       R  +    E + Y+   +Q  G+G+ L   ++      G+ 
Sbjct: 64  VAEVDGRVVSWMAVTAYRSGREGFSKACELSYYLDKAYQHQGIGTVLMDRVITRCRTLGY 123 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGY 142 
           + ++ +I   N PS+ L    G+ 
Sbjct: 124 RHLMLIIFEDNLPSLSLARKFGF 146 
 
 
>gb|EFR93939.1| gnat family acetyltransferase [Listeria innocua FSL J1-023] 
          Length = 165 
 
 Score = 51.2 bits (121), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 38/158 (24%), Positives = 71/158 (44%), Gaps = 4/158 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
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           +I P      + V  +    I+T    F+ +  + + W  D + L+     LV   EG V 
Sbjct: 5   KILPMLKEHYSGVARVHQEGIDTGNATFQEKTLSFEAW--DEKYLKT--CRLVVLTEGQV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ + +AY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  IGWAALLPFSSMHAYRGVAELSIYIAKSARGKGIGKALMQAIIQTSEENGFWTLQSLIFP 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N+ S+ LH   G+         G  +G + DV   +R 
Sbjct: 121 ENEASITLHHTYGFQTLCIHEKLGEMNGVFRDVALLER 158 
 
 
>ref|ZP_04601883.1| hypothetical protein GCWU000324_01357 [Kingella oralis ATCC 51147] 
 gb|EEP69443.1| hypothetical protein GCWU000324_01357 [Kingella oralis ATCC 51147] 
          Length = 165 
 
 Score = 51.2 bits (121), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 39/139 (28%), Positives = 64/139 (46%), Gaps = 4/139 (2%) 
 
Query: 13  ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEGVVA 69 
           A   D+  +  I N  I +  V    +P +  E   W    +R ++R  ++V +V G +  
Sbjct: 8   AQCEDLPEIVAIYNSTIASRQVTADLQPVSVTEREAWFVAHQR-ENRPLYVVRDVSGCLM 66 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
             A    +  R AY  T E ++Y+  +H+  GLG  L   +++   A G   +VAVI +  
Sbjct: 67  AWASLSDYYPRAAYHRTAEVSIYIHAQHRGAGLGKWLLGEMIRRAPALGVHKLVAVIFVH 126 
 
Query: 130 NDPSVRLHEALGYTARGTL 148 
           N  S+ L   LG+   G L 
Sbjct: 127 NTASMALFRGLGFEIWGRL 145 
 
 
>ref|YP_002370892.1| GCN5-like N-acetyltransferase [Cyanothece sp. PCC 8801] 
 gb|ACK64736.1| GCN5-related N-acetyltransferase [Cyanothece sp. PCC 8801] 
          Length = 165 
 
 Score = 51.2 bits (121), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 35/132 (26%), Positives = 60/132 (45%), Gaps = 6/132 (4%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEVE 65 
           +IR AT +D+A + +I N  I +        P T +   +W    E      P  V E++ 
Sbjct: 3   KIRDATESDLATIVNIYNASIPSRIATGDLNPITVESRLKWF--YEHSPHHRPLWVMEID 60 
 
Query: 66  GVVAG-IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             +AG + +   +  R AYD T E ++Y+   +QR G+G  L    ++        +++  
Sbjct: 61  DTIAGWLGFQSFYYGRAAYDKTAEISLYICPNYQRQGIGKKLLKQAIEKAPNLDLNTLLG 120 
 
Query: 125 VIGLPNDPSVRL 136 
            I   N PS+ L 
Sbjct: 121 FIFAHNQPSLNL 132 
 
 
>ref|ZP_03612047.1| hypothetical protein AM202_0459 [Actinobacillus minor 202] 
 gb|EEF15775.1| hypothetical protein AM202_0459 [Actinobacillus minor 202] 
          Length = 167 
 
 Score = 51.2 bits (121), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 39/142 (27%), Positives = 60/142 (42%), Gaps = 4/142 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEG 66 
            R A A D+A + +I N  IE  TV    EP T    Q W         +YP  V E++G 
Sbjct: 2   FRFAQADDLARILEIYNQVIERRTVTADLEPATTESRQTWFHQ-HLNHKKYPIWVYELDG 60 
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Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V        + +R AYD + E + Y+       G+G      L++ M      +++A + 
Sbjct: 61  KVVAWCSYSQFYSRAAYDGSSEISFYLDKAVHGKGIGKACVNFLIEQMPNYQLHTLLAFV 120 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N  S+ L   +G+   G L 
Sbjct: 121 FGNNAQSLGLLNKMGFEIWGKL 142 
 
 
>ref|ZP_04151343.1| Phosphinothricin N-acetyltransferase [Bacillus pseudomycoides DSM 
           12442] 
 gb|EEM16926.1| Phosphinothricin N-acetyltransferase [Bacillus pseudomycoides DSM 
           12442] 
          Length = 167 
 
 Score = 51.2 bits (121), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 32/141 (22%), Positives = 66/141 (46%), Gaps = 5/141 (3%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLV 61 
           +  ++IR A  +D++++ DI N  I +  V   TEP   ++ ++W +  E      P  + 
Sbjct: 2   KEDIKIRDAEISDLSSIVDIYNSTISSRMVTADTEPVTVKSREQWFN--EHSPSFRPLWI 59 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
            E +G + G      +  R AY+ T E ++Y+   ++   +G  +   +L +      K+ 
Sbjct: 60  IESQGEICGWVSFQSFYGRPAYNGTAEISIYIHQMYRGREIGKHILHRVLDTCPKLKIKT 119 
 
Query: 122 VVAVIGLPNDPSVRLHEALGY 142 
           ++A I   N  S++L     + 
Sbjct: 120 LLAFIFAHNKASLQLFSCFDF 140 
 
 
>ref|ZP_03236003.1| acetyltransferase, gnat family protein [Bacillus cereus H3081.97] 
 gb|EDZ57903.1| acetyltransferase, gnat family protein [Bacillus cereus H3081.97] 
          Length = 164 
 
 Score = 51.2 bits (121), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 42/151 (27%), Positives = 64/151 (42%), Gaps = 4/151 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I   T  D   V DI    I T T  F TE     +W    +  +D    +VA+V+ ++  
Sbjct: 5   IVQLTEKDWPQVSDIYLKGISTKTATFETECPDWYKW----KMNRDLKTCIVAKVDQIII 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A      +R AY    E++VYV   +    +G  L   L+   E   + ++ A I    
Sbjct: 61  GWASVSKISSRCAYVGVGETSVYVHPNYIGNNVGFRLLKELVDLSEENNYWTLQANIFAE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           N  S+++HE  G+   G     G  +G W D 
Sbjct: 121 NISSIKIHEKNGFRIVGIREKIGQVNGIWKD 151 
 
 
>ref|YP_003488051.1| acetyltransferase [Streptomyces scabiei 87.22] 
 emb|CBG69491.1| putative acetyltransferase [Streptomyces scabiei 87.22] 
          Length = 164 
 
 Score = 51.2 bits (121), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 48/160 (30%), Positives = 68/160 (42%), Gaps = 3/160 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            + I P T A    V  I    I+     F T   T Q  + +  +L +     VA+ +G 
Sbjct: 2   SITITPITEAHADEVLAIYQAGIDEGNATFETTAPTWQ--VFEAGKLPEHRFAAVAD-DG 58 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
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            V G   A     R AY   VE +VYV    +  G+   L T L+ S E+ G  ++ + I 
Sbjct: 59  KVLGWIAASAVSDRCAYAGVVEHSVYVHPAARGQGVAMQLLTALIGSTESAGIWTIQSGI 118 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N  S+ LH+  G+   GT    G  HG W DV   +R 
Sbjct: 119 FPENRASLALHQRAGFRVIGTRERIGRHHGVWRDVVLLER 158 
 
 
>ref|ZP_05258358.1| acetyltransferase, gnat family protein [Listeria monocytogenes 
           J0161] 
 ref|ZP_05262087.1| conserved hypothetical protein [Listeria monocytogenes J2818] 
 gb|EFF98377.1| conserved hypothetical protein [Listeria monocytogenes J2818] 
          Length = 165 
 
 Score = 51.2 bits (121), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 40/161 (24%), Positives = 68/161 (42%), Gaps = 10/161 (6%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY---PWLVAEVE 65 
           +I P      + V  +    IET    F       QE    LE   ++Y     LV  +  
Sbjct: 5   KILPMQKEHYSGVAAVHQEGIETGNATF-------QEKTLSLEAFDEKYLNTCRLVVVMN 57 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A   P+ + +AY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++ 
Sbjct: 58  GEVIGWAALLPFSSMHAYRGVAELSIYIAKSARGKGIGKALMHEIIQTSEQNGFWTLQSL 117 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I   N  S+ LH   G+         G  +G + DV   +R 
Sbjct: 118 IFPENKASIALHHTYGFQTLCIHEKLGEMNGIFRDVALLER 158 
 
 
>ref|ZP_03960042.1| acetyltransferase [Lactobacillus vaginalis ATCC 49540] 
 gb|EEJ40385.1| acetyltransferase [Lactobacillus vaginalis ATCC 49540] 
          Length = 165 
 
 Score = 50.8 bits (120), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 39/167 (23%), Positives = 68/167 (40%), Gaps = 7/167 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           +  R AT  D+  +  I N  + +  +     P T    QEW   L    DR+P  V    
Sbjct: 2   LSFRRATPNDLPRIVTIYNSAVPSHDITDDEMPITVDSRQEW---LNHFNDRFPIWVVIS 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM-EAQGFKSVV 123 
           +  + G    G +    AY ++ E ++Y++   Q  G G  +   + + + +    K+V+ 
Sbjct: 59  DSTIIGWCSLGQFYPHQAYQFSAEISIYLASDTQGRGYGKQILNFIDQQITDNLDIKTVI 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           A +   N PS +L +  GY   G L       G    +  + + F L 
Sbjct: 119 AYVYENNLPSQKLFQKCGYQQCGVLPQISIIDGELRTLKIFVKHFNL 165 
 
 
>ref|YP_003212786.1| hypothetical protein Ctu_3p00420 [Cronobacter turicensis z3032] 
 emb|CBA34747.1| hypothetical protein Ctu_3p00420 [Cronobacter turicensis z3032] 
          Length = 144 
 
 Score = 50.8 bits (120), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 32/84 (38%), Positives = 41/84 (48%), Gaps = 6/84 (7%) 
 
Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 159 
           G G  L  H L    +QG++ ++AV+G   N  SV LH   G+T  GTL+  G+KHG W  
Sbjct: 61  GGGKALLDHALTWARSQGYRQMIAVVGDCANVASVALHLRSGFTEIGTLKDIGFKHGRWL 120 
 
Query: 160 DVGFWQRDF-----ELPAPPRPVR 178 
           D    Q         LP  P P R 
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Sbjct: 121 DTVLLQCQLGKGSCTLPDSPVPGR 144 
 
 
>ref|ZP_03959265.1| acetyltransferase [Lactobacillus vaginalis ATCC 49540] 
 gb|EEJ41153.1| acetyltransferase [Lactobacillus vaginalis ATCC 49540] 
          Length = 170 
 
 Score = 50.8 bits (120), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 41/162 (25%), Positives = 64/162 (39%), Gaps = 1/162 (0%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGV 67 
           E   A   D+  + DI N  I +       EP T  E           +P W++   E   
Sbjct: 9   EFSLANEKDLPRIVDIYNQIIPSRLATADLEPVTVAEREAWYHSFTKTHPLWVIKNNEQK 68 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G     P+  R AY+ T E  +Y+    +  GLG+     ++  +   G  ++VA I  
Sbjct: 69  VVGWVGLEPFYGRAAYEHTCEIAIYIDKSVRHHGLGTQAINFVISQLPQLGITAIVAYIF 128 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N PS+ L ++  +T  G L       G   D+    R F+ 
Sbjct: 129 GHNLPSLGLFKSFHFTEWGRLPRVAELDGVQRDLIIMGRRFD 170 
 
 
>ref|ZP_04268014.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-ST26] 
 gb|EEL00251.1| Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-ST26] 
          Length = 68 
 
 Score = 50.8 bits (120), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 22/60 (36%), Positives = 34/60 (56%), Gaps = 2/60 (3%) 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           + +++A I   N+ S+ LHE  G+   GT++ AGYK   W D+ F+Q   EL  P  P+  
Sbjct: 10  YMTLIAGIDAENEKSIALHENYGFVHAGTIKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 67 
 
 
>ref|ZP_03272313.1| GCN5-related N-acetyltransferase [Arthrospira maxima CS-328] 
 gb|EDZ96094.1| GCN5-related N-acetyltransferase [Arthrospira maxima CS-328] 
          Length = 167 
 
 Score = 50.8 bits (120), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 35/144 (24%), Positives = 66/144 (45%), Gaps = 5/144 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           ++IR A   D+  + +I N  +         EP + +    W  + +  Q   P  V E+ 
Sbjct: 5   LKIRDALENDLPQIIEIYNLAVPQKIATADLEPISVESRLGWYRECQSAQR--PLWVVEI 62 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
              + G      +K R AYD + E ++Y+   +Q  G+G  L    ++     G ++++A 
Sbjct: 63  GDRIIGWLSFQAFKKRAAYDASAELSIYIHTDYQGQGIGKKLLYQAIEEGPKFGCETLLA 122 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
           +I   N PS++L ++ G+   G L 
Sbjct: 123 LIFAHNQPSLKLFDSFGFQQWGYL 146 
 
 
>ref|YP_002378285.1| GCN5-related N-acetyltransferase [Cyanothece sp. PCC 7424] 
 gb|ACK71417.1| GCN5-related N-acetyltransferase [Cyanothece sp. PCC 7424] 
          Length = 163 
 
 Score = 50.8 bits (120), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 41/157 (26%), Positives = 65/157 (41%), Gaps = 5/157 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEV 64 
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           + IR AT  D+  + +I N  I +        P + +    W  D    Q R  W V E+ 
Sbjct: 1   MNIREATEGDLPTIVEIYNASIPSRLATADINPISVESRINWFYD-HPPQSRPIW-VMEI 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +  V G      +  R AY  T E ++YVS  ++RLG+G  L    +    + G  +++  
Sbjct: 59  DNKVVGWLSFQSFLGRPAYHCTAELSLYVSPDYKRLGIGQKLLQQAIDKSPSLGLNTLIG 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            I   N PS++L     +   G L       G   D+ 
Sbjct: 119 YIFAHNKPSLQLFTKYEFQQWGFLPKVAVLDGIERDL 155 
 
 
>ref|NP_470773.1| hypothetical protein lin1437 [Listeria innocua Clip11262] 
 emb|CAC96668.1| lin1437 [Listeria innocua Clip11262] 
          Length = 165 
 
 Score = 50.8 bits (120), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 38/158 (24%), Positives = 71/158 (44%), Gaps = 4/158 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +I P      + V  +    I+T    F+ +  + + W  D + L  +   LV   EG V 
Sbjct: 5   KILPMLKEHYSGVARVHQEGIDTGNATFQEKTLSFEAW--DEKYL--KTCRLVVLTEGQV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ + +AY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  IGWAALLPFSSMHAYRGVAELSIYIAKSARGKGIGKALMQAIIQTSEQNGFWTLQSLIFP 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N+ S+ LH   G+         G  +G + DV   +R 
Sbjct: 121 ENEASIILHHTYGFQTLCIHEKLGEMNGVFRDVALLER 158 
 
 
>ref|YP_003605073.1| GCN5-related N-acetyltransferase [Burkholderia sp. CCGE1002] 
 gb|ADG15562.1| GCN5-related N-acetyltransferase [Burkholderia sp. CCGE1002] 
          Length = 171 
 
 Score = 50.4 bits (119), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 42/144 (29%), Positives = 65/144 (45%), Gaps = 8/144 (5%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLV---AEV 64 
           R AT  D+ A+  I N  I +  V    EP   ++   W D     Q R  W+V    +  
Sbjct: 6   RDATLDDLPAIVAIYNSTIPSRQVTADLEPVSVESRHAWFD-AHGPQKRPLWVVEDPKQA 64 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             V+A ++++  +  R AY  T E ++Y+    +  GLG  L    L +    G  +V+  
Sbjct: 65  GRVIAWLSFS-DFYGRPAYQRTAEVSIYLDESARGQGLGKQLLAASLDAAPGLGIDTVLG 123 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            +   N+ SVRL    G+ A GTL 
Sbjct: 124 FVFGHNEASVRLFRGFGFDAWGTL 147 
 
 
>ref|ZP_05822107.1| conserved hypothetical protein [Brucella abortus NCTC 8038] 
 ref|ZP_05871518.1| conserved hypothetical protein [Brucella abortus bv. 4 str. 292] 
 ref|ZP_05896583.1| conserved hypothetical protein [Brucella abortus bv. 9 str. C68] 
 gb|EEW80350.1| conserved hypothetical protein [Brucella abortus NCTC 8038] 
 gb|EEX56428.1| conserved hypothetical protein [Brucella abortus bv. 4 str. 292] 
 gb|EEX81566.1| conserved hypothetical protein [Brucella abortus bv. 9 str. C68] 
          Length = 119 
 
 Score = 50.4 bits (119), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 33/114 (28%), Positives = 48/114 (42%), Gaps = 1/114 (0%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68 
           IR    AD+  +  I    + T T ++  EP T  E         D+ +P LVAE +G V 
Sbjct: 4   IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFPILVAEADGRV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            G AYA  ++ R AY W  E ++      +   L S    +  +     GF S  
Sbjct: 64  LGYAYASYFRVRPAYRWLAEDSILSPPMRRGRALASFCCANSSRGFPPLGFASC 117 
 
 
>ref|YP_003172350.1| phosphinothricin N-acetyltransferase [Lactobacillus rhamnosus GG] 
 emb|CAR88499.1| Phosphinothricin N-acetyltransferase [Lactobacillus rhamnosus GG] 
 dbj|BAI43027.1| N-acetyltransferase [Lactobacillus rhamnosus GG] 
          Length = 164 
 
 Score = 50.4 bits (119), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 41/162 (25%), Positives = 68/162 (41%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E  PAT AD+  +  I N  I T       +PQT  +         D +P  + +V+   
Sbjct: 2   IEFVPATTADLPKIVAIYNETIPTHQATADLQPQTVDQKAAWFAAHNDHFPAWMIQVDHH 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
             G      +  R AYD T E ++Y+    +   +GS+    + +   A+G  +++A I  
Sbjct: 62  NVGWLTLSAYSDRAAYDQTAEISLYLDITARGHHIGSSALAFVDQEAPARGLTTIIARIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  S RL +   Y   G L A      G  D+  + + F+ 
Sbjct: 122 GHNQASRRLFKKFNYDHWGHLPAIADLPEGKADLEIYGKHFK 163 
 
 
>ref|ZP_07902166.1| GCN5-related N-acetyltransferase [Paenibacillus vortex V453] 
 gb|EFU38863.1| GCN5-related N-acetyltransferase [Paenibacillus vortex V453] 
          Length = 166 
 
 Score = 50.4 bits (119), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 39/143 (27%), Positives = 68/143 (47%), Gaps = 7/143 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYP-WLVAEVE 65 
           I  A   D+ A+ DI N  I    V    EP T +    W +  E   D  P W++   + 
Sbjct: 7   IDYAVKEDLPAIVDIYNSTISGRKVTADLEPVTVESRIRWFE--EHSSDFRPLWVMHSDD 64 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G+VA +++   +  R AY+ T E ++YV+ +++  G GS L    ++        ++V   
Sbjct: 65  GMVAWMSFQ-SFYGRPAYNGTAEISIYVNEKYRGTGAGSILIEKAIEESPRLKVSNLVGF 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           +   N+PS++L +  G+   G L 
Sbjct: 124 VFGHNEPSMKLLKKYGFDQWGLL 146 
 
 
>ref|YP_562118.1| GCN5-related N-acetyltransferase [Shewanella denitrificans OS217] 
 gb|ABE54395.1| GCN5-related N-acetyltransferase [Shewanella denitrificans OS217] 
          Length = 162 
 
 Score = 50.4 bits (119), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 41/161 (25%), Positives = 66/161 (40%), Gaps = 4/161 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +R     D   V  I    I+T    F+T  +   EW   + +       LVA  + ++  
Sbjct: 4   VRTFNQQDYPDVKRIYQQGIDTGNATFQTVAKDWLEWDSSMLKCCR----LVAVQDKLIL 59 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P  +R  Y    E +VY++   Q  G+G  L + L+   E+    ++ A I    
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Sbjct: 60  GWAALSPISSRQVYSGVAEVSVYLAKSAQGKGIGHLLLSKLITDSESNHIWTLQAGIFPE 119 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           N+ S+ LH+  G+   G     G     W DV   +R  +L 
Sbjct: 120 NEASIELHKKNGFRIIGVREKFGQMGPLWRDVVLMERRSKL 160 
 
 
>ref|ZP_00120498.1| COG1247: Sortase and related acyltransferases [Bifidobacterium 
           longum DJO10A] 
 ref|YP_001954723.1| sortase [Bifidobacterium longum DJO10A] 
 ref|ZP_03976243.1| possible Phosphinothricin acetyltransferase [Bifidobacterium 
longum 
           subsp. infantis ATCC 55813] 
 ref|YP_004000379.1| sortase [Bifidobacterium longum subsp. longum BBMN68] 
 ref|ZP_07940882.1| acetyltransferase [Bifidobacterium sp. 12_1_47BFAA] 
 ref|YP_004208530.1| acetyltransferase [Bifidobacterium longum subsp. infantis 157F] 
 gb|ACD98225.1| Sortase [Bifidobacterium longum DJO10A] 
 gb|EEI81047.1| possible Phosphinothricin acetyltransferase [Bifidobacterium longum 
           subsp. infantis ATCC 55813] 
 emb|CBK70752.1| Sortase and related acyltransferases [Bifidobacterium longum subsp. 
           longum F8] 
 gb|ADQ03517.1| Sortase [Bifidobacterium longum subsp. longum BBMN68] 
 gb|EFV38041.1| acetyltransferase [Bifidobacterium sp. 12_1_47BFAA] 
 dbj|BAJ70752.1| putative acetyltransferase [Bifidobacterium longum subsp. infantis 
           157F] 
          Length = 165 
 
 Score = 50.4 bits (119), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 41/164 (25%), Positives = 63/164 (38%), Gaps = 2/164 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE- 65 
           P   RPA  +D+ A+ DI N  +          P+T  +    +E     Y   V E E  
Sbjct: 2   PYTFRPAVESDVQAIADIYNASVMAGGATADLTPRTFDQRRAWVESHTPPYGVFVVESED 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G      +  R  YD   +   Y+    Q  G+G+ +   LL    A+  +    + 
Sbjct: 62  GSIIGFGALSVFYDRAGYDGVTDLAYYIDPAWQGRGVGTFMLDRLLTEALARHMRKACGI 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDF 168 
           I   N  S+ L    G+T  G + AA     G   D+ +W  D  
Sbjct: 122 IFADNAGSIALMHRFGFTQFGLMPAAATDSTGTMRDMSYWYLDL 165 
 
 
>ref|YP_002350131.1| acetyltransferase, gnat family [Listeria monocytogenes HCC23] 
 gb|ACK39517.1| acetyltransferase, gnat family [Listeria monocytogenes HCC23] 
 emb|CAR84161.1| acetyltransferase, GNAT family [Listeria monocytogenes L99] 
 gb|EFR84638.1| acetyltransferase [Listeria monocytogenes FSL F2-208] 
          Length = 165 
 
 Score = 50.1 bits (118), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 40/161 (24%), Positives = 67/161 (41%), Gaps = 10/161 (6%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY---PWLVAEVE 65 
           +I P        V  +    IET    F       QE    LE   ++Y     LV  +  
Sbjct: 5   KILPMQKEHYPGVAAVHQEGIETGNATF-------QEKTLSLEAFDEKYLKTCRLVVVMN 57 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A   P+ + +AY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++ 
Sbjct: 58  GEVIGWAALLPFSSMHAYRGVAELSIYIAKSARGKGIGKALMHEIIQTSEQNGFWTLQSL 117 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I   N  S+ LH   G+         G  +G + DV   +R 
Sbjct: 118 IFPENKASIALHHTYGFQTLCIHEKLGEMNGIFRDVALLER 158 
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>ref|ZP_04242914.1| Acetyltransferase, GNAT [Bacillus cereus Rock1-15] 
 ref|ZP_04254542.1| Acetyltransferase, GNAT [Bacillus cereus 95/8201] 
 ref|ZP_04292578.1| Acetyltransferase, GNAT [Bacillus cereus R309803] 
 gb|EEK75756.1| Acetyltransferase, GNAT [Bacillus cereus R309803] 
 gb|EEL13755.1| Acetyltransferase, GNAT [Bacillus cereus 95/8201] 
 gb|EEL25375.1| Acetyltransferase, GNAT [Bacillus cereus Rock1-15] 
          Length = 167 
 
 Score = 50.1 bits (118), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 42/151 (27%), Positives = 64/151 (42%), Gaps = 4/151 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I   T  D   V DI    I T T  F TE     +W    +  +D    +VA+V+ ++  
Sbjct: 8   IVQLTEKDWPQVSDIYLKGILTKTATFETECPDWYKW----KMNRDLKTCIVAKVDQIII 63 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A      +R AY    E++VYV   +    +G  L   L+   E   + ++ A I    
Sbjct: 64  GWASVSKISSRCAYVGVGETSVYVHPNYIGNNVGFRLLKELVDLSEENSYWTLQANIFAE 123 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           N  S+++HE  G+   G     G  +G W D 
Sbjct: 124 NISSIKIHEKNGFRIVGVREKIGQVNGIWKD 154 
 
 
>ref|NP_982169.1| acetyltransferase, GNAT family protein [Bacillus cereus ATCC 10987] 
 ref|YP_001966790.1| acetyltransferase, GNAT family protein [Bacillus cereus] 
 ref|YP_001967114.1| acetyltransferase, GNAT family protein [Bacillus cereus] 
 ref|YP_002455182.1| acetyltransferase, gnat family protein [Bacillus cereus AH820] 
 ref|YP_003667816.1| acetyltransferase, GNAT [Bacillus thuringiensis BMB171] 
 gb|AAS45012.1| acetyltransferase, GNAT family protein [Bacillus cereus ATCC 10987] 
 gb|ABK00846.1| acetyltransferase, GNAT family protein [Bacillus cereus] 
 gb|ABK01111.1| acetyltransferase, GNAT family protein [Bacillus cereus] 
 gb|ACK92826.1| acetyltransferase, gnat family protein [Bacillus cereus AH820] 
 gb|ADH10096.1| Acetyltransferase, GNAT [Bacillus thuringiensis BMB171] 
          Length = 164 
 
 Score = 50.1 bits (118), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 42/151 (27%), Positives = 64/151 (42%), Gaps = 4/151 (2%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           I   T  D   V DI    I T T  F TE     +W    +  +D    +VA+V+ ++  
Sbjct: 5   IVQLTEKDWPQVSDIYLKGILTKTATFETECPDWYKW----KMNRDLKTCIVAKVDQIII 60 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A      +R AY    E++VYV   +    +G  L   L+   E   + ++ A I    
Sbjct: 61  GWASVSKISSRCAYVGVGETSVYVHPNYIGNNVGFRLLKELVDLSEENSYWTLQANIFAE 120 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           N  S+++HE  G+   G     G  +G W D 
Sbjct: 121 NISSIKIHEKNGFRIVGVREKIGQVNGIWKD 151 
 
 
>ref|ZP_06557427.1| acetyltransferase [Listeria monocytogenes FSL J2-071] 
 gb|EFD89540.1| acetyltransferase [Listeria monocytogenes FSL J2-071] 
          Length = 157 
 
 Score = 50.1 bits (118), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 35/132 (26%), Positives = 60/132 (45%), Gaps = 3/132 (2%) 
 
Query: 38  TEPQTPQEWIDDLERLQDRY---PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 94 
           T   T QE    LE   ++Y     LV  + G V G A   P+ + +AY    E ++Y++ 
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Sbjct: 19  TGNATFQEKTLSLEAFDEKYLKTCRLVVVMNGEVIGWAALLPFSSMHAYRGVAELSIYIA 78 
 
Query: 95  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154 
              +  G+G  L   ++++ E  GF ++ ++I   N  S+ LH   G+         G   
Sbjct: 79  KSARGKGIGKALMHEIIQTSEQNGFWTLQSLIFPENKASIALHHTYGFQTLCIHEKLGEM 138 
 
Query: 155 HGGWHDVGFWQR 166 
           +G + DV   +R 
Sbjct: 139 NGIFRDVALLER 150 
 
 
>ref|ZP_06981307.1| phosphinothricin N-acetyltransferase [Neisseria sp. oral taxon 
014 
           str. F0314] 
 gb|EFI22940.1| phosphinothricin N-acetyltransferase [Neisseria sp. oral taxon 014 
           str. F0314] 
          Length = 209 
 
 Score = 50.1 bits (118), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 38/142 (26%), Positives = 63/142 (44%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           +  A   D+ A+  I N  +ET        P   Q  Q W +      DR  +++    G 
Sbjct: 48  VSQAVRQDLPAIVAIYNSAVETRQSTADLAPVGTQDRQAWFE--THTGDRPLYVLKNQTG 105 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V        +  R AY  + E ++YV H  +  G+G  L  ++L+   + G ++V+AVI 
Sbjct: 106 EVLAWGSFSDYYPRRAYHISAEISIYVRHDMRGAGMGKILLRNMLERAPSLGIRNVLAVI 165 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N  S+RL  ++G+   G L 
Sbjct: 166 FGHNHVSLRLFHSMGFQEWGRL 187 
 
 
>emb|CBK99284.1| Sortase and related acyltransferases [Faecalibacterium prausnitzii 
           L2-6] 
          Length = 172 
 
 Score = 50.1 bits (118), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 48/167 (28%), Positives = 69/167 (41%), Gaps = 5/167 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IRP    D  AV +I +  I T    F+T       W D     + R   LV    G  
Sbjct: 4   ITIRPMEPEDWDAVSEIYSEGIATEHATFQTACPPYTAW-DAFHIKECR---LVILDGGE 59 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG A       R  Y    E ++YV  + +  GLGS L T L +  E +G+ ++ + +  
Sbjct: 60  LAGWAALRRIDPRWCYRGVAEVSIYVGEKFRGRGLGSRLLTALCEESEKEGYWTLHSTVL 119 
 
Query: 128 LPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDFELPAP 173 
             N  S+ LH   G+   G   R A   HG W D    +R  +   P 
Sbjct: 120 QDNTASLGLHTKCGFRVVGRRERIARDCHGRWLDTYLMERRAKADEP 166 
 
 
>ref|YP_001099698.1| putative acetyltransferase [Herminiimonas arsenicoxydans] 
 emb|CAL61571.1| Phosphinothricin N-acetyltransferase [Herminiimonas arsenicoxydans] 
          Length = 153 
 
 Score = 50.1 bits (118), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 38/129 (29%), Positives = 60/129 (46%), Gaps = 7/129 (5%) 
 
Query: 18  MAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEVEGVVAG-IAY 73 
           M A+  I N  I +  V    EP T     EW +  E   D+ P  V E +G + G +AY 
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Sbjct: 1   MPAIVAIYNSTIASRQVTADIEPVTVASRLEWFN--EHSADKRPIWVLENDGKILGWLAY 58 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
           +  +  R AY  T E ++Y++   +  GLG    T  +         ++V +I   N+PS 
Sbjct: 59  SN-FNPRAAYIHTAEISIYIAQDARGKGLGGYFLTEAIAYASTLNIHTLVGLIFAHNEPS 117 
 
Query: 134 VRLHEALGY 142 
           ++L E  G+ 
Sbjct: 118 LKLFERFGF 126 
 
 
>ref|YP_002758108.1| N-acetyltransferase [Listeria monocytogenes Clip81459] 
 ref|ZP_05274162.1| N-acetyltransferase [Listeria monocytogenes FSL J2-064] 
 ref|ZP_05389685.1| N-acetyltransferase [Listeria monocytogenes FSL J1-175] 
 emb|CAS05172.1| Putative N-acetyltransferase [Listeria monocytogenes serotype 4b 
           str. CLIP 80459] 
          Length = 165 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 34/132 (25%), Positives = 60/132 (45%), Gaps = 3/132 (2%) 
 
Query: 38  TEPQTPQEWIDDLERLQDRY---PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 94 
           T   T QE    +E   ++Y     LV  + G V G A   P+ + +AY    E ++Y++ 
Sbjct: 27  TGNATFQEKTLSIEAFDEKYLNTCRLVVLMNGKVIGWAALLPFSSMHAYRGVAELSIYIA 86 
 
Query: 95  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154 
              +  G+G  L   ++++ E  GF ++ ++I   N  S+ LH   G+         G   
Sbjct: 87  KSARGKGIGKALMHEIIQTSEQNGFWTLQSLIFPENKASIALHHTYGFQTLCVHEKLGEM 146 
 
Query: 155 HGGWHDVGFWQR 166 
           +G + DV   +R 
Sbjct: 147 NGVFRDVALLER 158 
 
 
>ref|ZP_04253227.1| GCN5-related N-acetyltransferase [Bacillus cereus 95/8201] 
 gb|EEL14985.1| GCN5-related N-acetyltransferase [Bacillus cereus 95/8201] 
          Length = 166 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 38/164 (23%), Positives = 65/164 (39%), Gaps = 6/164 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEG 66 
           IR A A D+  +  I N  I+          +     +EW  +     +R+  LVAE+EG 
Sbjct: 6   IRNAKAQDIERIKLIYNQGIQDRIATLEENEKNTADMEEWFSNR---SERHEVLVAEIEG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G     P+  R AY    + ++Y+    +  G+G  L   + +     GF  +V    
Sbjct: 63  QIVGWVSLNPYSHRCAYSGVADLSIYIDRDQRGKGIGKRLLQGIEEVARQHGFYKIVLFT 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
              N     L+ ++ Y   G     G   G + DV   +++  L 
Sbjct: 123 FPFNALGQGLYRSMDYREVGIFEKQGKLDGEFVDVMAMEKNIGL 166 
 
 
>ref|YP_001820434.1| GCN5-related N-acetyltransferase [Opitutus terrae PB90-1] 
 gb|ACB76834.1| GCN5-related N-acetyltransferase [Opitutus terrae PB90-1] 
          Length = 176 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 42/155 (27%), Positives = 63/155 (40%), Gaps = 23/155 (14%) 
 
Query: 1   MSPERRP--VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 58 
           + PE  P  + +R A A+D+ A+  I N  I    V              DL  ++ R P 
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Sbjct: 4   VDPEVLPPGIIVRDAQASDLPAIVSIYNEIIPGRMVTADL----------DLVTVESRLP 53 
 
Query: 59  WL-----------VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 107 
           WL           V E  G V        +  R AYD T    +YV+   +  GLG  L  
Sbjct: 54  WLQLHNPAHHPVWVVEENGAVIAWLSFDTFYPRPAYDGTAMLAIYVTKARRGSGLGRMLL 113 
 
Query: 108 THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           T  ++     G + ++  I   N+PS++L  A G+ 
Sbjct: 114 TRAMRHAPKLGIRVLLGYIFAHNEPSLKLFAAHGF 148 
 
 
>ref|ZP_05620974.1| phosphinothricin N-acetyltransferase [Enhydrobacter aerosaccus 
           SK60] 
 gb|EEV21889.1| phosphinothricin N-acetyltransferase [Enhydrobacter aerosaccus 
           SK60] 
          Length = 174 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 44/169 (26%), Positives = 71/169 (42%), Gaps = 11/169 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRY 57 
           MS     + IR A   D+  + +I N  I         +P +    Q W D      +R  
Sbjct: 1   MSASHHNLSIRLAAIDDLPRIVEIYNQSIAGKQATADLQPVSVVDRQAWFD--AHTGNR- 57 
 
Query: 58  PWLVAEVE-----GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
           P +VA+       G + G        AR AY  + E ++YV+   +  G+G  L  +L++ 
Sbjct: 58  PLVVAQTSSENSLGEIVGWGSLSDLYARPAYHISTEISIYVADEAKGQGVGKALVNYLIQ 117 
 
Query: 113 SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
              + G + VVA+I   N PS+ +   LG+   G  +     +G   DV 
Sbjct: 118 VAPSCGVQQVVALIFAHNTPSLAMFGKLGFEPWGKFKQVCDMNGFIADV 166 
 
 
>ref|YP_004067627.1| acetyltransferase [Pseudoalteromonas sp. SM9913] 
 gb|ADT67475.1| acetyltransferase [Pseudoalteromonas sp. SM9913] 
          Length = 162 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 40/144 (27%), Positives = 64/144 (44%), Gaps = 6/144 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVAEV 64 
           + IR A   D+ A+  I N  I +  V   TE  T    Q W D       R  ++  E  
Sbjct: 1   MTIRLAKPDDLTAIVAIYNETIPSRMVTADTEEVTVADKQPWFD--SHTAQRPIFVYCEN 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             V+A ++Y   +  R AYD TVE ++Y++   Q  GLG  L     +  +    + ++  
Sbjct: 59  NQVLAWLSYKS-FYGRPAYDGTVELSIYITAAAQGKGLGKKLMQFAQQQAKQLNIEVLLG 117 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N+PS++L +   +   G L 
Sbjct: 118 FIFSHNEPSIKLFKHFDFAVWGEL 141 
 
 
>ref|YP_014017.1| acetyltransferase [Listeria monocytogenes str. 4b F2365] 
 ref|ZP_00231172.1| acetyltransferase, GNAT family [Listeria monocytogenes str. 4b 
           H7858] 
 ref|ZP_05241902.2| acetyltransferase [Listeria monocytogenes FSL R2-503] 
 ref|ZP_05229541.2| acetyltransferase [Listeria monocytogenes FSL J1-194] 
 ref|ZP_07075730.1| GNAT family acetyltransferase [Listeria monocytogenes FSL N1-017] 
 gb|AAT04194.1| acetyltransferase, GNAT family [Listeria monocytogenes serotype 4b 
           str. F2365] 
 gb|EAL09000.1| acetyltransferase, GNAT family [Listeria monocytogenes str. 4b 
           H7858] 
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 gb|EEW18473.1| acetyltransferase [Listeria monocytogenes FSL R2-503] 
 gb|EFG01540.1| acetyltransferase [Listeria monocytogenes FSL J1-194] 
 gb|EFK40600.1| GNAT family acetyltransferase [Listeria monocytogenes FSL N1-017] 
          Length = 157 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 34/132 (25%), Positives = 60/132 (45%), Gaps = 3/132 (2%) 
 
Query: 38  TEPQTPQEWIDDLERLQDRY---PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 94 
           T   T QE    +E   ++Y     LV  + G V G A   P+ + +AY    E ++Y++ 
Sbjct: 19  TGNATFQEKTLSIEAFDEKYLNTCRLVVLMNGKVIGWAALLPFSSMHAYRGVAELSIYIA 78 
 
Query: 95  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154 
              +  G+G  L   ++++ E  GF ++ ++I   N  S+ LH   G+         G   
Sbjct: 79  KSARGKGIGKALMHEIIQTSEQNGFWTLQSLIFPENKASIALHHTYGFQTLCVHEKLGEM 138 
 
Query: 155 HGGWHDVGFWQR 166 
           +G + DV   +R 
Sbjct: 139 NGVFRDVALLER 150 
 
 
>ref|YP_003014556.1| GCN5-related N-acetyltransferase [Paenibacillus sp. JDR-2] 
 gb|ACT04470.1| GCN5-related N-acetyltransferase [Paenibacillus sp. JDR-2] 
          Length = 166 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 35/136 (25%), Positives = 61/136 (44%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+  + +I N  I +  V    EP   ++   W D  E   D  P  V E +G 
Sbjct: 7   IRDARVEDLPRIVEIYNSTIASRRVTADLEPVSVESRMRWYD--EHSPDFRPLWVLEEDG 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +        +  R AY+ T E ++Y+   ++  G+GS L    L++    G ++++  + 
Sbjct: 65  KMLAWLSFQSFYGRPAYNATAEISIYIDQEYRARGIGSFLIQKSLEASPGLGLRTLLGFV 124 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+PS+ L    G+ 
Sbjct: 125 FGHNEPSLALLRKFGF 140 
 
 
>ref|ZP_00232961.1| acetyltransferase, GNAT family [Listeria monocytogenes str. 1/2a 
           F6854] 
 ref|ZP_05268099.2| acetyltransferase [Listeria monocytogenes F6900] 
 gb|EAL07095.1| acetyltransferase, GNAT family [Listeria monocytogenes str. 1/2a 
           F6854] 
 gb|EEW21602.1| acetyltransferase [Listeria monocytogenes F6900] 
          Length = 157 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 35/132 (26%), Positives = 60/132 (45%), Gaps = 3/132 (2%) 
 
Query: 38  TEPQTPQEWIDDLERLQDRY---PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 94 
           T   T QE    LE   ++Y     LV  + G V G A   P+ + +AY    E ++Y++ 
Sbjct: 19  TGNATFQEKTLSLEAFDEKYLNTCRLVVVMNGEVIGWAALLPFSSMHAYRGVAELSIYIA 78 
 
Query: 95  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154 
              +  G+G  L   ++++ E  GF ++ ++I   N  S+ LH   G+         G   
Sbjct: 79  KSARGKGIGKALMHEIIQTSEQNGFWTLQSLIFPENKASIALHHTYGFQTLCIHEKLGEM 138 
 
Query: 155 HGGWHDVGFWQR 166 
           +G + DV   +R 
Sbjct: 139 NGIFRDVALLER 150 
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>ref|ZP_01743299.1| putative acetyltransferase, GNAT family protein [Rhodobacterales 
           bacterium HTCC2150] 
 gb|EBA02344.1| putative acetyltransferase, GNAT family protein [Rhodobacterales 
           bacterium HTCC2150] 
          Length = 166 
 
 Score = 49.7 bits (117), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 41/160 (25%), Positives = 67/160 (41%), Gaps = 3/160 (1%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL--ERLQDRYPWLVAEVEG 66 
           +I PA   D A +  I    +  S   F    ++  + I+ +  ++    + +LVA+    
Sbjct: 6   QICPAKTTDAAEIAAIWKPILAGSLATFNPVVKSTTD-IETMITDKADAGFAFLVAKDAD 64 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G A  G ++    Y  T+E T+ ++ R Q  GLG  L   +       G  S+ A + 
Sbjct: 65  GVLGFATYGQFRGGVGYARTMEHTIILADRAQGCGLGRQLMHAIEDHARTGGAHSIFAGV 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N   V  H  LGY     L + GYK   + D+   Q+ 
Sbjct: 125 SAANQQGVAFHARLGYEEVARLPSVGYKFDKYLDLVLMQK 164 
 
 
>ref|ZP_04384226.1| transcriptional regulator, ArsR family [Rhodococcus erythropolis 
           SK121] 
 gb|EEN88455.1| transcriptional regulator, ArsR family [Rhodococcus erythropolis 
           SK121] 
          Length = 294 
 
 Score = 49.3 bits (116), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 44/164 (26%), Positives = 65/164 (39%), Gaps = 14/164 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-----VA 62 
           V +R     D  AV  I    I+T    F  E       +   E L +R  WL     VA 
Sbjct: 133 VSVRAMVDDDWDAVRRIYGEGIDTRNATFAAE-------VPSREHLHER--WLPQHRWVA 183 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            + GVV G A   P   R+ Y    E++VYV+   +  G+G  L    + + +A G  ++ 
Sbjct: 184 TIGGVVVGWAALSPVSERDCYRGVAENSVYVADGMRGRGVGKALLRKQVMAADADGLWTL 243 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              +   N  S+ LH + G+   G         G W D    +R 
Sbjct: 244 QTSMFPENRASISLHHSAGFRTVGLREKIAELDGVWRDTVLLER 287 
 
 
>ref|YP_004214188.1| GCN5-related N-acetyltransferase [Rahnella sp. Y9602] 
 gb|ADW75061.1| GCN5-related N-acetyltransferase [Rahnella sp. Y9602] 
          Length = 177 
 
 Score = 49.3 bits (116), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 32/113 (28%), Positives = 47/113 (41%) 
 
Query: 40  PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 99 
           P+    W D      D     +AE +G  AG   A         D      +YVS   +R 
Sbjct: 44  PRRQAFWQDKFAHPADGQGIFIAETDGAFAGFCLASASSNPEFGDMAEIKFLYVSPAFKR 103 
 
Query: 100 LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 152 
            G+G  L     K + A+GF+S    +   N+P++R ++ALG    G    AG 
Sbjct: 104 RGIGRLLIAKAAKHLSAEGFRSAGLGVVEGNEPAIRFYQALGGREAGRYTDAG 156 
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>ref|YP_003192986.1| GCN5-related N-acetyltransferase [Desulfotomaculum acetoxidans 
DSM 
           771] 
 gb|ACV64363.1| GCN5-related N-acetyltransferase [Desulfotomaculum acetoxidans DSM 
           771] 
          Length = 163 
 
 Score = 49.3 bits (116), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 38/144 (26%), Positives = 60/144 (41%), Gaps = 5/144 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           + IR AT  D+  + DI N  + +  V   T P T +    W    E   D  P  V E  
Sbjct: 1   MNIRLATENDLPIIVDIYNSTVPSRMVTADTTPVTIESRLAWFH--EHNPDNRPIWVVEE 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G   G      +  R AY+ T E ++Y++  +Q  G+G  L    +      G  +++  
Sbjct: 59  GGNALGWLSFSFFYNRPAYNSTAEVSIYIAEEYQGKGIGKKLLAKAIHESPKLGITTILG 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N+PS++L     +   G L 
Sbjct: 119 FIFGHNEPSLQLFLKFNFEKWGYL 142 
 
 
>ref|ZP_06303809.1| GCN5-related N-acetyltransferase [Raphidiopsis brookii D9] 
 gb|EFA74243.1| GCN5-related N-acetyltransferase [Raphidiopsis brookii D9] 
          Length = 123 
 
 Score = 49.3 bits (116), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 37/123 (30%), Positives = 52/123 (42%), Gaps = 5/123 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR AT  D+ A+  I N  + T       EP T +    W    ER+  R P  V EV   
Sbjct: 3   IRNATELDLPAIVAIYNAAVPTRMATADLEPVTLESRMTWFQ--ERVPSRSPLWVVEVND 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G      +  R AY  T E ++Y+S    R GLG TL    +      G K++++   
Sbjct: 61  NIGGWLSFQSFYGRPAYHATAEISIYISPSFHRRGLGKTLLLKAIHESPNLGIKTLLSFY 120 
 
Query: 127 GLP 129 
             P 
Sbjct: 121 FCP 123 
 
 
>ref|YP_001801960.1| putative GCN5-related N-acetyltransferase [Cyanothece sp. ATCC 
           51142] 
 gb|ACB49894.1| putative GCN5-related N-acetyltransferase [Cyanothece sp. ATCC 
           51142] 
          Length = 170 
 
 Score = 49.3 bits (116), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 36/143 (25%), Positives = 62/143 (43%), Gaps = 5/143 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           +IR AT  D+  + +I N  I +       E    ++  +W    ER    YP  V E + 
Sbjct: 3   KIRSATIEDLEEIVNIYNASIPSRLATGDLEKIQVESRLKWFQ--ERDHKHYPIWVMEKD 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G      +  R AY  T E ++Y++  H+  G+G  L  ++++     G  +++   
Sbjct: 61  NQVLGWISLQHFYGRPAYKSTAEISLYIAENHRGQGIGKKLLGYVIEESPKLGLTNLLGF 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N PS+ L +   +   G L 
Sbjct: 121 IFAHNQPSLNLFKKYNFQQWGYL 143 
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>ref|ZP_02355372.1| phosphinothricin acetyltransferase [Burkholderia oklahomensis 
           EO147] 
 ref|ZP_02362513.1| phosphinothricin acetyltransferase [Burkholderia oklahomensis 
           C6786] 
          Length = 168 
 
 Score = 49.3 bits (116), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 40/144 (27%), Positives = 64/144 (44%), Gaps = 5/144 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           +  R AT  D++ +  I N  + +  V   TEP T    + W D       R  W+V E  
Sbjct: 4   LACRDATPDDLSEIVAIYNSTVASRRVTADTEPVTVDSRRAWFD-AHNPHARPLWVVEEA 62 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             V+A ++++  +  R AY  T E ++Y+    +  GLG  L    L      G  + +  
Sbjct: 63  GRVIAWLSFS-DFYGRPAYGHTAEISIYLDEAARGKGLGGKLLELALAKAPELGVHTALG 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N+PS+RL    G++  G L 
Sbjct: 122 FIFGHNEPSLRLFARYGFSTWGAL 145 
 
 
>ref|ZP_07149324.1| putative acetyltransferase [Corynebacterium resistens DSM 45100] 
          Length = 176 
 
 Score = 49.3 bits (116), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 41/151 (27%), Positives = 71/151 (47%), Gaps = 11/151 (7%) 
 
Query: 14  TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEGVVAGIA 72 
           T  D   V +I+   ++T    F +E     +W+     R+ D   ++  E + V+  I  
Sbjct: 2   TERDYPQVREILQAGMDTGEATFESEAP---DWLGFSHHRIMD-LAFVAVEGDKVLGWIT 57 
 
Query: 73  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 132 
            A P   R  +   +E ++YVS   +  G+   L  HL++  E+QG+ ++ + I   N+  
Sbjct: 58  -ATPASHREVFRGVIEDSIYVSADAKGRGVAGGLLDHLIRDAESQGYWAMHSSIFPENES 116 
 
Query: 133 SVRLHEALGYTARGTLRAA-----GYKHGGW 158 
           SV+LHE+ G+   G L +      G K G W 
Sbjct: 117 SVKLHESRGFQKVGILHSMAQMTYGPKQGKW 147 
 
 
>emb|CAK50857.1| putative phosphinothricin N-acetyltransferase [Streptomyces 
           ambofaciens] 
 emb|CAK51095.1| putative phosphinothricin N-acetyltransferase [Streptomyces 
           ambofaciens] 
          Length = 159 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 46/155 (29%), Positives = 64/155 (41%), Gaps = 3/155 (1%) 
 
Query: 12  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 71 
           P  A     V  I    I+     F T   T  E  D ++  + R+  L  +  G V G  
Sbjct: 2   PLAAEHAEQVLAIYQAGIDEGNATFETVAPT-WEAFDAVKLPEHRFSAL--DENGTVLGW 58 
 
Query: 72  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 131 
             A     R AY   VE +VYV    +  G+ S L   L+ S E  G  ++ + I   N  
Sbjct: 59  VAASRVSDRCAYQGVVEHSVYVHPAARGRGVASALLKTLVDSTEQAGIWTIQSEIFPENA 118 
 
Query: 132 PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            S+ +HE  G+   GT    G +HG W DV   +R 
Sbjct: 119 ASLGVHERAGFRVIGTRERIGRQHGVWRDVVLVER 153 
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>ref|ZP_08124242.1| hypothetical protein PseP1_30385 [Pseudonocardia sp. P1] 
          Length = 281 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 45/159 (28%), Positives = 65/159 (40%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R  T  D  AV  I    I T    F T+   P     D   L++ + W VA ++G  
Sbjct: 122 VTVRAMTDDDWDAVLRIYGEGITTGHATFETD--VPDRADLDAGWLRE-HRW-VAALDGQ 177 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G     P   R  Y    E+++YV+   +  G+G  L    + + +  G  ++   I  
Sbjct: 178 VVGWTAVRPVSNRPVYSGVGETSIYVADGFRGRGIGKALIRQQVCAADDAGLWTLQTSIF 237 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH A GY   G     G   G W D  F +R 
Sbjct: 238 PENRASLALHRAAGYRTLGVRERIGQHDGRWRDTVFLER 276 
 
 
>ref|YP_849613.1| GNAT family acetyltransferase [Listeria welshimeri serovar 6b str. 
           SLCC5334] 
 emb|CAK20834.1| GNAT family phosphinothricin N-acetyltransferase, putative 
           [Listeria welshimeri serovar 6b str. SLCC5334] 
          Length = 165 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 38/158 (24%), Positives = 69/158 (43%), Gaps = 4/158 (2%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +I P +    A V  +    I+T    F+ +  T + W  D + L  +   LV  +   V 
Sbjct: 5   KILPMSKEHYAGVAAVHQEGIDTGNATFQEKVLTFESW--DAKYL--KTCRLVVLLNEQV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ +  AY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  IGWAALLPFSSMYAYRGVAELSIYIAKSARGKGVGKALMQEIIQASEENGFWTLQSLIFP 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            N  S+ LH   G+         G  +G + DV   +R 
Sbjct: 121 ENKASISLHHTYGFQTLCIHEKLGEINGDFRDVALLER 158 
 
 
>ref|YP_001812925.1| GCN5-related N-acetyltransferase [Exiguobacterium sibiricum 255-
15] 
 gb|ACB59908.1| GCN5-related N-acetyltransferase [Exiguobacterium sibiricum 255-15] 
          Length = 169 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 37/152 (24%), Positives = 58/152 (38%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP    D+  +  I N  IE       T+ +      D       RY   VA     +  
Sbjct: 3   IRPVKEDDLKDILAIYNEGIEDRIATLETDTKELSFMEDWYRERTPRYAGFVAYEGTTIL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G     P+  R  Y    E +VY++  H+  G+G  L   + +    QGF  ++       
Sbjct: 63  GFISLDPYNPRPVYQSVGELSVYITRTHRGQGIGRQLLHVIEEHAITQGFHKLILFTFPF 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           N    +L+   G+   GT +  G  +G + DV 
Sbjct: 123 NKIGQKLYIRSGFRIVGTFKEQGMLNGYYVDV 154 
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>ref|ZP_02144841.1| phosphinothricin N-acetyltransferase, putative [Phaeobacter 
           gallaeciensis BS107] 
 gb|EDQ13302.1| phosphinothricin N-acetyltransferase, putative [Phaeobacter 
           gallaeciensis BS107] 
          Length = 174 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 37/155 (23%), Positives = 65/155 (41%), Gaps = 8/155 (5%) 
 
Query: 26  NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-VAEVEGVVAGIAYAGPWKARNAYD 84 
           N  I  + + F T  +T ++  D++    ++  ++ VAE  G + G    G ++    Y  
Sbjct: 19  NQIIRDTLITFTTAEKTSEQVRDEI---AEKGAYVQVAEEAGQILGYISLGAFRTGPGYA 75 
 
Query: 85  WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 144 
            T E  +Y++   +  G G  L   +     A G   +VA I   N   +  H A+G+   
Sbjct: 76  RTCEHAIYLAETARGRGAGRALIAAIEAVARADGVHVLVAGISAVNAGGLAFHAAMGFVE 135 
 
Query: 145 RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
            G +   G+K   W D+   Q+       P+ V P 
Sbjct: 136 VGRMPEVGHKADQWLDLVLMQKIL----SPKGVGP 166 
 
 
>ref|YP_003116235.1| GCN5-related N-acetyltransferase [Catenulispora acidiphila DSM 
           44928] 
 gb|ACU74394.1| GCN5-related N-acetyltransferase [Catenulispora acidiphila DSM 
           44928] 
          Length = 168 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 48/167 (28%), Positives = 67/167 (40%), Gaps = 6/167 (3%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M+P    + I P TAA    V  I  H I+     F T    P   + D  +L +      
Sbjct: 1   MTPS---IVIAPMTAAHADDVLRIYQHGIDEGNATFET--AAPSWDVFDAGKLPEHRFVA 55 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           +   +  V G         R  Y   VE +VYV    +  G+G+ L + L+ S EA G   
Sbjct: 56  LDPAKPAVLGYVVVSANSKRACYAGVVEISVYVDPAARGRGVGNRLLSALIASTEAAGVW 115 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG-WHDVGFWQR 166 
           ++ A I   N  S+ LHE  G+   G     G    G W DV   +R 
Sbjct: 116 TINAGIFPENTASLALHERHGFRVLGRQERIGKTAAGVWRDVVLLER 162 
 
 
>ref|ZP_05109686.1| conserved hypothetical protein [Legionella drancourtii LLAP12] 
 gb|EET12646.1| conserved hypothetical protein [Legionella drancourtii LLAP12] 
          Length = 164 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 34/115 (29%), Positives = 56/115 (48%), Gaps = 4/115 (3%) 
 
Query: 44  QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE-STVYVSHRHQRLGL 102 
           Q+W D    L+     L+ E++    G A   P++  NA     E S +Y+   + R+GL 
Sbjct: 41  QQWQD---LLKQEVNVLLIEIDHQAVGFASICPFRGVNAEPLMGEISAIYLHPDYWRMGL 97 
 
Query: 103 GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 157 
           G+ L    L  + A G+K V   +   N+ + R +EALG+TA  + +   +  GG 
Sbjct: 98  GTKLCLTALSELTALGYKKVGLWVLEANNQARRFYEALGFTATSSTKLEEFYEGG 152 
 
 
>ref|YP_002766969.1| ArsR family transcriptional regulator [Rhodococcus erythropolis 
           PR4] 
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 dbj|BAH34230.1| putative ArsR family transcriptional regulator [Rhodococcus 
           erythropolis PR4] 
          Length = 294 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 42/159 (26%), Positives = 64/159 (40%), Gaps = 4/159 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R     D   V  I    I+T    F TE  + +      ER   ++ W VA +EGV 
Sbjct: 133 VSVRAMIDDDWDEVRRIYGEGIDTRNATFATEVPSREHL---HERWLSQHRW-VATIEGV 188 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P   R+ Y    E++VYV+   +  G+G  L    + + +     ++   I  
Sbjct: 189 VVGWAALSPVSERDCYRGVAENSVYVAGGMRGRGVGKALLRKQVMAADVDDLWTLQTSIF 248 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH + G+   G         G W D    +R 
Sbjct: 249 PENRASISLHHSAGFRTIGLREKIAQLDGVWRDTVLLER 287 
 
 
>ref|ZP_03398367.1| sortase/acyltransferase [Pseudomonas syringae pv. tomato T1] 
 gb|EEB58681.1| sortase/acyltransferase [Pseudomonas syringae pv. tomato T1] 
          Length = 174 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 39/144 (27%), Positives = 63/144 (43%), Gaps = 6/144 (4%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAE-----V 64 
           R AT AD+ A+ +I N  IE        EP + + W    ++    R P  VAE       
Sbjct: 10  RAATLADLPAIVEIYNCAIEAGNSTCDVEPVSVEAWKPWFIKHSGSRRPIWVAEDPRDPK 69 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            GV+  ++ +     R  Y  T +  +Y+   HQ  G+GS L   +++S      + +   
Sbjct: 70  TGVIGYLSLSYFMNERPGYFRTADLGLYIHPLHQSQGVGSFLLRSIMESAALLDIEVIAT 129 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            +   N  S+RL E  G+T  G + 
Sbjct: 130 TVFAHNHKSLRLFENSGFTRWGFM 153 
 
 
>ref|ZP_05316934.1| putative phosphinothricin N-acetyltransferase [Neisseria sicca 
ATCC 
           29256] 
 gb|EET45964.1| putative phosphinothricin N-acetyltransferase [Neisseria sicca ATCC 
           29256] 
          Length = 166 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 43/161 (26%), Positives = 68/161 (42%), Gaps = 12/161 (7%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           I  A   D+  + +I N  I          P +  E   W D       R  +++   EG 
Sbjct: 5   ITEAAKTDLPDIVEIYNSTIAARQSTADLTPVSIAEREPWFD--AHGGKRPLYVLKNHEG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V        +  R+AY  + E ++YV H  + +G+G  L  ++L+   + G K+++AVI 
Sbjct: 63  TVLAWCSLSDYYPRHAYHISAEISLYVRHDARGIGVGKILLQNVLERAPSLGIKNILAVI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
              N PS+ L    G+T  G L A         D+G  Q D 
Sbjct: 123 FGHNYPSLHLFHQFGFTEWGRLPAVC-------DLGTQQAD 156 
 
 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 499



>ref|YP_003583021.1| GNAT family acetyltransferase [Zunongwangia profunda SM-A87] 
 gb|ADF50825.1| GNAT family acetyltransferase [Zunongwangia profunda SM-A87] 
          Length = 160 
 
 Score = 48.9 bits (115), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 42/144 (29%), Positives = 63/144 (43%), Gaps = 17/144 (11%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER--LQDR--YPWLVAE 63 
           +E+R AT  DM AV  ++N         F  EP   +  + DLE     DR  +   VAE 
Sbjct: 3   IEVRKATKQDMPAVLKLINEL-----AKFENEPDAVEITVKDLENDGFGDRPLFECFVAE 57 
 
Query: 64  VEGVVAGIAYA----GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
               + G+A        WK +  +   +E  V VS   +  GLG  LYT +++  + QG  
Sbjct: 58  ANDTIEGMALFYYRYSTWKGKTVH---LEDLV-VSEAFRGKGLGKALYTKVIQYSKQQGC 113 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYT 143 
           K    V+   N  +V  ++  G T 
Sbjct: 114 KRTEWVVLDWNTNAVEFYKNSGAT 137 
 
 
>ref|ZP_06811307.1| GCN5-related N-acetyltransferase [Geobacillus thermoglucosidasius 
           C56-YS93] 
 gb|EFG52158.1| GCN5-related N-acetyltransferase [Geobacillus thermoglucosidasius 
           C56-YS93] 
          Length = 162 
 
 Score = 48.5 bits (114), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 38/142 (26%), Positives = 62/142 (43%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+ A+  I N  I +  V    EP T +    W  + +      P  V E++G 
Sbjct: 2   IRNANIEDLPAIVQIYNETIPSRMVTADLEPVTVESRKAWFFNHD--PHTRPLWVVELDG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V        +  R AY  T E ++Y+S  ++  G+G  L    ++   +   K+++  I 
Sbjct: 60  HVRAWLSFQSFYGRPAYRHTAEISIYISGAYRGKGIGKQLLQKAVEEAPSLDIKTLLGFI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N+PS+RL    G+   G L 
Sbjct: 120 FAHNEPSLRLFTRFGFETWGHL 141 
 
 
>ref|ZP_07089105.1| phosphinothricin acetyltransferase [Chryseobacterium gleum ATCC 
           35910] 
 gb|EFK35897.1| phosphinothricin acetyltransferase [Chryseobacterium gleum ATCC 
           35910] 
          Length = 163 
 
 Score = 48.5 bits (114), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 34/153 (22%), Positives = 65/153 (42%), Gaps = 4/153 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++I+P T  + + + +I +  + T+   F+ +    Q+W    ++    +  +        
Sbjct: 1   MKIKPITKDNFSELVEIYSQGLATNIATFQNDLPLWQDW----DKGHLDFCRISIYENNE 56 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G     P   R  Y    E ++YV+   +  G+G  L   L+K  E     ++ + I  
Sbjct: 57  MLGWTALSPVSNRCVYSGLAEVSIYVATIARGKGIGEMLLNELIKQSELNEIWTLQSGIF 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N  S++LHE  G+   G     G K+G W D 
Sbjct: 117 AENRGSIKLHEKCGFRIVGYREKIGKKNGVWKD 149 
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>ref|ZP_04860080.1| polyprenyl synthetase [Fusobacterium varium ATCC 27725] 
 gb|EES63611.1| polyprenyl synthetase [Fusobacterium varium ATCC 27725] 
          Length = 165 
 
 Score = 48.5 bits (114), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 35/146 (23%), Positives = 60/146 (41%), Gaps = 9/146 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR     D   V  I    IE+    FR +    + W +   ++     +++   +G V  
Sbjct: 5   IREMEDKDWEDVLKIYKQGIESGISTFRKDLPDQKSWENSHLKI---CRFVLCNNDGTVV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G A   P  +R  Y    E ++Y+   HQ   LG  L   + +  E  G  ++ + I    
Sbjct: 62  GWAALSPTSSRIDYCGVTEVSIYIDKAHQGKKLGEFLLNKVKEEAEKNGIWTLQSSIFQV 121 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKH 155 
           N+ S++LH+  G+      R  GY+  
Sbjct: 122 NEASIKLHKKCGF------REVGYRE 141 
 
 
>ref|ZP_04851039.1| phosphinothricin acetyltransferase [Paenibacillus sp. oral taxon 
           786 str. D14] 
 gb|EES75229.1| phosphinothricin acetyltransferase [Paenibacillus sp. oral taxon 
           786 str. D14] 
          Length = 171 
 
 Score = 48.5 bits (114), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 36/136 (26%), Positives = 58/136 (42%), Gaps = 5/136 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEG 66 
           I  AT  D+ A+  I N  I    V    EP T    ++W D  E   D  P LV +  G 
Sbjct: 9   IEDATLEDLPAIVAIYNETIAGRMVTADLEPVTVDARRKWFD--EHSPDFRPLLVMKSGG 66 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V        +  R AY+ T E ++Y++  ++  G+G  L           G  +++  + 
Sbjct: 67  KVIAWLSFQSFYGRPAYNGTAEISIYITEAYRSRGIGGILLNRSFAICPEIGVHTLLGFV 126 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              N+PS++L    G+ 
Sbjct: 127 FGHNEPSLKLLSKFGF 142 
 
 
>ref|YP_003861768.1| phosphinothricin N-acetyltransferase [Maribacter sp. HTCC2170] 
 gb|EAR02469.1| phosphinothricin N-acetyltransferase [Maribacter sp. HTCC2170] 
          Length = 163 
 
 Score = 48.5 bits (114), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 38/150 (25%), Positives = 59/150 (39%), Gaps = 4/150 (2%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 76 
           D  +V  I    I T    F  +  + ++W    ++       +V +    V G A     
Sbjct: 10  DWESVSKIYKAGINTGCATFEKKVPSYEDW----DKAHISSCRIVIKENDKVIGWAALST 65 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
             +R  Y    E +VYV   H   G G  L  HL+   E  GF ++ + I   N+ S+ L 
Sbjct: 66  VSSRCVYGGVAEVSVYVGQDHSGKGAGKLLMMHLIAQSEKDGFWTLQSGIFPENEASIAL 125 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           H+  G+   G     G   G W D   ++R 
Sbjct: 126 HKKAGFRYIGKREKVGQLDGVWKDNLLFER 155 
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>ref|YP_003988012.1| Phosphinothricin acetyltransferase [Geobacillus sp. Y4.1MC1] 
 gb|ADP73401.1| Phosphinothricin acetyltransferase [Geobacillus sp. Y4.1MC1] 
          Length = 162 
 
 Score = 48.5 bits (114), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 38/142 (26%), Positives = 62/142 (43%), Gaps = 5/142 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A   D+ A+  I N  I +  V    EP T +    W  + +      P  V E++G 
Sbjct: 2   IRNANIEDLPAIVQIYNETIPSRMVTADLEPVTVESRKAWFFNHD--PHTRPLWVVELDG 59 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V        +  R AY  T E ++Y+S  ++  G+G  L    ++   +   K+++  I 
Sbjct: 60  HVRAWLSFQSFYGRPAYRHTAEISIYISGAYRGKGIGKQLLQKAVEEAPSLDIKTLLGFI 119 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N+PS+RL    G+   G L 
Sbjct: 120 FAHNEPSLRLFMRFGFETWGHL 141 
 
 
>ref|YP_345546.1| ArsR family transcriptional regulator [Rhodococcus erythropolis 
           PR4] 
 ref|ZP_04387110.1| transcriptional regulator, ArsR family [Rhodococcus erythropolis 
           SK121] 
 dbj|BAE46054.1| putative ArsR family transcriptional regulator [Rhodococcus 
           erythropolis PR4] 
 gb|EEN85651.1| transcriptional regulator, ArsR family [Rhodococcus erythropolis 
           SK121] 
          Length = 306 
 
 Score = 48.5 bits (114), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 44/164 (26%), Positives = 66/164 (40%), Gaps = 14/164 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL-----VA 62 
           V +R  +  D  AV  I    I T    F TE  + +E++D          WL     VA 
Sbjct: 146 VAVRVMSDDDWDAVLRIYGEGIATRNATFTTEVPS-REYLD--------AQWLPNHRWVA 196 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            ++ VV G A       R+ Y    E++VYV+   +  G+G  L    + + +A G  ++ 
Sbjct: 197 TIDDVVVGWAALSSTSGRDCYRGVAENSVYVADGMRGRGVGKALLRKQVMAADADGLWTL 256 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              I   N  SV LH + G+   G         G W D    +R 
Sbjct: 257 QTSIFPENRASVSLHHSAGFRTIGIREKIAQLDGIWRDTVLLER 300 
 
 
>ref|ZP_06882616.1| GCN5-related N-acetyltransferase [Clostridium lentocellum DSM 
5427] 
 gb|EFG99887.1| GCN5-related N-acetyltransferase [Clostridium lentocellum DSM 5427] 
 gb|ADZ83378.1| GCN5-related N-acetyltransferase [Clostridium lentocellum DSM 5427] 
          Length = 165 
 
 Score = 48.5 bits (114), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 42/160 (26%), Positives = 68/160 (42%), Gaps = 5/160 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +R  T  D   V  I    I +    F+TE  + + W +       R   LVA V+   
Sbjct: 3   VMMRCMTEKDWPNVRCIYEQGISSGIATFQTEVPSYEVW-NAAHLTTGR---LVAVVDEE 58 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G     P  +R  Y    E ++Y+    QR G+ + L   L++  E +G  ++ + I  
Sbjct: 59  VVGWVALSPTSSRCVYKGVAELSIYIVQNAQRKGVATKLLNELIQLSEQEGIWTLQSSII 118 
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Query: 128 LPNDPSVRLHEALGYTARG-TLRAAGYKHGGWHDVGFWQR 166 
             N  S+ LH+  G+   G   + A  + G WH+    +R 
Sbjct: 119 EENKASLALHQKCGFRQVGYREKIARDQKGDWHNTILMER 158 
 
 
>ref|NP_696198.1| N-acetyl transferase [Bifidobacterium longum NCC2705] 
 gb|AAN24834.1| possible N-acetyl transferase [Bifidobacterium longum NCC2705] 
          Length = 165 
 
 Score = 48.1 bits (113), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 40/164 (24%), Positives = 62/164 (37%), Gaps = 2/164 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE- 65 
           P    PA  +D+ A+ DI N  +          P+T  +    +E     Y   V E E  
Sbjct: 2   PYTFHPAVESDIQAITDIYNAAVVAGGATADLTPRTLDQRRAWVESHTPPYGVFVVESED 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G      +  R  YD   +   Y+    Q  G+G+ +   LL    A+  +    + 
Sbjct: 62  GSIIGFGALSVFYDRAGYDGVTDLAYYIDPAWQGRGVGTFMLDRLLTEARARHMRKACGI 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDF 168 
           I   N  S+ L    G+T  G + AA     G   D+ +W  D  
Sbjct: 122 IFADNVGSIALMRRFGFTQFGLMPAAATDSTGTMRDMSYWYLDL 165 
 
 
>ref|YP_003885733.1| GCN5-like N-acetyltransferase [Cyanothece sp. PCC 7822] 
 gb|ADN12458.1| GCN5-related N-acetyltransferase [Cyanothece sp. PCC 7822] 
          Length = 172 
 
 Score = 48.1 bits (113), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 38/157 (24%), Positives = 64/157 (40%), Gaps = 5/157 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEV 64 
           ++IR A   D+A + +I N  I +        P T +    W  D     +  P  V E+ 
Sbjct: 1   MKIRDARETDLATIVEIYNASIPSRLATADLNPITVESRLNWFYD--HPPETRPVWVMEI 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           + +V G      +  R AY  T E ++YV+  ++R G+G  L    +      G  +++  
Sbjct: 59  DNIVVGWLSFQSFLGRPAYQCTAELSLYVAPNYKRQGIGQKLLEQAIDKSPRLGLNTLIG 118 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            I   N PS++L     +   G L       G   D+ 
Sbjct: 119 YIFAHNKPSLQLFTKYDFQQWGFLPNVAVLDGVERDL 155 
 
 
>gb|ADI17869.1| sortase and related acyltransferases [uncultured Chloroflexi 
           bacterium HF0200_06I16] 
          Length = 97 
 
 Score = 48.1 bits (113), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 26/87 (29%), Positives = 43/87 (49%) 
 
Query: 80  RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 139 
           R AY    E +VYV+   + +G G  L   L+ S E+ G  ++ A+I + N+ S+ LH + 
Sbjct: 4   REAYSGVAEVSVYVAEESRGIGAGKLLLECLISSSESAGIWTLQAMIFVENEASIALHTS 63 
 
Query: 140 LGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             + + GT    G   G W +    +R 
Sbjct: 64  CAFRSVGTRERIGRLSGRWRNTLLMER 90 
 
 
>ref|NP_464925.1| hypothetical protein lmo1400 [Listeria monocytogenes EGD-e] 
 ref|ZP_03668093.1| hypothetical protein LmonF1_08659 [Listeria monocytogenes Finland 
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           1988] 
 ref|ZP_03669964.1| hypothetical protein LmonFR_03932 [Listeria monocytogenes FSL 
           R2-561] 
 ref|ZP_05234496.1| hypothetical protein Lmon1_00730 [Listeria monocytogenes 10403S] 
 ref|YP_003413651.1| hypothetical protein LM5578_1541 [Listeria monocytogenes 08-5578] 
 ref|YP_003416696.1| hypothetical protein LM5923_1493 [Listeria monocytogenes 08-5923] 
 emb|CAC99478.1| lmo1400 [Listeria monocytogenes EGD-e] 
 gb|ADB68289.1| hypothetical protein LM5578_1541 [Listeria monocytogenes 08-5578] 
 gb|ADB71334.1| hypothetical protein LM5923_1493 [Listeria monocytogenes 08-5923] 
          Length = 165 
 
 Score = 47.8 bits (112), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 39/161 (24%), Positives = 67/161 (41%), Gaps = 10/161 (6%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY---PWLVAEVE 65 
           +I P      + V  +    IET    F       QE    LE   ++Y     LV  +  
Sbjct: 5   KILPMQKEHYSGVAAVHQEGIETGNATF-------QEKTLSLEAFDEKYLNTCRLVVLMN 57 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A   P+ + +AY    E ++Y++   +  G+G  L   ++++ E   F ++ ++ 
Sbjct: 58  GEVIGWAALLPFSSMHAYRGVAELSIYIAKSARGKGVGKALMHEIIQTSEQNDFWTLQSL 117 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I   N  S+ LH   G+         G  +G + DV   +R 
Sbjct: 118 IFPENKASIALHHTYGFQTLCIHEKLGEMNGVFRDVALLER 158 
 
 
>ref|NP_691376.1| phosphinothricin N-acetyltransferase [Oceanobacillus iheyensis 
           HTE831] 
 dbj|BAC12411.1| phosphinothricin N-acetyltransferase [Oceanobacillus iheyensis 
           HTE831] 
          Length = 169 
 
 Score = 47.8 bits (112), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 43/164 (26%), Positives = 64/164 (39%), Gaps = 6/164 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEGVV 68 
           I     +D   V DI    +ET    F T     + W D D + L++    LV +    + 
Sbjct: 4   IEKMKKSDWNQVLDIYIQGMETKNATFETTKPEWESWEDWDSDHLENCR--LVVKEGTKL 61 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P   R  Y    E ++Y+       G+GS L   L++  E  GF  + + I   
Sbjct: 62  LGWAALLPISTRKYYSGVAEVSIYLDKESLGKGIGSMLMKSLIEHSEKNGFWMLQSEIFP 121 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGG---WHDVGFWQRDFE 169 
            N  S++LH+   +   G     G   G    W DV   +R  E 
Sbjct: 122 ENIGSIKLHDKFAFRKVGIREKIGKMEGTKNEWRDVVLMERRSE 165 
 
 
>ref|YP_003660980.1| GCN5-like N-acetyltransferase [Bifidobacterium longum subsp. 
longum 
           JDM301] 
 gb|ADH00150.1| GCN5-related N-acetyltransferase [Bifidobacterium longum subsp. 
           longum JDM301] 
          Length = 165 
 
 Score = 47.8 bits (112), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 40/164 (24%), Positives = 62/164 (37%), Gaps = 2/164 (1%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE- 65 
           P    PA  +D+ A+ DI N  +          P+T  +    +E     Y   V E E  
Sbjct: 2   PYTFHPAVESDIQAITDIYNVAVVAGGATADLTPRTLDQRRAWVESHTPPYGVFVVESED 61 
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Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G      +  R  YD   +   Y+    Q  G+G+ +   LL    A+  +    + 
Sbjct: 62  GSIIGFGALSVFYDRAGYDGVTDLAYYIDPAWQGRGVGTFMLDRLLTEARARHMRKACGI 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDF 168 
           I   N  S+ L    G+T  G + AA     G   D+ +W  D  
Sbjct: 122 IFADNVGSIALMRRFGFTQFGLMPAAATDSTGTMRDMSYWYLDL 165 
 
 
>ref|YP_003486909.1| acetyltransferase [Streptomyces scabiei 87.22] 
 emb|CBG68339.1| putative acetyltransferase [Streptomyces scabiei 87.22] 
          Length = 160 
 
 Score = 47.8 bits (112), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 42/146 (28%), Positives = 67/146 (45%), Gaps = 12/146 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR ATA D   +     H +  +   +  +P T +E    L     +  ++V +  G  
Sbjct: 1   MQIREATADDWPGIWPFW-HRVVAAGDTYTWDPDTSEEAARALWMAPAKRVYVVEDETGA 59 
 
Query: 68  VAGIA-----YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           + G A     Y GP  AR A      +   V   H   G+G  L +H+L    AQGF+ + 
Sbjct: 60  LTGSAFLTPNYGGP-AARVA-----NAGFMVDPAHGGRGIGRALASHVLAEARAQGFRGM 113 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTL 148 
           V    +  +P+VRL  +LG+T  GT+ 
Sbjct: 114 VFNAVVETNPAVRLWTSLGFTVLGTV 139 
 
 
>ref|YP_003428574.1| GCN5-related N-acetyltransferase [Bacillus pseudofirmus OF4] 
 gb|ADC51682.1| GCN5-related N-acetyltransferase [Bacillus pseudofirmus OF4] 
          Length = 163 
 
 Score = 47.8 bits (112), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 46/154 (29%), Positives = 68/154 (44%), Gaps = 4/154 (2%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 76 
           D   V  I    I      F+TE  + +EW    +R  D    LVA ++G +AG A   P 
Sbjct: 10  DWTEVKGIYCEGIADGNATFQTEAPSWEEW----DRSHDNECRLVARIDGELAGWAALSP 65 
 
Query: 77  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136 
              R  Y    E +VYVSH+    GLGS L + L+   E +   ++ + I   N  S+ + 
Sbjct: 66  VSNRRVYAGVAEVSVYVSHKWSGKGLGSLLLSALVDLSENRDIWTLQSSIFPENTASLFI 125 
 
Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170 
           H+  G+   G     G  +G W D    +R  +L 
Sbjct: 126 HKKCGFREVGKRERIGKMNGVWRDTILLERRSQL 159 
 
 
>ref|YP_721385.1| GCN5-related N-acetyltransferase [Trichodesmium erythraeum IMS101] 
 gb|ABG50912.1| GCN5-related N-acetyltransferase [Trichodesmium erythraeum IMS101] 
          Length = 178 
 
 Score = 47.8 bits (112), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 39/143 (27%), Positives = 66/143 (46%), Gaps = 3/143 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEG 66 
           ++IR A A D+  +  I N  I +       E  + +  I    E   D  P LV E++G 
Sbjct: 1   MKIRNAEAKDLTVIVKIYNSSIPSRIATGDLELISIENRISWYQEHSPDSRPILVVELDG 60 
 
Query: 67  -VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
            V+A +++   +  R AY  T E ++YV+  ++  G+G  L +  +      G K+++   
Sbjct: 61  QVIAWLSFQSFYD-RPAYQATAEISIYVAPEYKGQGIGKKLLSEAIYRSPQLGIKTLLGF 119 
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Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N PS+ L    G+   G L 
Sbjct: 120 IFAHNIPSLSLFNKFGFQHWGYL 142 
 
 
>gb|EFW18117.1| GNAT family N-acetyltransferase [Coccidioides posadasii str. 
           Silveira] 
          Length = 182 
 
 Score = 47.8 bits (112), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 46/174 (26%), Positives = 78/174 (44%), Gaps = 23/174 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDR-YPWLVAEVE 65 
           V IRPAT +D+  +  I +HY+  S + F    + P  +I  +    + R  P+ VA ++ 
Sbjct: 4   VSIRPATLSDLPGIHAIYSHYVHNSVLTFLIH-EPPLSYIAGIYNSTRSRGLPFYVAHID 62 
 
Query: 66  GV------VAGIAYAGPWKAR-NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
            +      + G A A P++     Y  TVE T+++   HQ  G        +    EA G 
Sbjct: 63  QLRESKEKIIGYACASPFRGNLLGYASTVELTLFIHPEHQSQGFEDDPTREV--RYEADG 120 
 
Query: 119 -----FKSVVAVIGLPNDPSVR------LHEALGYTARGTLRAAGYKHGGWHDV 161 
                 K+++A++ +  D   +       +   G+T  G L+  G+K G W DV 
Sbjct: 121 GQGARVKTLLAIMAVDIDGKAKGMGLRDWYVQRGFTEVGRLKEVGFKKGRWIDV 174 
 
 
>ref|ZP_03058612.1| phosphinothricin acetyltransferase [Escherichia coli B171] 
 gb|EDX32377.1| phosphinothricin acetyltransferase [Escherichia coli B171] 
          Length = 121 
 
 Score = 47.8 bits (112), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 34/98 (34%), Positives = 48/98 (48%), Gaps = 1/98 (1%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-RLQDRYPWLVAE 63 
           R  + IR A  AD AA+ +I NH +  +   +  +       I   E R    YP LV+E 
Sbjct: 20  RPDMSIRFARKADCAAIAEIYNHAVLYTAAIWNDQTVDADNRIAWFEARTIAGYPVLVSE 79 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 101 
            + VV G A  G W++ + +  TVE +VYV   HQ  G 
Sbjct: 80  EDSVVTGYASFGDWRSFDGFRHTVEHSVYVHPDHQGKG 117 
 
 
>ref|ZP_03963018.1| acetyltransferase [Lactobacillus paracasei subsp. paracasei ATCC 
           25302] 
 gb|EEI69437.1| acetyltransferase [Lactobacillus paracasei subsp. paracasei ATCC 
           25302] 
          Length = 166 
 
 Score = 47.8 bits (112), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 40/162 (24%), Positives = 66/162 (40%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E  PATA+D+  +  I N  I T       +PQT  E         + +P  + +V+   
Sbjct: 2   IEFTPATASDLPKIVAIYNETIPTHQATADLQPQTVAEKQTWFAAHNNHFPAWMIQVDHK 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G      +  R+AYD T E ++Y+    +   +GS     + +        +V+A I  
Sbjct: 62  IVGWLTLSAYSDRSAYDQTAEISLYLDVAARGHHVGSAALAFVDREAPKHDLTTVLARIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  S  L    GY   G L A      G  D+  + + F+ 
Sbjct: 122 GHNQASRNLFTKFGYDHWGHLPAIAILPEGEADLEVYGKHFK 163 
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>ref|XP_001218368.1| predicted protein [Aspergillus terreus NIH2624] 
 gb|EAU29937.1| predicted protein [Aspergillus terreus NIH2624] 
          Length = 217 
 
 Score = 47.8 bits (112), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 37/117 (31%), Positives = 55/117 (47%), Gaps = 10/117 (8%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEG-- 66 
           IRPAT +D+  V  I  +YI  +++ F   P  P  +       L    P+LVA  E    
Sbjct: 3   IRPATESDLPQVRHINTYYILHTSLTFAQHPLPPPSYAKTYHHNLAKGLPYLVATDEAQK 62 
 
Query: 67  ------VVAGIAYAGPWKA-RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
                 +V G AY  P++  R +Y  TVE T++V   +    +GS L + LL  + A 
Sbjct: 63  WEDDSPLVLGYAYLSPYRGDRLSYAPTVELTLFVHPEYHSQSIGSQLLSALLDKVRA 119 
 
 
>ref|YP_306013.1| putative acetyltransferase [Methanosarcina barkeri str. Fusaro] 
 ref|YP_306432.1| putative acetyltransferase [Methanosarcina barkeri str. Fusaro] 
 gb|AAZ71433.1| putative acetyltransferase [Methanosarcina barkeri str. Fusaro] 
 gb|AAZ71852.1| putative acetyltransferase [Methanosarcina barkeri str. Fusaro] 
          Length = 165 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 35/146 (23%), Positives = 58/146 (39%) 
 
Query: 21  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 80 
           V +I  HY+  + V F     +  E  + +     +Y   V +    + G      +K R 
Sbjct: 17  VLEIYTHYVLNTNVTFHAHAFSKDEMRELVFFENPKYKTFVIKSADKINGYVILTQYKKR 76 
 
Query: 81  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 140 
            AYD T E TVY+   +   G+G      +    + Q    ++A I   N  S+ L     
Sbjct: 77  EAYDGTAEVTVYLKPDYIGKGIGIQAVKFIEDVAKKQNIHVLIATICGENSKSINLFVRN 136 
 
Query: 141 GYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G++     +  G K G   DV  +Q+ 
Sbjct: 137 GFSKCAHYKEVGEKFGQLLDVMAYQK 162 
 
 
>gb|ADZ78327.1| Phosphinothricin acetyltransferase [Sphingobacterium sp. 21] 
          Length = 170 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 36/141 (25%), Positives = 59/141 (41%), Gaps = 4/141 (2%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRY 57 
           M+ ++  +  R A   D+  +  I N  + +  V   TE  T +    W +    L  R  
Sbjct: 1   MNIQKDILVYRDAQLVDLPTIVSIYNSTVASRMVTADTEAVTVESRLPWFNQHNPLT-RP 59 
 
Query: 58  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
            W+V    G   G      +  R AYD TVE ++Y+    ++ G G  +    +K      
Sbjct: 60  LWMVETTGGETIGWLSFQSFYGRPAYDGTVEISIYIDESQRKKGYGKMILREAIKRAPDL 119 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHE 138 
              +++A I   N PS+RL E 
Sbjct: 120 QVSTILAFIFAHNIPSIRLFE 140 
 
 
>ref|ZP_00134886.2| COG1247: Sortase and related acyltransferases [Actinobacillus 
           pleuropneumoniae serovar 1 str. 4074] 
 ref|YP_001053172.1| sortase and related acyltransferases [Actinobacillus 
           pleuropneumoniae L20] 
 gb|ABN73567.1| predicted sortase and related acyltransferases [Actinobacillus 
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           pleuropneumoniae serovar 5b str. L20] 
          Length = 172 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 36/142 (25%), Positives = 59/142 (41%), Gaps = 4/142 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           ++IR +T AD   + +I N  I T  +    E  TP   + W D      ++YP    E  
Sbjct: 1   MQIRKSTEADFETILNIYNQAIPTHQITADLELATPINRRAWFD-FHLTSEQYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++A 
Sbjct: 60  ENGIAGWFSFSPFYERPAFVHTSEISIYLDSSAKGKGYGSKIIEFMQTEMLKHNIHTLMA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N  S  L    G+   G 
Sbjct: 120 YVFELNQVSQNLMRKHGFEQWG 141 
 
 
>ref|ZP_03742864.1| hypothetical protein BIFPSEUDO_03442 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
 gb|EEG70427.1| hypothetical protein BIFPSEUDO_03442 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
          Length = 179 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 40/164 (24%), Positives = 66/164 (40%), Gaps = 6/164 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-----E 65 
           R AT  D+ A+ DI N  +     +    P+T ++    +E   D Y   V E      E 
Sbjct: 16  RIATQNDIQAITDIYNAAVIRGGSSADITPRTYEQRKAWVESHHDPYAVFVTETVDDDGE 75 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             + G +    +  R  YD   +   Y+  + Q  G+G+   T LL+    +  +    + 
Sbjct: 76  RRIIGFSALSVFYDRAGYDGVTDLAYYIDPQWQGRGVGTYTLTKLLEECRKRNMRKACGI 135 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDF 168 
           I   N  S+ L +  G+T  G +  AA    G   D+ +W  D  
Sbjct: 136 IFADNAGSIALMKRFGFTQFGLMPTAATDSTGTMRDMSYWYLDL 179 
 
 
>ref|ZP_02212214.1| hypothetical protein CLOBAR_01831 [Clostridium bartlettii DSM 
           16795] 
 gb|EDQ96064.1| hypothetical protein CLOBAR_01831 [Clostridium bartlettii DSM 
           16795] 
          Length = 162 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 32/131 (24%), Positives = 57/131 (43%), Gaps = 5/131 (3%) 
 
Query: 21  VCDIVNHYIETSTVNF--RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 78 
           V +I N+YIE +   F     P    E I  LE ++D YP    +++  + G  Y   +K 
Sbjct: 16  VMEIYNYYIEHTFAAFPGTKLPSNFYEKI--LEDIKD-YPAYAVKLDDKIVGFCYLCSYK 72 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
                  T E   Y+S+  +  G+G      L       G K+++A++   N  S + +  
Sbjct: 73  NYKTLRETAEVICYLSYDAKGKGIGYNCLKKLEDDAREMGLKNLIALLSTKNKISTKFYY 132 
 
Query: 139 ALGYTARGTLR 149 
             G+ + G ++ 
Sbjct: 133 KYGFKSCGIIQ 143 
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>ref|ZP_05265944.2| acetyltransferase [Listeria monocytogenes HPB2262] 
 gb|EFF96176.1| acetyltransferase [Listeria monocytogenes HPB2262] 
          Length = 157 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 33/132 (25%), Positives = 60/132 (45%), Gaps = 3/132 (2%) 
 
Query: 38  TEPQTPQEWIDDLERLQDRY---PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 94 
           T   T QE    +E   ++Y     LV  + G V G A   P+ + +AY    E ++Y++ 
Sbjct: 19  TGNATFQEKTLSIEAFDEKYLNTCRLVVLMNGKVIGWAALLPFSSMHAYRGVAELSIYIA 78 
 
Query: 95  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154 
              +  G+G  L   ++++ E  GF ++ ++I   N  S+ LH   G+         G   
Sbjct: 79  KSARGKGVGKALMHEIIQTSEQNGFWTLQSLIFPENKASIALHHTYGFQTLCVHEKLGEM 138 
 
Query: 155 HGGWHDVGFWQR 166 
           +G + +V   +R 
Sbjct: 139 NGVFRNVALLER 150 
 
 
>ref|YP_177262.1| phosphinothricin N-acetyltransferase [Bacillus clausii KSM-K16] 
 dbj|BAD66301.1| phosphinothricin N-acetyltransferase [Bacillus clausii KSM-K16] 
          Length = 165 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 45/159 (28%), Positives = 62/159 (38%), Gaps = 8/159 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP--WLVAEVEGV 67 
           +R     D   V  I    I T    F T+  T ++W          +P    VA+     
Sbjct: 5   VRQMIKDDWEQVKFIYEAGIATGNATFETQAPTYEKW------RTSAHPECCFVADDGTS 58 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G         R  Y    E +VYV    +  G+G  L    +KS E QGF ++ A I  
Sbjct: 59  VLGWCKVTSVSDRCVYAGVGEVSVYVHPEARGKGIGDVLLGESIKSSEQQGFWTLQAGIF 118 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             N PS+ LH+  G+   G     G  +G W DV   +R 
Sbjct: 119 PENAPSLHLHKKHGFRELGRRERIGKMNGIWRDVLLLER 157 
 
 
>ref|ZP_07544750.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 13 str. N273] 
 gb|EFN03214.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 13 str. N273] 
          Length = 172 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 36/142 (25%), Positives = 59/142 (41%), Gaps = 4/142 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           ++IR +T AD   + +I N  I T  +    E  TP   + W D      ++YP    E  
Sbjct: 1   MQIRKSTEADFETILNIYNQAIPTHQITADLELATPINRRAWFD-FHLTSEQYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++A 
Sbjct: 60  ENGIAGWFSFSPFYERPAFVHTSEISIYLDSSAKGKGYGSKIIEFMQAEMLKHNIHTLMA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N  S  L    G+   G 
Sbjct: 120 YVFELNQVSQNLMRKHGFEQWG 141 
 
 
>ref|ZP_05978211.1| putative phosphinothricin N-acetyltransferase [Neisseria mucosa 
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           ATCC 25996] 
 gb|EFC87822.1| putative phosphinothricin N-acetyltransferase [Neisseria mucosa 
           ATCC 25996] 
          Length = 165 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 37/144 (25%), Positives = 64/144 (44%), Gaps = 5/144 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG 66 
           I  A   D+  + +I N  IE         P   +T + W +       R  +++    G 
Sbjct: 5   ITLAKTEDLPDIVEIYNSTIEARQSTADLSPVSIETRKPWFE--AHSGKRPLYVLKNHSG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +        +  R+AY  + E ++YV H  + +G+G  L  ++L+   + G K+V+AVI 
Sbjct: 63  ELLAWGSFSDYYPRHAYHISAEISIYVRHNMRGVGVGKILLRNMLERAPSLGIKNVLAVI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRA 150 
              N PS+ L  + G+   G L A 
Sbjct: 123 FGHNHPSLHLFHSFGFQEWGRLPA 146 
 
 
>ref|ZP_04673483.1| phosphinothricin N-acetyltransferase [Lactobacillus paracasei 
           subsp. paracasei 8700:2] 
 gb|EEQ65736.1| phosphinothricin N-acetyltransferase [Lactobacillus paracasei 
           subsp. paracasei 8700:2] 
          Length = 164 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 40/162 (24%), Positives = 66/162 (40%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E  PATA+D+  +  I N  I T       +PQT  E         + +P  + +V+   
Sbjct: 2   IEFTPATASDLPKIVAIYNETIPTHQATADLQPQTVAEKQAWFAAHNNHFPAWMIQVDHK 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G      +  R+AYD T E ++Y+    +   +GS     + +        +V+A I  
Sbjct: 62  IVGWLTLSAYSDRSAYDQTAEISLYLDVAARGHHVGSAALAFVDREAPKHDLTTVLARIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  S  L    GY   G L A      G  D+  + + F+ 
Sbjct: 122 GHNQASRNLFTKFGYDHWGHLPAIAILPEGEADLEVYGKHFK 163 
 
 
>ref|ZP_02883607.1| GCN5-related N-acetyltransferase [Burkholderia graminis C4D1M] 
 gb|EDT11039.1| GCN5-related N-acetyltransferase [Burkholderia graminis C4D1M] 
          Length = 201 
 
 Score = 47.4 bits (111), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 43/146 (29%), Positives = 63/146 (43%), Gaps = 6/146 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV--A 62 
           +  R AT  D+ A+  I N  + +  V    EP + +    W       Q R  W+V  A 
Sbjct: 30  LSYRDATLDDLPAIVAIYNSTVASRQVTADLEPVSVESRLAWFH-AHGPQKRPLWVVDDA 88 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E  G + G      +  R AY  T E ++Y+  R +  GLG  L    L +  A G  +V 
Sbjct: 89  EAPGRLLGWLSFSDFYGRPAYQRTAEVSIYLDERARGKGLGKQLLAASLAAAPALGIDTV 148 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTL 148 
           +  I   ND S+RL    G+   G+L 
Sbjct: 149 LGFIFGHNDASLRLFRGFGFDTWGSL 174 
 
 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 510



>ref|YP_807782.1| sortase related acyltransferase [Lactobacillus casei ATCC 334] 
 ref|YP_001988695.1| Phosphinothricin N-acetyltransferase [Lactobacillus casei BL23] 
 ref|YP_003789626.1| sortase-like acyltransferase [Lactobacillus casei str. Zhang] 
 gb|ABJ71340.1| Sortase related acyltransferase [Lactobacillus casei ATCC 334] 
 emb|CAQ67837.1| Phosphinothricin N-acetyltransferase [Lactobacillus casei BL23] 
 gb|ADK19776.1| Sortase related acyltransferase [Lactobacillus casei str. Zhang] 
          Length = 166 
 
 Score = 47.4 bits (111), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 40/162 (24%), Positives = 66/162 (40%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +E  PATA+D+  +  I N  I T       +PQT  E         + +P  + +V+   
Sbjct: 2   IEFTPATASDLPKIVAIYNETIPTHQATADLQPQTVAEKQAWFAAHNNHFPAWMIQVDHK 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G      +  R+AYD T E ++Y+    +   +GS     + +        +V+A I  
Sbjct: 62  IVGWLTLSAYSDRSAYDQTAEISLYLDVAARGHHVGSAALAFVDREAPKHDLTTVLARIF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  S  L    GY   G L A      G  D+  + + F+ 
Sbjct: 122 GHNQASRNLFTKFGYDHWGHLPAIAILPEGEADLEVYGKHFK 163 
 
 
>ref|ZP_03265871.1| GCN5-related N-acetyltransferase [Burkholderia sp. H160] 
 gb|EEA02562.1| GCN5-related N-acetyltransferase [Burkholderia sp. H160] 
          Length = 171 
 
 Score = 47.4 bits (111), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 42/146 (28%), Positives = 64/146 (43%), Gaps = 6/146 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           +  R AT  D+ A+  I N  + +  V    EP   ++   W       Q R  W+V +  
Sbjct: 3   LSYRDATFDDLPAIVAIYNSTVPSRQVTADLEPVSVESRHAWFH-AHGPQKRPLWVVEDP 61 
 
Query: 65  E--GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           +  G V G      +  R AY  T E ++Y+    +  GLG  L    L++    G  +V 
Sbjct: 62  KQAGRVIGWLSFSDFYGRPAYQRTAEVSIYLDESTRGQGLGKQLLAAALEAAPGLGIDTV 121 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTL 148 
           +  +   N+PSVRL    G+ A GTL 
Sbjct: 122 LGFVFGHNEPSVRLFRGFGFDAWGTL 147 
 
 
>ref|YP_001651515.1| sortase and related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 3 str. JL03] 
 ref|ZP_07336455.1| sortase and related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 ref|ZP_07338301.1| sortase and related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. 4226] 
 ref|ZP_07527390.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 1 str. 4074] 
 ref|ZP_07529514.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. S1536] 
 ref|ZP_07531677.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 4 str. M62] 
 ref|ZP_07533920.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 ref|ZP_07536092.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 9 str. CVJ13261] 
 ref|ZP_07538299.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 10 str. D13039] 
 ref|ZP_07540445.1| Predicted sortase and acyltransferase [Actinobacillus 
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           pleuropneumoniae serovar 11 str. 56153] 
 gb|ABY69071.1| sortase and related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 3 str. JL03] 
 gb|EFL79104.1| sortase and related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. 4226] 
 gb|EFL81027.1| sortase and related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 gb|EFM85860.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 1 str. 4074] 
 gb|EFM88130.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. S1536] 
 gb|EFM90339.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 4 str. M62] 
 gb|EFM92502.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 gb|EFM94751.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 9 str. CVJ13261] 
 gb|EFM96830.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 10 str. D13039] 
 gb|EFM98920.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 11 str. 56153] 
          Length = 172 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 36/142 (25%), Positives = 59/142 (41%), Gaps = 4/142 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           ++IR +T AD   + +I N  I T  +    E  TP   + W D      ++YP    E  
Sbjct: 1   MQIRKSTEADFETILNIYNQAIPTHQITADLELATPINRRAWFD-FHLTSEQYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++A 
Sbjct: 60  ENGIAGWFSFSPFYERPAFVHTSEISIYLDGSAKGKGYGSKIIKFMQAEMLKHNIHTLMA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N  S  L    G+   G 
Sbjct: 120 YVFELNQISQNLMRKHGFEQWG 141 
 
 
>ref|ZP_07714682.1| phosphinothricin acetyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
 gb|EFQ80451.1| phosphinothricin acetyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
          Length = 166 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 46/167 (27%), Positives = 73/167 (43%), Gaps = 7/167 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIET----STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           + IRPA  AD  A+  I N         + V ++ +    +EW+   E  +   P  VA  
Sbjct: 1   MHIRPAELADAPALTAIYNAGSAAKPAANLVTWQEDVSDREEWLK--EMFKAGSPVFVAV 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF-KSV 122 
            +  V G A    +     Y  TVE +VY++   Q  G+GS L   L+       + +++ 
Sbjct: 59  HDDEVIGWAAYFQFVTPAIYYGTVEDSVYIAPSAQGKGVGSELLDALMDVAADDAYVQTM 118 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           +  I   N+ S+ LH+  G+T  G +     K G    +   QRDFE 
Sbjct: 119 ITYIVDTNEGSIALHKKFGFTETGRMPNIHTKDGVRLGLVHLQRDFE 165 
 
 
>ref|ZP_03324286.1| hypothetical protein BIFCAT_01074 [Bifidobacterium catenulatum 
DSM 
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           16992] 
 gb|EEB22100.1| hypothetical protein BIFCAT_01074 [Bifidobacterium catenulatum DSM 
           16992] 
          Length = 186 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 40/164 (24%), Positives = 66/164 (40%), Gaps = 6/164 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-----E 65 
           R AT  D+ A+ DI N  +     +    P+T ++    +E   D Y   V E      E 
Sbjct: 23  RIATQNDIQAITDIYNAAVIRGGSSADITPRTYEQRKAWVESHHDPYAVFVTETADDDGE 82 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             + G +    +  R  YD   +   Y+  + Q  G+G+   T LL+    +  +    + 
Sbjct: 83  RQIIGFSALSVFYDRAGYDGVTDLAYYIDPQWQGRGVGTYTLTKLLEECRKRNMRKACGI 142 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDF 168 
           I   N  S+ L +  G+T  G +  AA    G   D+ +W  D  
Sbjct: 143 IFADNAGSIALMKWFGFTQFGLMPTAATDSTGTMRDMSYWYLDL 186 
 
 
>ref|YP_796138.1| sortase related acyltransferase [Lactobacillus brevis ATCC 367] 
 gb|ABJ65107.1| Sortase related acyltransferase [Lactobacillus brevis ATCC 367] 
          Length = 165 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 45/153 (29%), Positives = 57/153 (37%), Gaps = 5/153 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAE 63 
           P   R  TAAD A V  I N  I T        P T    Q W  +     D +P  V E 
Sbjct: 2   PATFRLITAADEAQVVAIYNQAIATKGSTADLTPLTVAQRQPWFQEFSP--DHFPLWVIE 59 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
               + G     P+  R AY  T E  +Y+S   Q   LG+     +     A    +++ 
Sbjct: 60  TTAGIVGYVGLEPYSDRQAYAQTAEIAIYLSAAAQGQHLGTQAVNWVEAQAPALHVTTII 119 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
           + I   N  S  L E LGY   G L A     G 
Sbjct: 120 SRIFGHNQASRHLFEKLGYDHWGHLPAIADMQG 152 
 
 
>ref|YP_004228168.1| phosphinothricin acetyltransferase [Burkholderia sp. CCGE1001] 
 gb|ADX55108.1| Phosphinothricin acetyltransferase [Burkholderia sp. CCGE1001] 
          Length = 174 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 40/143 (27%), Positives = 66/143 (46%), Gaps = 6/143 (4%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL--QDRYPWLVAEVEG-- 66 
           R AT  D+ A+  I N  I +  V    EP + +  +        Q R  W+V + E    
Sbjct: 6   RDATLDDLPAIVAIYNSTIASRQVTADLEPVSVESRVAWFHAHGPQKRPLWVVEDAEERG 65 
 
Query: 67  -VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
            V+A ++++  +  R AY  T E ++Y+  R +  GLG  +    L +  A G  +V+   
Sbjct: 66  RVIAWLSFS-DFYGRPAYQRTAEVSIYLDERARGKGLGKQMLAASLAAAPALGIDTVLGF 124 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N+ S+RL    G+   G+L 
Sbjct: 125 IFGHNEASLRLFRGFGFDTWGSL 147 
 
 
>ref|ZP_05704697.1| GNAT family toxin-antitoxin system, toxin component 
           [Cardiobacterium hominis ATCC 15826] 
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 gb|EEV89130.1| GNAT family toxin-antitoxin system, toxin component 
           [Cardiobacterium hominis ATCC 15826] 
          Length = 167 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 39/145 (26%), Positives = 65/145 (44%), Gaps = 5/145 (3%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAE 63 
           P  +R A A D+ A+  I N  I +        P +    Q W    +   +R  ++V + 
Sbjct: 2   PETLRLARADDLPAIVAIYNSTIASREATADLAPVSVAARQAWFAAHQ--GNRPLYVVED 59 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +G +A       +  R AY  + E ++YV+   +  GLG  L   +L+   A   ++V+ 
Sbjct: 60  ADGAIAAWGSFSDYYPREAYRISAEISIYVAPDQRGRGLGKRLLQDMLRRAPALDIENVL 119 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTL 148 
           AVI   N  S+ L +A G+   G L 
Sbjct: 120 AVIFAHNAASLALFQAQGFAEWGRL 144 
 
 
>ref|YP_002549278.1| acetyltransferase [Agrobacterium vitis S4] 
 gb|ACM36272.1| acetyltransferase [Agrobacterium vitis S4] 
          Length = 159 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 28/83 (33%), Positives = 44/83 (53%), Gaps = 7/83 (8%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           +VAEVEG +AG      W AR A +  V S +++S  HQR G+G +L  H  ++M  +G  
Sbjct: 57  IVAEVEGTIAG------WGAREA-ERDVISDIWISPDHQRRGIGRSLVLHFCETMRCEGV 109 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGY 142 
           K         N  +  L+++ G+ 
Sbjct: 110 KQARISTHQNNFAAQALYKSCGF 132 
 
 
>ref|ZP_01135619.1| putative acetyltransferase [Pseudoalteromonas tunicata D2] 
 gb|EAR26732.1| putative acetyltransferase [Pseudoalteromonas tunicata D2] 
          Length = 184 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 40/142 (28%), Positives = 57/142 (40%), Gaps = 6/142 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IR A A D+AAV DI N  I +  V     P + QE   W D    L+   P  V +    
Sbjct: 21  IRKAIATDLAAVVDIYNETIASRIVTADLTPVSYQERQAWFDGHTDLR---PLFVYQSGS 77 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G      +  R AY  TVE ++YV+   +  G+   L  +     +       +A I 
Sbjct: 78  EILGWVSFKTFYGRPAYQGTVEISIYVASHARGQGIAKQLLDYAEHYAQTIAVNVFLAFI 137 
 
Query: 127 GLPNDPSVRLHEALGYTARGTL 148 
              N PS+      G+   G L 
Sbjct: 138 FSHNIPSITFFSRYGFANWGQL 159 
 
 
>ref|ZP_08067122.1| phosphinothricin N-acetyltransferase [Actinobacillus ureae ATCC 
           25976] 
 gb|EFX92039.1| phosphinothricin N-acetyltransferase [Actinobacillus ureae ATCC 
           25976] 
          Length = 172 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
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 Identities = 36/142 (25%), Positives = 59/142 (41%), Gaps = 4/142 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           ++IR +T AD   + +I N  I T  +    E  TP   + W D      ++YP    E  
Sbjct: 1   MQIRKSTEADFETILNIYNQAIPTHQITADLELATPINRRAWFD-FHLTSEQYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++A 
Sbjct: 60  ENGIAGWFSFSPFYERPAFVHTSEISIYLDSSAKGKGYGSKIIEFMQAEMLKHNIYTLMA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N  S  L    G+   G 
Sbjct: 120 YVFELNQVSQNLMRKHGFEQWG 141 
 
 
>ref|ZP_03073379.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri 100-23] 
 gb|EDX43325.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri 100-23] 
          Length = 165 
 
 Score = 47.0 bits (110), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 39/144 (27%), Positives = 63/144 (43%), Gaps = 8/144 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           +IR AT  D+ A+ DI N  I    VN  + P      +EW     +    +P  VA ++ 
Sbjct: 4   QIRLATINDLPAIVDIFNQAIPLQ-VNDESAPIEVADRREW---FMQFDSTHPIWVATID 59 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVA 124 
             V        +    AYD + +  +Y+   ++R  LG  L T+  K +E     ++V+A 
Sbjct: 60  DQVIAWCALEYFYPHPAYDHSAQIAIYIHEDYRRQHLGHDLLTYAQKQIEDHLDIRTVIA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            + + N  S  L  + GY   G L 
Sbjct: 120 YVYIENQASYHLFTSCGYKEWGKL 143 
 
 
>ref|XP_002563497.1| Pc20g10030 [Penicillium chrysogenum Wisconsin 54-1255] 
 emb|CAP86332.1| Pc20g10030 [Penicillium chrysogenum Wisconsin 54-1255] 
          Length = 227 
 
 Score = 46.6 bits (109), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 49/199 (24%), Positives = 78/199 (39%), Gaps = 44/199 (22%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE---- 65 
           RPAT AD+  V DI + YI  S   F T P     + D L  L  R  P+ V   +     
Sbjct: 5   RPATLADIPQVRDINHWYIVNSCSTFATTPPPISHYEDILRDLMRRNLPFYVIVSDTRKT 64 
 
Query: 66  ----GVVAGIAYAGPWKAR-NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ--- 117 
                ++ G AY  P++    +Y  TVE ++++ +  Q+ G G+ +   LL+ ++      
Sbjct: 65  PDGADLILGYAYLSPFRGHLLSYAPTVELSIFMRYDQQQFGYGTIILRKLLRLVQEGEVE 124 
 
Query: 118 -------------GFKSVVAVIG----------LPNDPSV--------RLHEALGYTARG 146 
                        GF S + V+           +P D           + +   G+  +G 
Sbjct: 125 HRCEERVGDIPRIGFGSSMGVMKTSLVQNIIAIIPYDTEAPTDGERLRKWYMKWGFIEKG 184 
 
Query: 147 TLRAAGYKHGGWHDVGFWQ 165 
            L   G K G W D  + Q 
Sbjct: 185 QLENVGRKMGHWIDTVYLQ 203 
 
 
>gb|ABX10632.1| phosphinothricin N-acetyltransferase [uncultured planctomycete 3FN] 
          Length = 243 
 
 Score = 46.6 bits (109), Expect = 0.001,   Method: Compositional matrix adjust. 
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 Identities = 36/138 (26%), Positives = 64/138 (46%), Gaps = 5/138 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64 
           + +R AT  D+  + +I N  I        TEP       EW    +  + R  W++ +  
Sbjct: 76  MTLRDATREDLPQIVEIYNASIPGRLATADTEPINVDDRSEWFQRHDPAR-RPLWVLKQE 134 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           + +VA +     +  R AY  T E  VY++   Q  GLG+ L   L+ +    G  ++++ 
Sbjct: 135 DRIVAWVDLRD-FYGRPAYHATAEIAVYIADDFQGRGLGTLLKRELMDACPRLGVTTLLS 193 
 
Query: 125 VIGLPNDPSVRLHEALGY 142 
            +   N  S+R++E LG+ 
Sbjct: 194 FVFGQNAASIRVNEKLGF 211 
 
 
>ref|ZP_07801142.1| acetyltransferase, GNAT family [Faecalibacterium cf. prausnitzii 
           KLE1255] 
 gb|EFQ05514.1| acetyltransferase, GNAT family [Faecalibacterium cf. prausnitzii 
           KLE1255] 
          Length = 172 
 
 Score = 46.6 bits (109), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 46/155 (29%), Positives = 62/155 (40%), Gaps = 5/155 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIRP    D +AV  I    I T    F+T       W D     + R   LV   +GV 
Sbjct: 4   IEIRPMEPEDWSAVSRIYLEGIATEHATFQTTCPPYSAW-DASHAKECR---LVLLADGV 59 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG         R  Y    E ++YV  + +  GLG  L T L    E  G+ ++ + +  
Sbjct: 60  IAGWTALRRVDPRWCYRGVAEVSIYVGEQFRGHGLGYHLLTELCHQAEKAGYWTLQSTVL 119 
 
Query: 128 LPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDV 161 
             N  S  LH   G+   G   R A   HG W D  
Sbjct: 120 QDNAASRALHTKCGFRLVGRRERIARDCHGRWLDT 154 
 
 
>ref|ZP_05232348.2| acetyltransferase [Listeria monocytogenes FSL N3-165] 
 gb|EEW13365.1| acetyltransferase [Listeria monocytogenes FSL N3-165] 
          Length = 157 
 
 Score = 46.6 bits (109), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 34/132 (25%), Positives = 59/132 (44%), Gaps = 3/132 (2%) 
 
Query: 38  TEPQTPQEWIDDLERLQDRY---PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 94 
           T   T QE    LE   ++Y     LV  + G V G A   P+ + +AY    E ++Y++ 
Sbjct: 19  TGNATFQEKTLSLEAFDEKYLNTCRLVVLMNGEVIGWAALLPFSSMHAYRGVAELSIYIA 78 
 
Query: 95  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154 
              +  G+G  L   ++++ E   F ++ ++I   N  S+ LH   G+         G   
Sbjct: 79  KSARGKGVGKALMHEIIQTSEQNDFWTLQSLIFPENKASIALHHTYGFQTLCIHEKLGEM 138 
 
Query: 155 HGGWHDVGFWQR 166 
           +G + DV   +R 
Sbjct: 139 NGVFRDVALLER 150 
 
 
>ref|ZP_01724099.1| phosphinothricin N-acetyltransferase [Bacillus sp. B14905] 
 gb|EAZ85474.1| phosphinothricin N-acetyltransferase [Bacillus sp. B14905] 
          Length = 114 
 
 Score = 46.6 bits (109), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 34/113 (30%), Positives = 53/113 (46%), Gaps = 4/113 (3%) 
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Query: 36  FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 95 
           F+TE  + + W D       R+   VAE    V G     P   R  Y    E +VY+S  
Sbjct: 4   FQTEVPSERVW-DGGHHTALRF---VAEEHNRVVGWIVISPVSTRAVYSGVGEVSVYISI 59 
 
Query: 96  RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            ++  G+ S L+  L++  E +GF +V + I   N  S+ LH+ +G+   G L 
Sbjct: 60  DNKGKGIASKLFEILIEESEKEGFWTVQSSIFAINTSSIHLHKKMGFKIVGKL 112 
 
 
>ref|YP_001968334.1| predicted sortase--related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 7 str. AP76] 
 gb|ACE61192.1| predicted sortase--related acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 7 str. AP76] 
          Length = 137 
 
 Score = 46.6 bits (109), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 35/138 (25%), Positives = 58/138 (42%), Gaps = 4/138 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           ++IR +T AD   + +I N  I T  +    E  TP   + W D      ++YP    E  
Sbjct: 1   MQIRKSTEADFETILNIYNQAIPTHQITADLELATPINRRAWFD-FHLTSEQYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++A 
Sbjct: 60  ENGIAGWFSFSPFYERPAFVHTSEISIYLDSSAKGKGYGSKIIEFMQAEMLKHNIHTLMA 119 
 
Query: 125 VIGLPNDPSVRLHEALGY 142 
            +   N  S  L    G+ 
Sbjct: 120 YVFELNQVSQNLMRKHGF 137 
 
 
>ref|YP_002834382.1| putative N-acetyltransferase [Corynebacterium aurimucosum ATCC 
           700975] 
 ref|ZP_06042261.1| putative N-acetyltransferase [Corynebacterium aurimucosum ATCC 
           700975] 
 gb|ACP32444.1| putative N-acetyltransferase [Corynebacterium aurimucosum ATCC 
           700975] 
          Length = 167 
 
 Score = 46.6 bits (109), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 39/165 (23%), Positives = 75/165 (45%), Gaps = 7/165 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIE----TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           +RPA  AD  A+  I N        T+ V ++   +  ++W+  +E  ++ +P  VA  + 
Sbjct: 3   VRPAELADAPAISAIYNAASAAKPATNLVTWQESVEDREKWLAQME--EEGFPVYVAVDD 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF-KSVVA 124 
             + G A    +     Y  T E ++Y++   +  G+GS L   L+   +   + ++++  
Sbjct: 61  DEIVGWATYFQFVTPAIYYGTAEDSIYIAESARGKGVGSELMDTLMDHAKENDYVETMIT 120 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
            I   N+ S+ LH+  G+   G +     K G    +   QRDF+ 
Sbjct: 121 YIVDTNESSIALHQKFGFVETGRMPNIHTKDGVRLGLVHLQRDFD 165 
 
 
>ref|YP_001272503.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri DSM 
20016] 
 ref|YP_001842806.1| putative phosphinothricin N-acetyltransferase [Lactobacillus 
           reuteri JCM 1112] 
 ref|ZP_03848389.1| acetyltransferase [Lactobacillus reuteri MM2-3] 
 ref|ZP_08163011.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri MM4-
1A] 
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 gb|ABQ84166.1| GCN5-related N-acetyltransferase [Lactobacillus reuteri DSM 20016] 
 dbj|BAG26326.1| putative phosphinothricin N-acetyltransferase [Lactobacillus 
           reuteri JCM 1112] 
 gb|EEI08939.1| acetyltransferase [Lactobacillus reuteri MM2-3] 
 gb|EGC14796.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri MM4-1A] 
          Length = 165 
 
 Score = 46.2 bits (108), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 40/144 (27%), Positives = 63/144 (43%), Gaps = 8/144 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           +IR AT  D+ A+ DI N  I    VN  + P      +EW     +    +P  VA ++ 
Sbjct: 4   QIRLATINDLPAIVDIFNQAIPLQ-VNDESAPIEVADRREW---FMQFDSTHPIWVATMD 59 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVA 124 
             V        +    AYD + +  +Y+   ++R  LG  L T+  K +E     ++V+A 
Sbjct: 60  DQVIAWCALEYFYPHPAYDHSAQIAIYIHEDYRRQHLGRDLLTYAQKRIEDHLDIRTVIA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I + N  S  L  + GY   G L 
Sbjct: 120 YIYIENQASYHLFTSCGYKEWGKL 143 
 
 
>ref|ZP_05366550.1| acetyltransferase, gnat family [Corynebacterium 
tuberculostearicum 
           SK141] 
 gb|EET76845.1| acetyltransferase, gnat family [Corynebacterium tuberculostearicum 
           SK141] 
          Length = 166 
 
 Score = 46.2 bits (108), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 46/167 (27%), Positives = 73/167 (43%), Gaps = 7/167 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIET----STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           + IRPA  AD  A+  I N         + V ++ +    +EW+   E  +   P  VA  
Sbjct: 1   MHIRPAELADAPALTAIYNAGSAAKPAANLVTWQEDVSDREEWLK--EMFKAGSPVFVAV 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF-KSV 122 
            +  V G A    +     Y  TVE +VY++   Q  G+GS L   L+       + +++ 
Sbjct: 59  HDDEVIGWAAYFQFVTPAIYYGTVEDSVYIAPSAQGKGVGSELLDALMDVAADDTYVQTM 118 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           +  I   N+ S+ LH+  G+T  G +     K G    +   QRDFE 
Sbjct: 119 ITYIVDTNEGSIALHKKFGFTETGRMPNIHTKDGVRLGLVHLQRDFE 165 
 
 
>ref|ZP_07542630.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 12 str. 1096] 
 gb|EFN01153.1| Predicted sortase and acyltransferase [Actinobacillus 
           pleuropneumoniae serovar 12 str. 1096] 
          Length = 172 
 
 Score = 46.2 bits (108), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 36/142 (25%), Positives = 59/142 (41%), Gaps = 4/142 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           ++IR +T AD   + +I N  I T  +    E  TP   + W D      ++YP    E  
Sbjct: 1   MQIRKSTEADFETILNIYNQAIPTHQITADLELATPINRRAWFDS-HLTSEQYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++A 
Sbjct: 60  ENGIAGWFSFSPFYERPAFVHTSEISIYLDGSAKGKGYGSKIIKFMQAEMLKHNIHTLMA 119 
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Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N  S  L    G+   G 
Sbjct: 120 YVFELNQISQNLMRKHGFEQWG 141 
 
 
>ref|YP_003321282.1| GCN5-like N-acetyltransferase [Sphaerobacter thermophilus DSM 
           20745] 
 gb|ACZ40460.1| GCN5-related N-acetyltransferase [Sphaerobacter thermophilus DSM 
           20745] 
          Length = 182 
 
 Score = 46.2 bits (108), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 49/165 (29%), Positives = 70/165 (42%), Gaps = 4/165 (2%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-- 62 
           R  V +RPA   D AA+ +I N  I      F TE +T +E    L      +P LVA   
Sbjct: 6   RAAVIVRPAELRDAAAIAEIYNQGIRGRMATFETEERTAEERARWLAAHDKHHPVLVAVD 65 
 
Query: 63  -EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
            E + V AG   A  +++R  Y    E +VYV   ++  G+G+ L    L + E  G    
Sbjct: 66  PETDQV-AGWISADHYRSRWCYRGVAEFSVYVHEDYRGRGVGAALMEAFLPACEQAGLWK 124 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +++ I   N  S  L    G+   G         G W DV   +R 
Sbjct: 125 LLSRIFPENKASRALCARFGFREVGIYEKHAQLDGVWKDVVIVER 169 
 
 
>ref|ZP_07296419.1| GNAT family acetyltransferase [Streptomyces hygroscopicus ATCC 
           53653] 
 gb|EFL24788.1| GNAT family acetyltransferase [Streptomyces hygroscopicus ATCC 
           53653] 
          Length = 169 
 
 Score = 46.2 bits (108), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 34/102 (33%), Positives = 46/102 (45%) 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           +G V G   A     R AY   VE +VYV    +  G+G  L   L+ S EA G  ++ + 
Sbjct: 62  DGRVLGWVAATKVSDRCAYAGVVEHSVYVHPAARNRGVGLALLNALIASTEAAGIWTIQS 121 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            I   N  S+ LH+  G+   GT    G  H  W DV   +R 
Sbjct: 122 GIFPENATSLGLHQRAGFRVIGTRERIGRHHDVWRDVVLIER 163 
 
 
>emb|CBL03028.1| Sortase and related acyltransferases [Faecalibacterium prausnitzii 
           SL3/3] 
          Length = 172 
 
 Score = 45.8 bits (107), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 47/158 (29%), Positives = 63/158 (39%), Gaps = 5/158 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP T  D  AV  I    I T    F+TE      W D     + R   LV    GV+A 
Sbjct: 6   IRPMTPEDWGAVSRIYVEGIATEYATFQTECPPYTAW-DASHTKECR---LVILSGGVLA 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G         R  Y    E ++YV  + +  GLG  L + L  + E  G+ ++ + +    
Sbjct: 62  GWCALHRVDPRWCYRGVAEVSIYVGEQFRGHGLGFQLLSALCAAAEKAGYWTLQSTVLQD 121 
 
Query: 130 NDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQR 166 
           N  S  LH   G+   G   R A   HG W D    +R 
Sbjct: 122 NTASRALHAKCGFRLVGRRERIARDCHGHWLDTYLMER 159 
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>ref|ZP_06500010.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. 
syringae 
           FF5] 
          Length = 104 
 
 Score = 45.8 bits (107), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 31/89 (34%), Positives = 43/89 (48%), Gaps = 7/89 (7%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER----LQDRYPWLVAEV 64 
           ++R A   DM AV  I   ++     +F  EP    E    L+R    L    P+LVAE  
Sbjct: 19  DLRDARDDDMPAVQAIYADHVLHGISSFELEPPDLAEL---LQRRRMVLAKGLPYLVAER 75 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYV 93 
            G + G  Y  P++ R  Y +TVE +VYV 
Sbjct: 76  GGEIVGYGYVTPYRPRPGYRFTVEDSVYV 104 
 
 
>ref|ZP_03463681.1| hypothetical protein BACPEC_02780 [Bacteroides pectinophilus ATCC 
          43243] 
 gb|EEC56273.1| hypothetical protein BACPEC_02780 [Bacteroides pectinophilus ATCC 
          43243] 
          Length = 117 
 
 Score = 45.8 bits (107), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 24/75 (32%), Positives = 38/75 (50%) 
 
Query: 4  ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
          E+  + IR AT  D   +  I   Y+E + V F     +  E+   +E    +YP+LVA  
Sbjct: 2  EKLDISIRTATPDDAEGLLAIYAQYVENTAVTFEYSVPSEAEFRRRIENTLKKYPYLVAV 61 
 
Query: 64 VEGVVAGIAYAGPWK 78 
           +G + G AYAG ++ 
Sbjct: 62 SQGEIVGYAYAGEFR 76 
 
 
>ref|YP_581302.1| GCN5-related N-acetyltransferase [Psychrobacter cryohalolentis K5] 
 gb|ABE75818.1| GCN5-related N-acetyltransferase [Psychrobacter cryohalolentis K5] 
          Length = 211 
 
 Score = 45.8 bits (107), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 40/154 (25%), Positives = 70/154 (45%), Gaps = 16/154 (10%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVE- 65 
           ++ ATA D++ V  I N  I         EP T +E   W  +      R  ++V  ++  
Sbjct: 32  VQYATANDLSEVLAIYNQSIAGKQATANLEPVTYEERAAWFVEHIESATRPIYVVRMIDI 91 
 
Query: 66  -----------GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
                       +VA  +++  + AR AY  + E ++Y+ + +   GLGS L   +L+   
Sbjct: 92  AVEDDMHKKHPSIVAWGSFSDLY-ARPAYHISSEISIYIHNNYHSRGLGSLLLRWMLQQA 150 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            + G ++V A+I   N PS+ L   LG+   G + 
Sbjct: 151 PSLGIRNVAALIFAHNQPSLGLFRKLGFEQWGLM 184 
 
 
>ref|YP_001125715.1| phosphinothricin N-acetyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
 gb|ABO66970.1| Phosphinothricin N-acetyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
          Length = 93 
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 Score = 45.8 bits (107), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 27/84 (32%), Positives = 43/84 (51%) 
 
Query: 83  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           Y    E +VYV    +  G+G  L   ++K  E +GF ++ A I   N PS+RLH+++G+ 
Sbjct: 2   YKGVGEVSVYVRDVSRGKGVGKQLLQAIIKESEEKGFWTLTAGIFPENIPSLRLHQSVGF 61 
 
Query: 143 TARGTLRAAGYKHGGWHDVGFWQR 166 
              G  +  G  +  W DV   +R 
Sbjct: 62  RVVGIRQRIGKLNRVWRDVVILER 85 
 
 
>ref|YP_003783135.1| hypothetical protein cpfrc_00734 [Corynebacterium 
           pseudotuberculosis FRC41] 
 gb|ADK28528.1| hypothetical protein cpfrc_00734 [Corynebacterium 
           pseudotuberculosis FRC41] 
 gb|ADL10216.1| Putative phosphinothricin N-acetyltransferase [Corynebacterium 
           pseudotuberculosis C231] 
 gb|ADL20626.1| Putative phosphinothricin N-acetyltransferase [Corynebacterium 
           pseudotuberculosis 1002] 
 gb|ADO26008.1| Putative phosphinothricin N-acetyltransferase [Corynebacterium 
           pseudotuberculosis I19] 
          Length = 186 
 
 Score = 45.8 bits (107), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 32/116 (27%), Positives = 51/116 (43%), Gaps = 7/116 (6%) 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E +  + G   A P  +R+ +   VE ++Y+    +  G+   L   L+   +  G  S+ 
Sbjct: 60  ENDSKILGWVSAAPISSRSVFRGVVEDSIYIHPDARGRGVAGALLDKLIDVCQGLGMWSI 119 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTL-----RAAGYKHGGWHDVGFWQRDFELPAP 173 
            + I   N+ S RLHE+ G+   GTL        G   G W D   W++   LP P 
Sbjct: 120 HSWIFPENEGSARLHESRGFEKVGTLGHLAKMTYGEMAGQWRDTDIWEK--LLPKP 173 
 
 
>ref|ZP_03973757.1| acetyltransferase [Lactobacillus reuteri CF48-3A] 
 ref|ZP_07126236.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri 
SD2112] 
 gb|EEI66347.1| acetyltransferase [Lactobacillus reuteri CF48-3A] 
 gb|EFK87538.1| phosphinothricin N-acetyltransferase [Lactobacillus reuteri SD2112] 
          Length = 165 
 
 Score = 45.8 bits (107), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 39/144 (27%), Positives = 64/144 (44%), Gaps = 8/144 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVE 65 
           +IR AT  D+ A+ DI N  I    VN  + P      +EW     +  + +P  VA ++ 
Sbjct: 4   QIRLATINDLPAIVDIFNQAIPLQ-VNDESAPIEVADRREW---FMQFDNTHPIWVATMD 59 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVA 124 
             V        +    AYD + +  +Y+   +++  LG  L T+  K +E     ++V+A 
Sbjct: 60  DQVIAWCALEYFYPHPAYDHSAQIAIYIHEDYRQQHLGRDLLTYAQKQIEDHLDIRTVIA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I + N  S  L  + GY   G L 
Sbjct: 120 YIYIENQASYHLFTSCGYKEWGKL 143 
 
 
>ref|ZP_04609105.1| GCN5 N-acetyltransferase [Micromonospora sp. ATCC 39149] 
 gb|EEP75035.1| GCN5 N-acetyltransferase [Micromonospora sp. ATCC 39149] 
          Length = 165 
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 Score = 45.8 bits (107), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 43/157 (27%), Positives = 62/157 (39%), Gaps = 3/157 (1%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP  AAD   V  I    ++    +F T   T  E+  D  R    +  +  +  G V  
Sbjct: 6   IRPMVAADADRVLAIYRAGLDGGDASFETVAPTWAEF--DATR-SAAHRLVAVDDTGAVL 62 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G     P   R  Y   VE +VYV    +  G+   L   L+ + EA    ++ + +    
Sbjct: 63  GWVAVSPTSTRPVYAGVVEHSVYVDPAARGRGVARLLLDALIAATEAARIWTIQSGVFPE 122 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           N  S+ LH   G+   G     G  HG W DV   +R 
Sbjct: 123 NVASLALHARAGFRVVGVRERVGRHHGRWRDVVLLER 159 
 
 
>ref|YP_518100.1| hypothetical protein DSY1867 [Desulfitobacterium hafniense Y51] 
 ref|YP_002459481.1| GCN5-related N-acetyltransferase [Desulfitobacterium hafniense 
           DCB-2] 
 dbj|BAE83656.1| hypothetical protein [Desulfitobacterium hafniense Y51] 
 gb|ACL21045.1| GCN5-related N-acetyltransferase [Desulfitobacterium hafniense 
           DCB-2] 
          Length = 166 
 
 Score = 45.8 bits (107), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 40/163 (24%), Positives = 67/163 (41%), Gaps = 7/163 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQD-RYPWLVAEVE 65 
           +R A   D+  +  I N  +  +   F  E ++    + W  +    QD  YP  V E + 
Sbjct: 7   LRQAQVKDLERINAIYNWAVLNTVATFDLEERSLAAAEVWFGNH---QDPYYPVYVVENQ 63 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G     P+  R AY  + E ++Y++       +G  L   L +  +  G+ +++   
Sbjct: 64  GQVTGWGSLSPFHPRAAYKQSGEFSIYIAPEWTGQSMGDALLKVLCQEAKKLGYHTLLGR 123 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           I   N+ S+ L +  G+   G     G K G   DV   Q  F 
Sbjct: 124 ITSTNEKSISLAKKHGFWEAGKYHEVGTKFGQCLDVMIMQIIF 166 
 
 
>ref|YP_004095829.1| GCN5-related N-acetyltransferase [Bacillus cellulosilyticus DSM 
           2522] 
 gb|ADU31098.1| GCN5-related N-acetyltransferase [Bacillus cellulosilyticus DSM 
           2522] 
          Length = 170 
 
 Score = 45.8 bits (107), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 28/113 (24%), Positives = 55/113 (48%), Gaps = 12/113 (10%) 
 
Query: 42  TPQEWIDDLERLQ----------DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES-T 90 
            P+E+++ L   Q          D  P  VAE  G + G A  G  ++    ++  E    
Sbjct: 30  VPEEYLNTLSYEQREVMWKRGIADNNPIFVAEDFGSIVGFATGGKERSAKYEEYEGEVYA 89 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 143 
           +Y+   ++  G+G  L+  ++  +   G  S++ ++ L ++PS++ +EALG T 
Sbjct: 90  IYILKEYEGRGIGKRLFNQVVNEIVGYGMNSMIVLV-LEDNPSIQFYEALGGT 141 
 
 
>ref|ZP_08042081.1| GNAT family acetyltransferase [Streptococcus equinus ATCC 9812] 
 gb|EFW88316.1| GNAT family acetyltransferase [Streptococcus equinus ATCC 9812] 
          Length = 164 
 
 Score = 45.4 bits (106), Expect = 0.003,   Method: Compositional matrix adjust. 
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 Identities = 40/158 (25%), Positives = 67/158 (42%), Gaps = 13/158 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ-EWIDDLERLQDRYPWLVAEVEG 66 
           ++IRP    D+  V  + N     +  NF T    P       ++  Q+   +LVAE  G 
Sbjct: 1   MQIRPMKLEDIEQVVAMEN----KTWDNFNTPASLPAVNKHKIIQAFQNHSHYLVAEENG 56 
 
Query: 67  VVAGI----AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           V+ G+    AY     AR+   + +     V    Q  G+G +L        ++  +K V 
Sbjct: 57  VILGVLDYHAYYPFPSARHVVSFIIA----VDKDTQGKGIGHSLIQAFFTVAKSDNYKKV 112 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
           V  +   N  + R +E +G+T   TL+   Y +G + D 
Sbjct: 113 VIHVLSSNKNACRFYENIGFTLEATLKNQFYLNGTYVD 150 
 
 
>gb|EEH23616.1| conserved hypothetical protein [Paracoccidioides brasiliensis Pb03] 
 gb|EEH50090.1| conserved hypothetical protein [Paracoccidioides brasiliensis Pb18] 
          Length = 183 
 
 Score = 45.4 bits (106), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 34/124 (27%), Positives = 62/124 (50%), Gaps = 17/124 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWI-DDLERLQDR-YPWLVA--- 62 
           ++IRPAT +D+  +  I  HY+  + + F    + P  ++ D L   +DR  P+LVA    
Sbjct: 3   IKIRPATESDIPQMHSIFTHYVLNTVITFLIN-KPPLSYVADKLYATRDRGLPFLVAVER 61 
 
Query: 63  ----------EVEGVVAGIAYAGPWKAR-NAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
                     + +  V G     P++ +  AY  TVE +++V   +Q  G+GS L + L+ 
Sbjct: 62  PEGANTSNEVDAQEKVCGYTQVSPFRGQLLAYGPTVELSLFVHPDYQSQGIGSKLLSSLI 121 
 
Query: 112 KSME 115 
           + ++ 
Sbjct: 122 ELLK 125 
 
 
>ref|ZP_07870722.1| gnat family acetyltransferase [Listeria marthii FSL S4-120] 
 gb|EFR87765.1| gnat family acetyltransferase [Listeria marthii FSL S4-120] 
          Length = 165 
 
 Score = 45.4 bits (106), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 34/138 (24%), Positives = 62/138 (44%), Gaps = 4/138 (2%) 
 
Query: 29  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 88 
           I+T    F+ +  T + W  D + L+     LV  +   V G A   P+ +  AY    E 
Sbjct: 25  IDTGNATFQEKTLTLEAW--DEKYLKS--CRLVVLMNDQVIGWAALLPFSSMYAYRGVAE 80 
 
Query: 89  STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            ++Y++   +  G+G  L   ++++ E  GF ++ ++I   N  S+ LH   G+       
Sbjct: 81  LSIYIAKSARGKGVGKALMHEIIQTSEQNGFWTLQSLIFPENKASIALHHTYGFRTLCVH 140 
 
Query: 149 RAAGYKHGGWHDVGFWQR 166 
              G  +G + DV   +R 
Sbjct: 141 EKLGEMNGVFRDVALLER 158 
 
 
>ref|ZP_04753113.1| sortase and related acyltransferase [Actinobacillus minor NM305] 
 gb|EER47535.1| sortase and related acyltransferase [Actinobacillus minor NM305] 
          Length = 170 
 
 Score = 45.4 bits (106), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 36/142 (25%), Positives = 60/142 (42%), Gaps = 4/142 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
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           + IR +T AD   +  I N  I T  +    E  T    + W D      ++YP    E  
Sbjct: 1   MRIRKSTEADFETILAIYNQAIPTHQITADLELATTTNRRAWFD-FHLSSEKYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+  + +  G GS +   +   M   G  +++A 
Sbjct: 60  EEGIAGWFSFSPFYERPAFIHTSEISIYLDGKAKGKGYGSVIIQFMQAEMLNHGIHTLMA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N+ S +L    G+   G 
Sbjct: 120 YVFEMNEVSQKLMYKHGFEQWG 141 
 
 
>ref|NP_104417.1| hypothetical protein mlr3271 [Mesorhizobium loti MAFF303099] 
 dbj|BAB50203.1| mlr3271 [Mesorhizobium loti MAFF303099] 
          Length = 174 
 
 Score = 45.1 bits (105), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 43/170 (25%), Positives = 74/170 (43%), Gaps = 21/170 (12%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLERLQDRY--- 57 
           SPE+   +IR    +D  A+C I N         FR    + P E ++++ER   +     
Sbjct: 8   SPEKIQPQIRSVRPSDAEALCAIFN------MPGFRWGTLRMPFERVEEVERRIAKSGQE 61 
 
Query: 58  -PWLVAEVEGVVAG----IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
             W+VAE++G V G    +    P ++        E  + +       G+GS +   LL  
Sbjct: 62  TTWIVAELDGKVVGHGSLVVQGSPRRSHIG-----EINIGLDDAFVGKGIGSAILGALLD 116 
 
Query: 113 SMEA-QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
             +  +  K V       N+P++RL+ + G+   G    AG+  G +HD+ 
Sbjct: 117 VADNWRALKRVELTAYADNEPAIRLYTSHGFEVEGRHVKAGFTDGQYHDL 166 
 
 
>ref|YP_561875.1| GCN5-related N-acetyltransferase [Shewanella denitrificans OS217] 
 gb|ABE54152.1| GCN5-related N-acetyltransferase [Shewanella denitrificans OS217] 
          Length = 147 
 
 Score = 45.1 bits (105), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 38/139 (27%), Positives = 67/139 (48%), Gaps = 9/139 (6%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR     D+ A+ +  N  +   T N + + +T    +  L    D+  +LVAE++G  
Sbjct: 1   MKIRTGQHTDLIALVNF-NQAMALETENLQLDSETLTLGVSTLLAHPDKGCYLVAEIDGE 59 
 
Query: 68  VAGIAYA----GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSV 122 
           +AG          W+A+N Y W    +VY+  +++R G+ + LY  +    + Q G  S  
Sbjct: 60  IAGSLMVTFEWSDWRAKNYY-WI--QSVYILPQYRRQGIYAKLYQAVKDLAKEQGGAASF 116 
 
Query: 123 VAVIGLPNDPSVRLHEALG 141 
              +   N P+ R +EALG 
Sbjct: 117 RLYVENENTPAQRTYEALG 135 
 
 
>ref|YP_002138059.1| GNAT family acetyltransferase [Geobacter bemidjiensis Bem] 
 gb|ACH38263.1| acetyltransferase, GNAT family [Geobacter bemidjiensis Bem] 
          Length = 177 
 
 Score = 45.1 bits (105), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 43/156 (27%), Positives = 64/156 (41%), Gaps = 20/156 (12%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID---DLERLQ---DRYPWLV 61 
           + IRPA   ++  + DIV             E +   +W D   D   LQ   D     V 
Sbjct: 2   ILIRPAKMTELDTLLDIVQ------AATRHMEAKGIHQWDDIYPDRAILQSDVDSQHMHV 55 
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Query: 62  AEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHR------HQRLGLGSTLYTHLLKS 113 
            EV+G + G+      ++    D  W     V V HR      HQR G+ + L     K+ 
Sbjct: 56  IEVDGRIVGMISINDSQSPEYQDVKWQYSGRVLVIHRLTIDPSHQRQGMATRLMDFAEKT 115 
 
Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
            E QG++++       N  +  L+E LGY   GT+R 
Sbjct: 116 AEKQGYETIRFDAFTQNPGATALYEHLGYEKAGTVR 151 
 
 
>ref|YP_004044624.1| acetyltransferase [Halogeometricum borinquense DSM 11551] 
 gb|ADQ69268.1| acetyltransferase [Halogeometricum borinquense DSM 11551] 
          Length = 170 
 
 Score = 44.7 bits (104), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 37/143 (25%), Positives = 63/143 (44%), Gaps = 12/143 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD--------LERLQDRYPW 59 
           + IR AT +D  A+  I     +T      T  +T +E + D         E  +++    
Sbjct: 1   MNIRTATESDTHAILRIAEQSWKTDYPEILTR-ETAEEAVTDWYTSEQIEAELNEEQTMI 59 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           LVAE EG V G A+A  W       + +   +YV   H+R  +G  L      ++  QG  
Sbjct: 60  LVAEREGAVVGFAHAA-WNDSEEDGYILR--IYVHPEHRRENIGRELLERTCTNLAEQGI 116 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGY 142 
           + + A++ + NDP    ++  G+ 
Sbjct: 117 ERINAMVLVENDPGNAFYKRFGF 139 
 
 
>ref|ZP_03931540.1| possible Phosphinothricin acetyltransferase [Corynebacterium 
           accolens ATCC 49725] 
 gb|EEI15479.1| possible Phosphinothricin acetyltransferase [Corynebacterium 
           accolens ATCC 49725] 
          Length = 166 
 
 Score = 44.7 bits (104), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 44/166 (26%), Positives = 72/166 (43%), Gaps = 7/166 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVN----FRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           + IRPA  AD  ++  I N        N    ++ E    ++W+ +L +     P LVA  
Sbjct: 1   MHIRPAELADAPSISAIYNAASAAKPANNLITWQEEVSEREDWLKELSKAGS--PVLVAV 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSV 122 
            +  + G A    +     Y  TVE +VY+S   Q  G+GS L   L+  + +    +++ 
Sbjct: 59  DDDEIIGWAAYFQFVTPAIYYGTVEDSVYISPAAQGKGVGSELLDALMDIAADDSYIETM 118 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +  I   N  S+ LH+  G+   G +     K G    +   QRDF 
Sbjct: 119 ITYIVDTNAGSIALHKKFGFIETGRMPNIHTKDGVRLGLVHLQRDF 164 
 
 
>ref|YP_089481.1| hypothetical protein MS2289 [Mannheimia succiniciproducens MBEL55E] 
 gb|AAU38896.1| unknown [Mannheimia succiniciproducens MBEL55E] 
          Length = 176 
 
 Score = 44.7 bits (104), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 36/147 (24%), Positives = 63/147 (42%), Gaps = 10/147 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID--DLERLQDRYPWLVAEV--- 64 
           IR A   D   + DI N  I +  +    EP T +   D  +     +R+P  V E     
Sbjct: 3   IRIAKKQDYPQIIDIYNQAIPSRRITADLEPVTMESRKDWFEFHLHSERHPIWVLENSII 62 
 
Query: 65  -----EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
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                E  + G     P+  R A+D TVE ++Y+ ++ +  G GS +   + + M  +   
Sbjct: 63  KNNQEEKQILGWCTFSPFYPRAAFDNTVEISIYLDNKAKGNGYGSKILQFMKEQMMCRDI 122 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARG 146 
            +++A +   N+ S +  E  G+   G 
Sbjct: 123 NTLMAYVIEENNISRKAFEKQGFKLWG 149 
 
 
>ref|YP_004260817.1| GCN5-like N-acetyltransferase [Cellulophaga lytica DSM 7489] 
 gb|ADY27946.1| GCN5-related N-acetyltransferase [Cellulophaga lytica DSM 7489] 
          Length = 163 
 
 Score = 44.7 bits (104), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 39/156 (25%), Positives = 61/156 (39%), Gaps = 9/156 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--- 64 
           +E +P + A+ ++V  I    I T    F T+  T   W       +   P+    +    
Sbjct: 1   MEFKPISKANYSSVAKIYQDGISTGVATFETKVPTWDVW------SKAHLPFGCIALFTN 54 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           EG + G A      +R  Y    E +VYV+   +  G G  L   L+   E     ++ A 
Sbjct: 55  EGTMQGWASLAAVSSRCVYGGVAEVSVYVAANARGKGYGKLLLKQLITISEQNNIWTLQA 114 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
            I   N  S+ LH+  G+   G     G  +G W D 
Sbjct: 115 GIMRANKASLHLHKECGFREIGYREKIGRLNGKWLD 150 
 
 
>ref|ZP_02092539.1| hypothetical protein FAEPRAM212_02833 [Faecalibacterium 
prausnitzii 
           M21/2] 
 gb|EDP20049.1| hypothetical protein FAEPRAM212_02833 [Faecalibacterium prausnitzii 
           M21/2] 
          Length = 202 
 
 Score = 44.7 bits (104), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 47/158 (29%), Positives = 62/158 (39%), Gaps = 5/158 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP T  D  AV  I    I T    F+TE      W D     + R   LV    GV+A 
Sbjct: 36  IRPMTPEDWGAVSRIYVEGIATEYATFQTECPPYTAW-DASHTKECR---LVILSGGVLA 91 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G         R  Y    E ++YV  + +  GLG  L   L  + E  G+ ++ + +    
Sbjct: 92  GWCALHRVDPRWCYRGVAEVSIYVGEQFRGHGLGFQLLNALCAAAEKAGYWTLQSTVLQD 151 
 
Query: 130 NDPSVRLHEALGYTARG-TLRAAGYKHGGWHDVGFWQR 166 
           N  S  LH   G+   G   R A   HG W D    +R 
Sbjct: 152 NAASRALHAKCGFRLVGHRERIARDCHGHWLDTYLMER 189 
 
 
>ref|YP_233975.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
 gb|AAY35937.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. syringae 
           B728a] 
          Length = 161 
 
 Score = 44.7 bits (104), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 32/125 (25%), Positives = 59/125 (47%), Gaps = 7/125 (5%) 
 
Query: 41  QTPQEWIDDLERLQDRYPW----LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 96 
           + P + I+D+++L +        LVAE +G+V G A    ++ R  +    +  + V+   
Sbjct: 31  RMPHQSINDVKKLVESRSASGLSLVAECDGMVVGCAMLYRFQGRRQH--VADFWMGVADS 88 
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Query: 97  HQRLGLGSTLYTHLLKSMEA-QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 155 
           H R G+G  L + L  +       K +   + + N P++ L+E  G+   GT R   Y+  
Sbjct: 89  HHRQGIGDLLLSELTATASRWMNLKRLELTVFVDNKPAIALYEKNGFVIEGTHRKFAYRD 148 
 
Query: 156 GGWHD 160 
           G + D 
Sbjct: 149 GEYID 153 
 
 
>ref|YP_002941961.1| GCN5-related N-acetyltransferase [Variovorax paradoxus S110] 
 gb|ACS16695.1| GCN5-related N-acetyltransferase [Variovorax paradoxus S110] 
          Length = 160 
 
 Score = 44.7 bits (104), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 45/153 (29%), Positives = 65/153 (42%), Gaps = 10/153 (6%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           R AT  D+ AV  I   Y+  S V F   +P    E+    + L D   + + E EG VA 
Sbjct: 3   RLATPQDLEAVFTI---YMHESVVPFLGYDPMPLDEFRAIYKELVDSRSFYLYEAEGRVA 59 
 
Query: 70  GIAYAG--PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           G   A   P +AR+        T+ V       G+   +    +  ++A+G K +      
Sbjct: 60  GFYRATRYPGRARHV---ACFGTLAVDPSLHGKGIAQAMVNDAIARLKAEGVKRIELYAE 116 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
             N P +R +E LG+   GTLR   YK  G  D 
Sbjct: 117 SDNAPGLRFYEKLGFEYEGTLRRF-YKRAGEAD 148 
 
 
>ref|YP_003936999.1| GNAT family acetyltransferase [Clostridium sticklandii DSM 519] 
 emb|CBH22094.1| putative Acetyltransferase, GNAT family protein [Clostridium 
           sticklandii] 
          Length = 165 
 
 Score = 44.7 bits (104), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 32/110 (29%), Positives = 50/110 (45%), Gaps = 15/110 (13%) 
 
Query: 59  WLVAEVEGVVAGIAYA----GPWKARNAYDWTVES--------TVYVSHRHQRLGLGSTL 106 
           + V EV+G VA    A     P+ + N Y W +++         V VS  +Q +G+G  + 
Sbjct: 47  FKVVEVDGKVAAFLIAVRENKPYASVN-YKWFLDNYDKFLYVDRVVVSEDYQHMGIGRLI 105 
 
Query: 107 YTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGYTARGTLRAAGYK 154 
           Y  +     + G   + A I +  PN  S++ HEA G+   G    AG K 
Sbjct: 106 YNEVFNHANSTGVDRITAEIDIKPPNPVSLKFHEAFGFKEVGKQMVAGGK 155 
 
 
>ref|NP_939298.1| putative phosphinothricin N-acetyltransferase [Corynebacterium 
           diphtheriae NCTC 13129] 
 emb|CAE49454.1| Putative phosphinothricin N-acetyltransferase [Corynebacterium 
           diphtheriae] 
          Length = 188 
 
 Score = 44.7 bits (104), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 43/186 (23%), Positives = 69/186 (37%), Gaps = 26/186 (13%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTE---------PQTPQEWIDDLER 52 
           +P +    IRP    D   V  I    +ET   ++  E          + P+     +E+ 
Sbjct: 3   APSQPDFVIRPLRRTDFGQVQQIYLLGLETGHASYEIEAPSWEKFSTSKIPETLFVAVEK 62 
 
Query: 53  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
             D            V G   A P  +R  +   VE ++Y+    +  G+   L   L+  
Sbjct: 63  TDDSK----------VLGWVSAAPISSRTVFRGVVEDSIYIHPDARGRGVAGALVDKLID 112 
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Query: 113 SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR-----AAGYKHGGWHDVGFWQRD 167 
             +  GF ++ + I   N+ S RLH + G+   GT         G   G W D   W++  
Sbjct: 113 VCQHLGFWAIHSWIFPENEGSARLHASRGFEKVGTFSHLAKMTYGEMAGQWRDTDIWEK- 171 
 
Query: 168 FELPAP 173 
             LP P 
Sbjct: 172 -LLPKP 176 
 
 
>ref|NP_046564.1| hypothetical protein SPBc2p012 [Bacillus phage SPBc2] 
 ref|NP_390038.1| acetyl-transferase [Bacillus subtilis subsp. subtilis str. 168] 
 ref|ZP_03591913.1| hypothetical protein Bsubs1_11866 [Bacillus subtilis subsp. 
           subtilis str. 168] 
 ref|ZP_03596192.1| hypothetical protein BsubsN3_11782 [Bacillus subtilis subsp. 
           subtilis str. NCIB 3610] 
 ref|ZP_03600604.1| hypothetical protein BsubsJ_11713 [Bacillus subtilis subsp. 
           subtilis str. JH642] 
 ref|ZP_03604880.1| hypothetical protein BsubsS_11842 [Bacillus subtilis subsp. 
           subtilis str. SMY] 
 sp|O31995.1|YOKL_BACSU RecName: Full=SPBc2 prophage-derived uncharacterized 
           N-acetyltransferase YokL 
 emb|CAB14073.1| putative acetyltransferase; phage SPbeta [Bacillus subtilis subsp. 
           subtilis str. 168] 
 gb|AAC12985.1| unknown [Bacillus phage SPbeta] 
          Length = 177 
 
 Score = 44.3 bits (103), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 32/144 (22%), Positives = 65/144 (45%), Gaps = 10/144 (6%) 
 
Query: 32  STVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 90 
            +++F       +EW+++ LE+  D + ++  E +  + G+        +N    T     
Sbjct: 36  DSLHFPRSANNMREWVEEQLEK--DEFRFIAVESDNNIVGMIETFDCDRKNG---TFGYY 90 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           + V   ++  G    +   +L+    +  ++ V   +   N+PS+RLHE LG+   G LR 
Sbjct: 91  LAVFEPYRGKGFAKEMILMVLRFFFLELAYQKVNTTVYSFNNPSIRLHEKLGFMKEGQLR 150 
 
Query: 150 AAGYKHGGWHD---VGFWQRDFEL 170 
              +  G ++D    G  + +FEL 
Sbjct: 151 KIIFTKGAYYDGICFGMTREEFEL 174 
 
 
>dbj|BAI85559.1| hypothetical protein BSNT_03093 [Bacillus subtilis subsp. natto 
           BEST195] 
          Length = 177 
 
 Score = 44.3 bits (103), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 32/144 (22%), Positives = 65/144 (45%), Gaps = 10/144 (6%) 
 
Query: 32  STVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 90 
            +++F       +EW+++ LE+  D + ++  + +  + GI        +N    T     
Sbjct: 36  DSLHFPRSANNMREWVEEQLEK--DEFRFIAVDSDNNIVGIIETFDCDRKNG---TFGYY 90 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           + V   ++  G    +   +L+    +  ++ V   +   N+PS+RLHE LG+   G LR 
Sbjct: 91  LAVFEPYRGKGFAKEMILMVLRFFFLELAYQKVNTTVYSFNNPSIRLHEKLGFMKEGQLR 150 
 
Query: 150 AAGYKHGGWHD---VGFWQRDFEL 170 
              +  G ++D    G  + +FEL 
Sbjct: 151 KIIFTKGAYYDGFCFGMTREEFEL 174 
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>ref|ZP_07990096.1| putative acetyltransferase [Corynebacterium variabile DSM 44702] 
          Length = 188 
 
 Score = 44.3 bits (103), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 37/130 (28%), Positives = 58/130 (44%), Gaps = 10/130 (7%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
            VA+ +G + G      +  R+ +   VE +VYVS      G+   L  HL++     G  
Sbjct: 44  FVADEDGEILGWVTGSWYSHRSVFSGVVEDSVYVSPDATGRGVAGALLDHLIEKSTEAGC 103 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAA-----GYKHGGWHDVGFWQRDFE-LPAP 173 
            S+ AV+   N  S++LH + G+   GT         G   G W D+  +++  E  PA  
Sbjct: 104 WSIHAVVFPENPGSMKLHRSRGFKEIGTAHTMAKMTYGPMKGNWRDIVSFEKVLEGGPAH 163 
 
Query: 174 P----RPVRP 179 
           P    R V+P 
Sbjct: 164 PEYHERVVKP 173 
 
 
>ref|ZP_07468657.1| phosphinothricin acetyltransferase [Corynebacterium accolens ATCC 
           49726] 
 gb|EFM44048.1| phosphinothricin acetyltransferase [Corynebacterium accolens ATCC 
           49726] 
          Length = 166 
 
 Score = 44.3 bits (103), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 43/166 (25%), Positives = 72/166 (43%), Gaps = 7/166 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVN----FRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           + IRPA  AD  ++  I N        N    ++ E    ++W+ ++ +     P LVA  
Sbjct: 1   MHIRPAELADAPSISAIYNAASAAKPANNLITWQEEVSDREDWLKEMSKAGS--PVLVAV 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSV 122 
            +  + G A    +     Y  TVE +VY+S   Q  G+GS L   L+  + +    +++ 
Sbjct: 59  DDDEIIGWAAYFQFVTPAIYYGTVEDSVYISPAAQGKGVGSELLDALMDIAADDSYIETM 118 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           +  I   N  S+ LH+  G+   G +     K G    +   QRDF 
Sbjct: 119 ITYIVDTNAGSIALHKKFGFIETGRMPNIHTKDGVRLGLVHLQRDF 164 
 
 
>ref|ZP_04588131.1| acetyltransferase [Pseudomonas syringae pv. oryzae str. 1_6] 
          Length = 161 
 
 Score = 43.9 bits (102), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 28/102 (27%), Positives = 50/102 (49%), Gaps = 3/102 (2%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QG 118 
           LVAE +G V G A    ++ R  +    +  + V+  H R G+G  +   L+++    Q  
Sbjct: 54  LVAEQDGAVVGCAMLYRFQGRRQH--AADFWMGVADGHHRQGIGGLMLKELIETASRWQN 111 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
            K +   + + N+P++ L+E  G+   GT R   Y+ G + D 
Sbjct: 112 IKRLELTVFIDNEPAIALYEKHGFVVEGTHREFAYRDGEYID 153 
 
 
>ref|ZP_01059497.1| N-acetyltransferase [Leeuwenhoekiella blandensis MED217] 
 gb|EAQ51329.1| N-acetyltransferase [Leeuwenhoekiella blandensis MED217] 
          Length = 162 
 
 Score = 43.9 bits (102), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 42/140 (30%), Positives = 60/140 (42%), Gaps = 17/140 (12%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL----QDRYPWLVAEVE 65 
           IR A A DMA V  ++          +  EP   +  +DDL          +   VAE E 
Sbjct: 5   IRKAEADDMAQVLRLIKE-----LAIYEKEPDAVEVTVDDLIAYGTGSNADFTCFVAERE 59 
 
Query: 66  GVVAGIAYA----GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           G + GIA        WK R  +   +E  + V  +++  GLG  LYT ++K     G K  
Sbjct: 60  GEILGIALVYYRFSTWKGRTVH---LEDLI-VREQYRGEGLGMALYTEVIKYTYELGLKR 115 
 
Query: 122 VVAVIGLPNDPSVRLHEALG 141 
           V  V+   N  +V  +EA G 
Sbjct: 116 VEWVVLDWNTSAVDFYEASG 135 
 
 
>ref|YP_804838.1| sortase related acyltransferase [Pediococcus pentosaceus ATCC 
           25745] 
 gb|ABJ68396.1| Sortase related acyltransferase [Pediococcus pentosaceus ATCC 
           25745] 
          Length = 165 
 
 Score = 43.9 bits (102), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 39/155 (25%), Positives = 64/155 (41%), Gaps = 1/155 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEG 66 
           VE   A   D+  +  I N  I++      T+  T +E  +  +  Q+   P  V +V G 
Sbjct: 3   VEFEIALKEDLPEIVKIYNETIDSRMATADTKYVTVEERQEWFQAHQEPTRPLWVIKVRG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           V+AG      +  R AY  TVE ++Y+    + + LG        +         ++A I 
Sbjct: 63  VIAGWISFSSFYGRPAYLHTVEISIYIDQSFRGMHLGRKAIKFAEEQAPKLEINRIMAFI 122 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
              N PS+ L ++  Y   GTL       G  +D+ 
Sbjct: 123 FAHNLPSIGLFKSENYEKWGTLPQIAEMDGQLYDL 157 
 
 
>ref|NP_828437.1| acetyltransferase [Streptomyces avermitilis MA-4680] 
 dbj|BAC74972.1| putative acetyltransferase [Streptomyces avermitilis MA-4680] 
          Length = 160 
 
 Score = 43.9 bits (102), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 35/129 (27%), Positives = 60/129 (46%), Gaps = 2/129 (1%) 
 
Query: 27  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 86 
           H I  +   +  +P T +E    L     +  ++V +  G V G AY  P     A     
Sbjct: 19  HRIVAAGETYAWDPATSEEQARALWMAPGKRVYVVEDETGAVVGSAYVTPNYGGPAAR-V 77 
 
Query: 87  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 146 
             +   V   H   G+G  L  H+L + +A G++++V    +  +P+V+L  +LG+T  G 
Sbjct: 78  ANAGFMVDPDHAGRGIGRALADHVLATAKADGYRAMVFNAVVETNPAVQLWTSLGFTVLG 137 
 
Query: 147 TLRAAGYKH 155 
           T+  A Y+H 
Sbjct: 138 TVPDA-YEH 145 
 
 
>ref|YP_265042.1| phosphinothricin acetyltransferase [Psychrobacter arcticus 273-4] 
 gb|AAZ19608.1| probable phosphinothricin acetyltransferase [Psychrobacter arcticus 
           273-4] 
          Length = 216 
 
 Score = 43.9 bits (102), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 41/153 (26%), Positives = 67/153 (43%), Gaps = 14/153 (9%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV----- 61 
           ++ A A+D+  V  I N  I         EP T +E   W  +      R  ++V      
Sbjct: 32  VQFAVASDLVEVLAIYNKSIAGKQATANLEPVTYEERAVWFAEHINSATRPIYVVRMANM 91 
 
Query: 62  ---AEVEGVVAGIAYAGPWK---ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
              +E+E  ++ I   G +    AR AY  + E ++Y+ + +   GLGS L   +L     
Sbjct: 92  AMESEMEKQLSSIIAWGSFSDLYARPAYHISSEISIYIHNDYHGQGLGSLLVRWMLHQAP 151 
 
Query: 116 AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
           + G  +V A+I   N PS+ L   LG+   G + 
Sbjct: 152 SLGIYNVAALIFAHNQPSLGLFRKLGFEQWGLM 184 
 
 
>ref|XP_002538119.1| conserved hypothetical protein [Ricinus communis] 
 gb|EEF24265.1| conserved hypothetical protein [Ricinus communis] 
          Length = 151 
 
 Score = 43.9 bits (102), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 40/147 (27%), Positives = 70/147 (47%), Gaps = 26/147 (17%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYI-ETSTVNFR-------TEPQTPQEWIDDLERLQDRYPWL 60 
           EIRPA+ AD  A+  ++   + E++  ++         E  +P      + RL      L 
Sbjct: 4   EIRPASEADAEAISGVILAALRESNATDYSPDIIARVAESFSPA----GMRRLLSNRTVL 59 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
           VA  +G + G A         + D  V  TV+VS   QR G+G++L   + ++ +A G   
Sbjct: 60  VAIDDGSLVGTA---------SLDGAVVRTVFVSPSAQRRGIGASLMAAIERAAQASG-- 108 
 
Query: 121 SVVAVIGLPNDPSVR-LHEALGYTARG 146 
             +AV+ +P+  + +  +E LG+ A G 
Sbjct: 109 --IAVLSVPSSITAQGFYERLGFNAVG 133 
 
 
>ref|YP_703758.1| phosphinothricin N-acetyltransferase [Rhodococcus jostii RHA1] 
 gb|ABG95600.1| possible phosphinothricin N-acetyltransferase [Rhodococcus jostii 
           RHA1] 
          Length = 156 
 
 Score = 43.9 bits (102), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 42/153 (27%), Positives = 61/153 (39%), Gaps = 4/153 (2%) 
 
Query: 14  TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           T  D   V  I    I T    F TE  T Q  +D L     R+   VAE++ VV G A  
Sbjct: 2   TDQDWDDVRRIYGEGIATRNATFTTEVPT-QATLDGLWLPGHRW---VAEIDDVVVGWAA 57 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
             P   R  Y    E+++YV+   +  G+G  L    + + +  G  ++   I   N  S 
Sbjct: 58  LSPVSGRACYAGVAENSIYVADGMRGRGVGKALLRSQVIAADEAGLWTLQTSIFPENRAS 117 
 
Query: 134 VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           + LH + G+   G           W D  F +R 
Sbjct: 118 IALHHSAGFRTLGVRERIARLDDIWRDTVFLER 150 
 
 
>ref|ZP_01727450.1| GCN5-related N-acetyltransferase [Cyanothece sp. CCY0110] 
 gb|EAZ93052.1| GCN5-related N-acetyltransferase [Cyanothece sp. CCY0110] 
          Length = 168 
 
 Score = 43.9 bits (102), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 34/143 (23%), Positives = 60/143 (41%), Gaps = 5/143 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEVE 65 
           +IR A   D+  + +I N  I +       +  T +   +W    ER    YP  V E + 
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Sbjct: 3   KIRLAELEDLEDIVEIYNSSIPSRIATGDLQKITVESRLKWFQ--ERDSKHYPIWVIEND 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
             V G      +  R AY  T E ++Y++  H+  G+G  L  ++++        +++   
Sbjct: 61  NKVIGWISLQHFYGRPAYKSTAEISLYIAQSHRSKGIGKKLLEYVIQESPKLELTTLLGF 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N PS+ L +   +   G L 
Sbjct: 121 IFAHNQPSLNLFKKYNFQQWGYL 143 
 
 
>gb|EER38620.1| GNAT family N-acetyltransferase [Ajellomyces capsulatus H143] 
 gb|EGC47772.1| GNAT family N-acetyltransferase [Ajellomyces capsulatus H88] 
          Length = 182 
 
 Score = 43.9 bits (102), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 43/150 (28%), Positives = 67/150 (44%), Gaps = 22/150 (14%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDR-YPWLVA---- 62 
           +IR AT +D+  +  I  HY++ + V FR   + P  +I       Q+R  P+LVA     
Sbjct: 4   KIRSATESDLHQIHSIFTHYVQNTVVTFRVN-KPPFSYIAKRFHEAQERGLPYLVAVEKS 62 
 
Query: 63  ---------EVEGVVAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
                         V G   A  ++    AY  TVE ++ V   +Q  G+GS L + L++ 
Sbjct: 63  NQDNPSHEGNTTEKVCGYTLASAFRGYMLAYAPTVEMSLLVHPDYQSQGIGSALLSSLVE 122 
 
Query: 113 SM-EAQGFKSVVAVIGLPNDPSVRLHEALG 141 
           ++ EA+     V       D   RLHEA+  
Sbjct: 123 ALREAKHLSYEVG----DADSEARLHEAVN 148 
 
 
>ref|YP_684288.1| acetyltransferase, putative [Roseobacter denitrificans OCh 114] 
 gb|ABG33602.1| acetyltransferase, putative [Roseobacter denitrificans OCh 114] 
          Length = 160 
 
 Score = 43.9 bits (102), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 39/167 (23%), Positives = 71/167 (42%), Gaps = 12/167 (7%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M  + +P++IRP    D+AA+ ++++      T  F +E   P    D L   Q    WL 
Sbjct: 1   MKKDEKPMKIRPTMHDDIAALQEVLDR-----TALFPSE-MLPDMMRDFLSDTQSSDIWL 54 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
             E +G   G  YA P +      W + + + V    Q  G GS +  HL  +++ +  + 
Sbjct: 55  TCEADGKAVGFCYAVPEELAEGV-WNMRA-IAVQPTEQGGGCGSAIVAHLEAALKERSQR 112 
 
Query: 121 SVVAVIGLPN--DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            ++A     +  +P+   +   GY     +R   +   G   + FW+ 
Sbjct: 113 ILIADTSGADAFEPTRAFYRKNGYIEEACIR--DFWAEGDDKIVFWK 157 
 
 
>ref|ZP_05635004.1| GCN5-related N-acetyltransferase [Fusobacterium ulcerans ATCC 
           49185] 
 ref|ZP_07929600.1| polyprenyl synthetase [Fusobacterium ulcerans ATCC 49185] 
 gb|EFS27626.1| polyprenyl synthetase [Fusobacterium ulcerans ATCC 49185] 
          Length = 165 
 
 Score = 43.5 bits (101), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 36/147 (24%), Positives = 57/147 (38%), Gaps = 11/147 (7%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEGVV 68 
           IR     D   V  I    IE+    FR +    + W    LE  +    + +   +G + 
Sbjct: 5   IRDMKDGDWKDVARIYEQGIESGIATFRKDLPDQESWKKAHLEICR----FTLCNKDGKI 60 
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Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G     P  +R  Y    E ++Y+   HQ   LG  L   + +  E  G  ++ + I   
Sbjct: 61  VGWTALSPTSSRIDYCGVTEVSIYIDKAHQGKKLGEFLLNKVKEEAEKNGVWTLQSSIFQ 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKH 155 
            N  SV+LH+  G+      R  GY+  
Sbjct: 121 VNKASVKLHKKCGF------REVGYRE 141 
 
 
>ref|ZP_01862614.1| putative acetyltransferase [Erythrobacter sp. SD-21] 
 gb|EDL50049.1| putative acetyltransferase [Erythrobacter sp. SD-21] 
          Length = 158 
 
 Score = 43.5 bits (101), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 31/107 (28%), Positives = 45/107 (42%), Gaps = 5/107 (4%) 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM-EAQ 117 
           W+  + EG VAG   A P   +       E    V    QR G+       L++ + E + 
Sbjct: 47  WIAEDAEGRVAGRFVAVPGLDKG----VAEIGYVVCMDRQREGVAHKCTAALVRHLIEGE 102 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 164 
           G + + A + + N PSVRL E LG+T     R       G  DV  + 
Sbjct: 103 GLRKLTAEVDIENVPSVRLLERLGFTREALFRQHEISQKGLCDVAVY 149 
 
 
>ref|YP_003973202.1| putative acetyltransferase; phage SPbeta [Bacillus atrophaeus 
1942] 
 gb|ADP32271.1| putative acetyltransferase; phage SPbeta [Bacillus atrophaeus 1942] 
          Length = 143 
 
 Score = 43.5 bits (101), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 33/145 (22%), Positives = 69/145 (47%), Gaps = 12/145 (8%) 
 
Query: 32  STVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA-YDWTVES 89 
            +++F       +EWI++ LE+  D + ++  + +  + G+        +N  +D+ +   
Sbjct: 2   DSLHFPRSANKMREWIEEQLEK--DDFRFIAVDRDNNIVGMIETFDCDRKNGTFDYYL-- 57 
 
Query: 90  TVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            V+  +R +  G    +   +L+    +  ++ V   +   N+PS+RLHE LG+   G L 
Sbjct: 58  AVFEPYRDK--GFAKEMILMVLRFFFLELAYQKVNITVYSFNNPSMRLHEKLGFMKEGQL 115 
 
Query: 149 RAAGYKHGGWHD---VGFWQRDFEL 170 
           R   +  G ++D    G  + +FEL 
Sbjct: 116 RNIIFTKGAYYDGICFGMTREEFEL 140 
 
 
>ref|ZP_03931617.1| phosphinothricin N-acetyltransferase [Corynebacterium accolens 
ATCC 
           49725] 
 ref|ZP_07468733.1| probable phosphinothricin N-acetyltransferase [Corynebacterium 
           accolens ATCC 49726] 
 gb|EEI15556.1| phosphinothricin N-acetyltransferase [Corynebacterium accolens ATCC 
           49725] 
 gb|EFM43949.1| probable phosphinothricin N-acetyltransferase [Corynebacterium 
           accolens ATCC 49726] 
          Length = 192 
 
 Score = 43.5 bits (101), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 40/180 (22%), Positives = 76/180 (42%), Gaps = 8/180 (4%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           +++   IRP T+AD   + +I    ++T    + T   T +E+ +  + +   +  + A+ 
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Sbjct: 16  KKKDFRIRPFTSADYPQMREIYEQGLQTGHATYETRSLTYEEFTNS-KIMASVHVAVEAD 74 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +  V G   A P  +R  +   VE ++Y+    Q  G+   L   L++  +     ++  
Sbjct: 75  DDSKVLGWVSAAPISSRTVFHGVVEDSIYLGSDAQGRGIAGALLDCLIEVCKDLHKWAIH 134 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLR-----AAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           + I   N+ S  LH++ G+   GT         G   G W D   ++    LP P    R 
Sbjct: 135 SWIFPENEGSAGLHKSRGFEKVGTYSHMAKMTYGELAGQWRDTDVYE--LLLPKPEEKNR 192 
 
 
>ref|XP_002623155.1| GNAT family N-acetyltransferase [Ajellomyces dermatitidis 
SLH14081] 
 gb|EEQ71403.1| GNAT family N-acetyltransferase [Ajellomyces dermatitidis SLH14081] 
          Length = 195 
 
 Score = 43.5 bits (101), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 45/195 (23%), Positives = 82/195 (42%), Gaps = 46/195 (23%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +++R AT +D+  +  I  HY+  + +                 + Q+R  P+LVA VE  
Sbjct: 3   LKVRTATESDIPQIYSIFTHYVRNTVITLFANTPPFSYMTKRFHKTQERGLPFLVA-VEQ 61 
 
Query: 67  V--------------VAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
           +              V G   A P++    +Y  TVE +++V   +   G+GSTL + L+ 
Sbjct: 62  LEQDDTCHGGNMAEKVCGYTLASPFRGYMLSYAPTVEMSLFVHPEYHSRGIGSTLLSSLI 121 
 
Query: 112 KSM-EAQGF--------------------KSVVAVIGLPNDPSVRLHEAL-------GYT 143 
           +++ EA+                      KS++A++ + N       E L       G+  
Sbjct: 122 EALQEAKHLSYQVTGHAGSEARVHAEAKVKSILAIMTV-NPEGKNGGEGLRDWYVQRGFV 180 
 
Query: 144 ARGTLRAAGYKHGGW 158 
            RG ++  G+K+G W 
Sbjct: 181 ERGRMKEVGFKYGKW 195 
 
 
>ref|NP_440374.1| hypothetical protein sll1647 [Synechocystis sp. PCC 6803] 
 dbj|BAA17054.1| sll1647 [Synechocystis sp. PCC 6803] 
          Length = 172 
 
 Score = 43.5 bits (101), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 40/144 (27%), Positives = 63/144 (43%), Gaps = 8/144 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYP-W-LVAEV 64 
           +R AT  D+ ++  I N  I  +     T+  T +   +W  D     D YP W LV E  
Sbjct: 8   LRDATITDLDSIVAIYNANIPQNVATGDTDAITVESRRQWFAD--HGPDTYPLWVLVTEH 65 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           + +V  + +   +  R AY  T E ++Y+       GLG  L    +      G K+++  
Sbjct: 66  KQIVGWLGFQ-RFYGRPAYHRTAELSIYLDPLWHHRGLGQYLLKTAIAKAPQLGLKTLLG 124 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N PS+RL +  G+   G L 
Sbjct: 125 YIFAHNQPSIRLFQRHGFEQWGLL 148 
 
 
>ref|ZP_02919047.1| hypothetical protein BIFDEN_02369 [Bifidobacterium dentium ATCC 
           27678] 
 ref|YP_003360346.1| N-acetyl transferase [Bifidobacterium dentium Bd1] 
 ref|ZP_07456553.1| GNAT family acetyltransferase [Bifidobacterium dentium ATCC 27679] 
 ref|ZP_07695745.1| acetyltransferase, GNAT family [Bifidobacterium dentium 
JCVIHMP022] 
 gb|EDT46515.1| hypothetical protein BIFDEN_02369 [Bifidobacterium dentium ATCC 
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           27678] 
 gb|ADB09522.1| N-acetyl transferase [Bifidobacterium dentium Bd1] 
 gb|EFM41720.1| GNAT family acetyltransferase [Bifidobacterium dentium ATCC 27679] 
 gb|EFO78047.1| acetyltransferase, GNAT family [Bifidobacterium dentium JCVIHMP022] 
          Length = 170 
 
 Score = 43.5 bits (101), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 40/164 (24%), Positives = 61/164 (37%), Gaps = 6/164 (3%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG---- 66 
           R A   D+ A+ DI N  +     +    P+T ++    +E  QD Y   V E        
Sbjct: 7   RIAGEHDLRAITDIYNAAVIAGGSSADLSPRTLEQRKVWVESHQDPYAVFVVEAADDDGN 66 
 
Query: 67  -VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
               G      +  R  YD   +   YV    Q  G+G+   T LL+    +  +    + 
Sbjct: 67  PQTVGFGALSVFYDRAGYDGVTDLAYYVDPAWQGKGVGTYTLTKLLEECRKRNMRKACGI 126 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDF 168 
           I   N  S+ L    G+T  G + AA     G   D+ +W  D  
Sbjct: 127 IFADNAGSIALMRRFGFTQFGLMPAAATDSTGTMRDMSYWYLDL 170 
 
 
>ref|YP_001343476.1| GCN5-related N-acetyltransferase [Actinobacillus succinogenes 
130Z] 
 gb|ABR73541.1| GCN5-related N-acetyltransferase [Actinobacillus succinogenes 130Z] 
          Length = 169 
 
 Score = 43.1 bits (100), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 37/141 (26%), Positives = 60/141 (42%), Gaps = 7/141 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64 
           ++IR A   D+  +  I N  I +  +    +P T Q    W +       R+P  V E  
Sbjct: 1   MKIRTAKEQDLPQIVAIYNQAIPSRRITADLQPVTEQARRPWFE-AHLNSSRHPIWVLES 59 
 
Query: 65  ---EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
              +  + G     P+  R A+D TVE +VY+    +  G GS     L   M A    + 
Sbjct: 60  AVEKNKILGWCSFSPFYDRAAFDQTVEISVYLDQSAKGRGYGSQAIRFLQAQMTALDVHT 119 
 
Query: 122 VVAVIGLPNDPSVRLHEALGY 142 
           ++A +   N  S ++ E LG+ 
Sbjct: 120 LMAYVIEENHISRKMFEKLGF 140 
 
 
>ref|YP_003736550.1| GCN5-related N-acetyltransferase [Halalkalicoccus jeotgali B3] 
 gb|ADJ14758.1| GCN5-related N-acetyltransferase [Halalkalicoccus jeotgali B3] 
          Length = 253 
 
 Score = 43.1 bits (100), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 40/147 (27%), Positives = 63/147 (42%), Gaps = 17/147 (11%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTE---PQTPQEWIDD--LERL----QDRYPWL 60 
           IR AT +D+AA+ ++    + TS  +F  E       ++W  D  LE L     D      
Sbjct: 3   IRDATRSDVAAIREVARQSLRTSYAHFLEEQTIDDAVEQWYGDGRLEELISDEADDVSIP 62 
 
Query: 61  VAEVEGVVAGIA--YAGPWKAR-NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           V EV+G +   A  Y   +  R     W     ++V   H+  G GS LY H+ ++ E + 
Sbjct: 63  VLEVDGEIVAFAQCYLVEFPERVGEIHW-----LHVDPEHRGEGYGSQLYEHVRETFEEE 117 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTA 144 
           G       +   N+P    +E  GY + 
Sbjct: 118 GIDRFKGFVFAENEPGNEFYERRGYES 144 
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>ref|YP_001800003.1| putative acetyltransferase [Corynebacterium urealyticum DSM 7109] 
 emb|CAQ04569.1| putative acetyltransferase [Corynebacterium urealyticum DSM 7109] 
          Length = 204 
 
 Score = 43.1 bits (100), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 51/181 (28%), Positives = 74/181 (40%), Gaps = 7/181 (3%) 
 
Query: 2   SPER--RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYP 58 
           SP+R    V IR     D   V  I+   + T    F  E + P EW D    RL +    
Sbjct: 24  SPKRAEDSVIIRNLREEDYPEVRAILQEGMNTGEATF--EAEAP-EWEDFRAARLLELTF 80 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
               E  G + G   A P   R  +   +E ++Y+S   +  G+G  L   L+      G 
Sbjct: 81  IAEDETTGKILGWIAASPASQREVFHGVIEDSIYMSSDAKGRGVGGKLLDTLIAEATKAG 140 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRA-AGYKHGGWHDVGFWQRDFELPAPPRPV 177 
             S+ + I   N+ SVRLH + G+   GT  + A   +G   DV    + +EL     P  
Sbjct: 141 RWSIHSHIFPENEGSVRLHVSRGFELVGTFHSMAKMSYGPKKDVWRDNQVYELVLEEGPA 200 
 
Query: 178 R 178 
           R 
Sbjct: 201 R 201 
 
 
>ref|ZP_03393715.1| acetyltransferase, gnat family [Corynebacterium amycolatum SK46] 
 gb|EEB63291.1| acetyltransferase, gnat family [Corynebacterium amycolatum SK46] 
          Length = 210 
 
 Score = 43.1 bits (100), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 42/176 (23%), Positives = 72/176 (40%), Gaps = 6/176 (3%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M+ ++R   IR     D   + +I    ++T   ++        E+I  L+R+   Y  + 
Sbjct: 1   MAEKKRDFTIRMMREEDYPQIQEIYEIGLDTGHASWEHSAPEWDEFIA-LKRVDLCYVAV 59 
 
Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
            AE    +   A A P   R  ++  +E ++YV    Q +GL +TL   L+          
Sbjct: 60  DAENPDKILAWASAAPVSKRPIFNGVIEDSIYVHPDGQGMGLAATLLQKLIDDATELNCW 119 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLR-----AAGYKHGGWHDVGFWQRDFELP 171 
           S+ + +   N  S++LH  LG+   G          G   G W DV   ++  E P 
Sbjct: 120 SIHSWVFPENVGSLKLHRKLGFREVGIYHHMAKMTYGPMAGQWRDVIILEKLLEKP 175 
 
 
>ref|ZP_01667257.1| ribosomal-protein-alanine acetyltransferase [Thermosinus 
           carboxydivorans Nor1] 
 gb|EAX46888.1| ribosomal-protein-alanine acetyltransferase [Thermosinus 
           carboxydivorans Nor1] 
          Length = 151 
 
 Score = 43.1 bits (100), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 44/144 (30%), Positives = 62/144 (43%), Gaps = 18/144 (12%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIET--STVNFRTEPQTPQEWIDDLERLQDRYPWLVA 62 
           RR   IRP TA D+ AV ++      T  S   F  E               D   +LV  
Sbjct: 3   RRKWVIRPMTADDIDAVLEVERASFTTPWSRAAFAAEVAD-----------NDLAYYLVG 51 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           E +G V G  YAG W   +    T    V  ++R Q  GLG  L T L+   + +G  S+ 
Sbjct: 52  EADGAVVG--YAGVWIILDEAHVT-NIAVLPAYRGQ--GLGEQLLTALMAYAKKRGALSM 106 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARG 146 
              + + N+ + RL+  LG+  RG 
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Sbjct: 107 TLEVRVSNEGAQRLYRRLGFMPRG 130 
 
 
>ref|YP_002834468.1| putative acetyltransferase [Corynebacterium aurimucosum ATCC 
           700975] 
 ref|ZP_06042169.1| putative acetyltransferase [Corynebacterium aurimucosum ATCC 
           700975] 
 gb|ACP32530.1| putative acetyltransferase [Corynebacterium aurimucosum ATCC 
           700975] 
          Length = 191 
 
 Score = 43.1 bits (100), Expect = 0.017,   Method: Compositional matrix adjust. 
 Identities = 40/184 (21%), Positives = 73/184 (39%), Gaps = 8/184 (4%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           +++   IRP  AAD   + +I    + T    + T   T +E+  +++ +   +  +  + 
Sbjct: 8   KKKDFRIRPFNAADYPQMREIYEQGLNTGHATYETRSLTFEEF-KNVKIMSSVFVAVEED 66 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +  V G   A     R  +   VE ++Y+S   Q  G+G  L   L++        ++  
Sbjct: 67  DDSKVLGWVCAAQASTRTVFHGVVEDSIYLSKEAQGRGIGGALLDQLIEVCRDLHKWAIH 126 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLR-----AAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           + I   N+ S  LH++ G+   GT         G   G W D   ++    LP P      
Sbjct: 127 SWIFPENEGSAGLHKSRGFVKVGTYSHMAKMTYGELAGQWRDTDVYE--LLLPKPEEKKA 184 
 
Query: 179 PVTQ 182 
              Q 
Sbjct: 185 EANQ 188 
 
 
>ref|YP_003264892.1| GCN5-related N-acetyltransferase [Haliangium ochraceum DSM 14365] 
 gb|ACY12999.1| GCN5-related N-acetyltransferase [Haliangium ochraceum DSM 14365] 
          Length = 225 
 
 Score = 43.1 bits (100), Expect = 0.017,   Method: Compositional matrix adjust. 
 Identities = 34/122 (27%), Positives = 56/122 (45%), Gaps = 3/122 (2%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y+E+ +V+        + W + L R +    W++ E  G VAG A  GP + ++       
Sbjct: 68  YLESLSVHDLAGRWNQRIWAEPLRRPEACNIWVI-EDGGEVAGFALLGPCRDQDEEPGFA 126 
 
Query: 88  EST--VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
                +YV  R    GLGSTL+ H  + +  +G+   V  +   N  + R +E +G  A  
Sbjct: 127 GEVLMIYVHPRRTGRGLGSTLFAHAFELLAQRGYFWGVVWVLEGNRSARRFYEGMGLEAD 186 
 
Query: 146 GT 147 
           GT 
Sbjct: 187 GT 188 
 
 
>ref|ZP_05117902.1| acetyltransferase, gnat family [Vibrio parahaemolyticus 16] 
 gb|EED28388.1| acetyltransferase, gnat family [Vibrio parahaemolyticus 16] 
          Length = 163 
 
 Score = 43.1 bits (100), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 42/163 (25%), Positives = 70/163 (42%), Gaps = 13/163 (7%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ----EWIDDLERLQDRYPWLVAEVE 65 
           IRP    D AA+CDI   Y + S    R   Q P+     W   LE +       VAEV+ 
Sbjct: 5   IRPTLVNDAAAICDI---YSQPSAQ--RETLQLPKPSVAMWTQRLENIPAGVYSFVAEVD 59 
 
Query: 66  G-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QGFKSVV 123 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 537



           G VV  I +    + R ++  T    V+    +Q +G+GS L   +L   +     K +  
Sbjct: 60  GKVVGNIGFEHNQRPRISHCATFGLGVH--DEYQGIGVGSKLIETVLDLADNWLQVKRIQ 117 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
             +   N+ ++  ++  G+   G  +A  ++ G + D  +  R 
Sbjct: 118 IEVNTDNEKAIACYKKFGFEIEGEAKARSFRDGEYIDTYYMAR 160 
 
 
>ref|ZP_07263169.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. 
syringae 
           642] 
          Length = 161 
 
 Score = 43.1 bits (100), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 32/125 (25%), Positives = 59/125 (47%), Gaps = 7/125 (5%) 
 
Query: 41  QTPQEWIDDLERLQDRYPW----LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 96 
           + P + I+D+++L +        LVAE +G+V G A    ++ R  +    +  + V+   
Sbjct: 31  RMPYQSINDIKKLVESRNASGLSLVAEQDGMVVGCAMLYRFQGRRQH--VADFWMGVADS 88 
 
Query: 97  HQRLGLGSTLYTHLLKS-MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 155 
           H R G+G +L   L  +       K +   + + N P++ L+E  G+   GT R   Y+  
Sbjct: 89  HHRQGIGDSLLKELTATACRWMNLKRLELTVFVDNKPAIALYEKNGFVIEGTHRKFAYRD 148 
 
Query: 156 GGWHD 160 
           G + D 
Sbjct: 149 GEYID 153 
 
 
>ref|YP_002828185.1| putative acyl-CoA N-acyltransferase, GNAT family protein 
           [Sinorhizobium fredii NGR234] 
 gb|ACP27432.1| putative acyl-CoA N-acyltransferase, GNAT family protein 
           [Sinorhizobium fredii NGR234] 
          Length = 167 
 
 Score = 43.1 bits (100), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 40/165 (24%), Positives = 74/165 (44%), Gaps = 10/165 (6%) 
 
Query: 1   MSPERRPVEIRPATAAD---MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY 57 
           M+       IR A+ AD   +A + D+      T  + F   P+  + W   LE L +   
Sbjct: 1   MTASSNAFHIRAASVADWEALAVLRDLPGVRSGTLRLPF-APPEQTRRW---LEGLTEND 56 
 
Query: 58  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA- 116 
             +VAE+EG + G+A     K R  +   +  +V+  +R  R G+G  L   L+++ +   
Sbjct: 57  LIIVAELEGRIVGLAGLHRHKGRRQHAADLGMSVHDDYR--RRGIGKALLEALIETADRW 114 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
            G   +   +   N+ ++ L+   G+   G L++   + G + DV 
Sbjct: 115 LGISRLELTVFTDNEAAIGLYRNAGFVTEGILKSYALRDGAYADV 159 
 
 
>ref|ZP_04977988.1| acyltransferase [Mannheimia haemolytica PHL213] 
 gb|EDN74384.1| acyltransferase [Mannheimia haemolytica PHL213] 
          Length = 172 
 
 Score = 42.7 bits (99), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 39/143 (27%), Positives = 58/143 (40%), Gaps = 6/143 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWID-DLERLQDRYPWLVAE 63 
           ++ R A  AD   +  I N  I T  +    E  T Q   +W D  LE  Q  YP  V E 
Sbjct: 1   MQFRKAVEADFETILAIYNQAIPTHQITADLELATTQNRRKWFDFHLETAQ--YPIWVVE 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
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            E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++ 
Sbjct: 59  DEKGIAGWFSFSPFYERPAFLHTSEISIYLDRYSKGKGYGSKIIEFMQAEMLNHNIHTLM 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARG 146 
           A +   N  S  L    G+   G 
Sbjct: 119 AYVFELNTVSQNLMRKHGFEQWG 141 
 
 
>emb|CBL03517.1| Sortase and related acyltransferases [Gordonibacter pamelaeae 
           7-10-1-b] 
          Length = 178 
 
 Score = 42.7 bits (99), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 44/164 (26%), Positives = 73/164 (44%), Gaps = 10/164 (6%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIRP    D+A +  + N  +E      + EP T ++     E    +   +VA+++G  
Sbjct: 13  LEIRPYREEDLAGMLKVWNEVVEGGEAFPQIEPLTLEKAA---EFFAAQTLSVVADLDGK 69 
 
Query: 68  VAGIAYAGPWK-ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAV 125 
           V G+    P    R A+       V  S R   LGLG  L    L     +GF+ +     
Sbjct: 70  VMGLYVLHPNNVGRCAHVGNASYAVASSVRG--LGLGRALVEDSLAQAARKGFRGLQFNA 127 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKH--GGWHDVGFWQRD 167 
           +   N  ++ L+E LG+   GT+   G+ +  GG+ D+  + RD 
Sbjct: 128 VVAGNAGAIHLYEDLGFVRVGTV-PGGFVNFMGGYEDIHIYYRD 170 
 
 
>gb|ADZ92302.1| GCN5-related N-acetyltransferase [Marinomonas mediterranea MMB-1] 
          Length = 164 
 
 Score = 42.7 bits (99), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 30/141 (21%), Positives = 59/141 (41%), Gaps = 7/141 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +++R A   D  A+ +I   +I    +N  +       WI   E+     P  VA ++G  
Sbjct: 9   IKVRYAVLDDAPAILEIYQQHIPFDDINLLSAVH----WI---EQANSHRPMWVATIDGE 61 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G      +      D   E ++Y++   +R G+G  L   ++ +       ++V  +  
Sbjct: 62  LIGWCSLESYYGLKVLDHMAELSLYIAKSWRRKGIGRQLMAEVMANALCINLTNLVVNVF 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTL 148 
             N+ S+R  E+L +   G L 
Sbjct: 122 SGNESSIRFFESLNFQRYGAL 142 
 
 
>ref|YP_003640603.1| GCN5-related N-acetyltransferase [Thermincola sp. JR] 
 gb|ADG82702.1| GCN5-related N-acetyltransferase [Thermincola potens JR] 
          Length = 174 
 
 Score = 42.7 bits (99), Expect = 0.020,   Method: Compositional matrix adjust. 
 Identities = 34/139 (24%), Positives = 63/139 (45%), Gaps = 4/139 (2%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE--WIDDLERLQDR-YPWLVAE 63 
           P  IRPAT  D+  +  ++   I     +   EP   QE   I  LE++++R + WLVA  
Sbjct: 10  PFVIRPATTNDLTDIAYVITR-IAREENSLGAEPMLTQEPATITMLEKMRERPHCWLVAL 68 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           V+  + GIA A  +        T    + V   H+   +GS L   +++   +     +  
Sbjct: 69  VDNKIIGIACAVKFFETGNSGSTAVLGIGVLKEHRNRSVGSALIHRVIEWCISNNISKIR 128 
 
Query: 124 AVIGLPNDPSVRLHEALGY 142 
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             +   N+ +++L++  G+ 
Sbjct: 129 LTVWEHNNAALQLYKKFGF 147 
 
 
>ref|ZP_05989200.1| acyltransferase [Mannheimia haemolytica serotype A2 str. BOVINE] 
 ref|ZP_05991085.1| acyltransferase [Mannheimia haemolytica serotype A2 str. OVINE] 
 gb|EEY10938.1| acyltransferase [Mannheimia haemolytica serotype A2 str. OVINE] 
 gb|EEY12956.1| acyltransferase [Mannheimia haemolytica serotype A2 str. BOVINE] 
          Length = 172 
 
 Score = 42.7 bits (99), Expect = 0.022,   Method: Compositional matrix adjust. 
 Identities = 39/143 (27%), Positives = 58/143 (40%), Gaps = 6/143 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWID-DLERLQDRYPWLVAE 63 
           ++ R A  AD   +  I N  I T  +    E  T Q   +W D  LE  Q  YP  V E 
Sbjct: 1   MQFRKAVEADFETILAIYNQAIPTHQITADLELATTQNRRKWFDFHLETAQ--YPIWVVE 58 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            E  +AG     P+  R A+  T E ++Y+    +  G GS +   +   M      +++ 
Sbjct: 59  DEQGIAGWFSFSPFYERPAFLHTSEISIYLDRYSKGKGYGSKIIEFMQAEMLNHNIHTLM 118 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARG 146 
           A +   N  S  L    G+   G 
Sbjct: 119 AYVFELNTVSQNLMRKHGFEQWG 141 
 
 
>ref|YP_003411640.1| GCN5-related N-acetyltransferase [Geodermatophilus obscurus DSM 
           43160] 
 gb|ADB77269.1| GCN5-related N-acetyltransferase [Geodermatophilus obscurus DSM 
           43160] 
          Length = 154 
 
 Score = 42.7 bits (99), Expect = 0.024,   Method: Compositional matrix adjust. 
 Identities = 40/138 (28%), Positives = 59/138 (42%), Gaps = 5/138 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + + P TA D  AV +I    I T    F  +P  P   + D  RL D +  +  +  G  
Sbjct: 12  IAVAPLTAEDWPAVREIYAQGIATGHATFEADP--PSWEVFDASRLPD-HRLIALDGGGR 68 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V G A   P  AR  Y   VE + YV+   +  G+G  L   L+ S EA    ++ + +  
Sbjct: 69  VVGWAAVSPVPARAVYAGVVEHSAYVAPAGRGHGIGRLLMEELIVSTEAADIWTIQSSVF 128 
 
Query: 128 LPNDPSVRLH--EALGYT 143 
               P+       ALGY+ 
Sbjct: 129 PRTSPASACTRPSALGYS 146 
 
 
>ref|YP_002507954.1| SSU ribosomal protein S18P alanine acetyltransferase 
           [Halothermothrix orenii H 168] 
 gb|ACL68959.1| SSU ribosomal protein S18P alanine acetyltransferase 
           [Halothermothrix orenii H 168] 
          Length = 151 
 
 Score = 42.4 bits (98), Expect = 0.024,   Method: Compositional matrix adjust. 
 Identities = 34/139 (24%), Positives = 64/139 (46%), Gaps = 16/139 (11%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           IRP   +D+  V +I     +         P + + ++ +L+   ++Y  +L   ++G + 
Sbjct: 5   IRPMEESDLPRVLEIEGKCFQA--------PWSKKAFLRELQ--DNKYSLYLSGWLDGRL 54 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G  Y G W  ++    T    + V   ++R GL + L  +L+   E QG K V   + + 
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Sbjct: 55  VG--YIGSWIIKDELHIT---NLAVDPGYRRRGLATRLINNLMNFAEDQGLKEVTLEVRV 109 
 
Query: 129 PNDPSVRLHEALGYTARGT 147 
            N  ++RL+E LG+   G  
Sbjct: 110 SNKAAIRLYEKLGFIPIGC 128 
 
 
>ref|YP_002016217.1| GCN5-related N-acetyltransferase [Prosthecochloris aestuarii DSM 
           271] 
 gb|ACF46570.1| GCN5-related N-acetyltransferase [Prosthecochloris aestuarii DSM 
           271] 
          Length = 172 
 
 Score = 42.4 bits (98), Expect = 0.024,   Method: Compositional matrix adjust. 
 Identities = 39/126 (30%), Positives = 55/126 (43%), Gaps = 8/126 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           M+PE   + IR     D+A +CD+     E+  ++  TE    Q  ID L         L 
Sbjct: 2   MTPE---ILIRDEVPDDVADICDVTVAAFESMEISNHTE----QFVIDALRAANALTLSL 54 
 
Query: 61  VAEVEGVVAG-IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           VAEV G V G IA++    +    +W     V V   +QR G+GS L    L  ++  G  
Sbjct: 55  VAEVNGQVVGHIAFSPVTISDGTDNWYGLGPVSVLPVYQRKGIGSALIEKGLSRLKDLGA 114 
 
Query: 120 KSVVAV 125 
           K    V 
Sbjct: 115 KGCCLV 120 
 
 
>ref|XP_002540679.1| predicted protein [Uncinocarpus reesii 1704] 
 gb|EEP75346.1| predicted protein [Uncinocarpus reesii 1704] 
          Length = 179 
 
 Score = 42.4 bits (98), Expect = 0.026,   Method: Compositional matrix adjust. 
 Identities = 35/105 (33%), Positives = 44/105 (41%), Gaps = 12/105 (11%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA---- 62 
           + IRPATA D+ A+  I  HY+  S + F           D  +  Q R  P+ VA     
Sbjct: 3   ISIRPATATDLPAIHTIYTHYVRNSVLTFLVNDPALSAITDKYDATQARGLPFHVACLDN 62 
 
Query: 63  ----EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 103 
               EV G     AY G       Y  TVE T++V   HQ  G G 
Sbjct: 63  GGSEEVVGYACASAYRGYLL---GYAPTVELTLFVHPGHQSNGAG 104 
 
 
>ref|YP_003327372.1| GCN5-related N-acetyltransferase [Xylanimonas cellulosilytica 
DSM 
           15894] 
 gb|ACZ31814.1| GCN5-related N-acetyltransferase [Xylanimonas cellulosilytica DSM 
           15894] 
          Length = 177 
 
 Score = 42.4 bits (98), Expect = 0.027,   Method: Compositional matrix adjust. 
 Identities = 42/138 (30%), Positives = 61/138 (44%), Gaps = 8/138 (5%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL--VAEVEGVV 68 
           R    AD +AV  I    I T    F   P T +E+         ++P L  VA ++G V 
Sbjct: 17  RALVRADWSAVEAIYREGIATGHATFEAAPPTWEEFD------AGKHPALRLVATLDGDV 70 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P  +R  Y   VE +VYV+   Q  G+G  L   L+ + +     ++ + I   
Sbjct: 71  VGWAAGAPVSSRAVYRGVVEHSVYVAESAQGRGVGGLLLAALIVAADDDEVWTLQSGIFP 130 
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Query: 129 PNDPSVRLHEALGYTARG 146 
            N  S+RLHE  G+   G 
Sbjct: 131 ENTASLRLHEQHGFRVVG 148 
 
 
>ref|ZP_07714579.1| probable phosphinothricin N-acetyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
 gb|EFQ80348.1| probable phosphinothricin N-acetyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
          Length = 192 
 
 Score = 42.4 bits (98), Expect = 0.027,   Method: Compositional matrix adjust. 
 Identities = 42/180 (23%), Positives = 73/180 (40%), Gaps = 8/180 (4%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           +++   IRP TAAD   + +I    + T    + T   T +E+    + +   +  + A+ 
Sbjct: 16  KKKDFRIRPFTAADYPQMREIYEQGLNTGHATYETRSLTFEEFKAG-KIMPSVHVAVEAD 74 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +  V G   A P   R  +   VE ++Y+    Q  G+G  L   L++  +     ++  
Sbjct: 75  DDSKVLGWVSAAPVSTRTVFHGVVEDSIYLGAEAQGRGIGGALLDRLIEVCKDLHKWAIH 134 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLR-----AAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           + I   N  S  LH++ G+   GT         G   G W D   ++    LP P    R 
Sbjct: 135 SWIFPENAGSAGLHKSRGFVKVGTYSHMAKMTYGELAGQWRDTDVYE--LLLPKPEEKKR 192 
 
 
>ref|ZP_05362847.1| phosphinothricin N-acetyltransferase [Campylobacter showae RM3277] 
 gb|EET80434.1| phosphinothricin N-acetyltransferase [Campylobacter showae RM3277] 
          Length = 208 
 
 Score = 42.4 bits (98), Expect = 0.028,   Method: Compositional matrix adjust. 
 Identities = 33/125 (26%), Positives = 57/125 (45%), Gaps = 1/125 (0%) 
 
Query: 24  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 83 
           ++    E +  N  ++    +++  D E L ++ P +      ++A  + +  +  R  Y 
Sbjct: 64  VLREVYEANLTNKDSKADCERKFDSDGENLGEQKPSVTNPKSEILAWGSLS-DYHPREGY 122 
 
Query: 84  DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 143 
             T E +VYV+   +  GLG  L   +LK     G K+VVA+I   N  S+ L    G+T 
Sbjct: 123 RITAEISVYVAPDARGKGLGGRLVNFMLKLAPKFGIKNVVALIFSSNAASLNLFAKFGFT 182 
 
Query: 144 ARGTL 148 
             G L 
Sbjct: 183 RWGEL 187 
 
 
>ref|YP_004171066.1| GCN5-like N-acetyltransferase [Deinococcus maricopensis DSM 
21211] 
 gb|ADV67401.1| GCN5-related N-acetyltransferase [Deinococcus maricopensis DSM 
           21211] 
          Length = 191 
 
 Score = 42.4 bits (98), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 47/183 (25%), Positives = 70/183 (38%), Gaps = 36/183 (19%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP----------QEWIDDLERLQDRY 57 
           + IRPA   D  A   ++   I    +    EP             QE  +D  RL  R  
Sbjct: 2   LTIRPAVPGDARACVPLIVDAIGDIALTLTVEPTVSRAAGALRAFFQEDEEDDNRLSYRN 61 
 
Query: 58  PWLVAEVEGVVAGI--AYAGP-------------WKARNAYDWTVE----------STVY 92 
            W VAEV+G +AG+  AY G              W   +   + +E           TV  
Sbjct: 62  AW-VAEVDGHMAGVLVAYDGARARMLDWPFLRRAWALTDNTHYVIEEETEAGEFYVDTVS 120 
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Query: 93  VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 152 
           V   +Q  G+G+ L    +     +GF  V  ++   N  + RL+E LG+   GT    G 
Sbjct: 121 VRAAYQGRGVGTQLVQFAVALARERGFPRVTLLVDEGNVGARRLYERLGFEVAGTRSIGG 180 
 
Query: 153 YKH 155 
           + + 
Sbjct: 181 HAY 183 
 
 
>ref|YP_003479445.1| GCN5-related N-acetyltransferase [Natrialba magadii ATCC 43099] 
 gb|ADD04883.1| GCN5-related N-acetyltransferase [Natrialba magadii ATCC 43099] 
          Length = 187 
 
 Score = 42.4 bits (98), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 22/68 (32%), Positives = 37/68 (54%), Gaps = 2/68 (2%) 
 
Query: 80  RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 139 
           R+  +W  E  ++V   +QR G+G+ L  HLL      G + V   +   N+P++ L+E  
Sbjct: 110 RDEIEW--ELAIFVLQDYQRAGIGTHLLEHLLGHASDVGIERVWLTVERWNNPAIALYER 167 
 
Query: 140 LGYTARGT 147 
           +G+ A GT 
Sbjct: 168 VGFEASGT 175 
 
 
>ref|YP_002550145.1| acetyltransferase protein [Agrobacterium vitis S4] 
 gb|ACM37136.1| acetyltransferase protein [Agrobacterium vitis S4] 
          Length = 160 
 
 Score = 42.0 bits (97), Expect = 0.032,   Method: Compositional matrix adjust. 
 Identities = 36/138 (26%), Positives = 61/138 (44%), Gaps = 9/138 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EGVV 68 
           IRP+T+ D   + D +N   E      R     PQ  + +    +DR    VA+  EG + 
Sbjct: 3   IRPSTSLDAQGMSDALN---EIFAAGLRKSAGDPQLVLANYIEHKDRIECSVAQDDEGRI 59 
 
Query: 69  AGIAYAGPWKARNAYD----WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G          N Y     W +  T ++S    R G+GS L+   L++ ++    ++ A 
Sbjct: 60  FGFQSLRFATVDNPYGTPEGWGIIGT-HISPLAARRGIGSALFRATLQAAKSFPLDNIEA 118 
 
Query: 125 VIGLPNDPSVRLHEALGY 142 
            IG  N+  +  +EA+G+ 
Sbjct: 119 AIGADNEAGLAYYEAMGF 136 
 
 
>ref|YP_909505.1| N-acetyl transferase [Bifidobacterium adolescentis ATCC 15703] 
 dbj|BAF39423.1| possible N-acetyl transferase [Bifidobacterium adolescentis ATCC 
           15703] 
          Length = 174 
 
 Score = 42.0 bits (97), Expect = 0.033,   Method: Compositional matrix adjust. 
 Identities = 39/170 (22%), Positives = 63/170 (37%), Gaps = 10/170 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV- 67 
             R AT  D+ A+ DI N  +     +  T P+T  +    +E   D Y   V  V     
Sbjct: 5   SFRIATQDDIQAITDIYNAAVIRGGSSADTTPRTYAQRKAWVESHHDPYAVFVTTVPATD 64 
 
Query: 68  --------VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
                   + G +    +  R  YD   +   Y++   Q  G G+     LL     +   
Sbjct: 65  AATEGGERIIGFSALSVFYDRAGYDGVTDLAYYIAPEWQGRGAGTFTLARLLDECRNRHM 124 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDF 168 
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           +    +I   N  S+ L +  G+T  G + +AA    G   D+ +W  D  
Sbjct: 125 RKACGIIFADNRGSIALMKHFGFTQFGLMPQAATDSTGTMRDMSYWHLDL 174 
 
 
>ref|ZP_04850775.1| conserved hypothetical protein [Paenibacillus sp. oral taxon 786 
           str. D14] 
 gb|EES74965.1| conserved hypothetical protein [Paenibacillus sp. oral taxon 786 
           str. D14] 
          Length = 169 
 
 Score = 42.0 bits (97), Expect = 0.034,   Method: Compositional matrix adjust. 
 Identities = 27/105 (25%), Positives = 53/105 (50%), Gaps = 3/105 (2%) 
 
Query: 38  TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK-ARNAYDWTVESTVYVSHR 96 
           T+ +  + W+D    LQD    +V +    V   A+ G  + A   Y+  + S +Y+    
Sbjct: 40  TQERRVKLWLDIFASLQDDDRIVVGKDGDCVVAFAHGGKCREAELGYEGELYS-IYILKE 98 
 
Query: 97  HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 141 
           +Q +GLG  L  H++  + ++G  S++A + L  +PS+  +  +G 
Sbjct: 99  YQGMGLGQQLLNHIINHLRSKGNTSMMAWV-LEGNPSIDFYLRMG 142 
 
 
>ref|YP_003410975.1| GCN5-related N-acetyltransferase [Geodermatophilus obscurus DSM 
           43160] 
 gb|ADB76604.1| GCN5-related N-acetyltransferase [Geodermatophilus obscurus DSM 
           43160] 
          Length = 169 
 
 Score = 42.0 bits (97), Expect = 0.034,   Method: Compositional matrix adjust. 
 Identities = 33/86 (38%), Positives = 45/86 (52%), Gaps = 4/86 (4%) 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           +LVAEV+GV AG    G W+        V+  VYV+   +R GL   L   L +S  A G 
Sbjct: 62  FLVAEVDGVPAGC---GGWRVHEPGVAEVKR-VYVAPGFRRQGLAQLLMGALEESAAAAG 117 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTA 144 
            +SVV   G     ++ L+ ALGYT+ 
Sbjct: 118 VRSVVLNSGSRQPEALALYAALGYTS 143 
 
 
>ref|ZP_07953439.1| ribosomal-protein-alanine acetyltransferase [Gemella moribillum 
           M424] 
 gb|EFV36313.1| ribosomal-protein-alanine acetyltransferase [Gemella moribillum 
           M424] 
          Length = 150 
 
 Score = 42.0 bits (97), Expect = 0.034,   Method: Compositional matrix adjust. 
 Identities = 20/87 (22%), Positives = 43/87 (49%), Gaps = 4/87 (4%) 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
           I + G W   + Y     + + +   HQ   LG   +T++++ ++ +G K  +  + + N 
Sbjct: 53  IGFCGGWLVSDEYQI---NKIVIDKPHQNKKLGQIFFTYIMQVLKLKGVKKALVEVRVSN 109 
 
Query: 131 DPSVRLHEALGYTARGTLRAAGYKHGG 157 
            P++ ++E  G+ A   +R   YK+ G 
Sbjct: 110 MPAITIYEKSGF-ATIDIRKNYYKNNG 135 
 
 
>ref|YP_003404965.1| GCN5-related N-acetyltransferase [Haloterrigena turkmenica DSM 
           5511] 
 gb|ADB62292.1| GCN5-related N-acetyltransferase [Haloterrigena turkmenica DSM 
           5511] 
          Length = 186 
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 Score = 42.0 bits (97), Expect = 0.037,   Method: Compositional matrix adjust. 
 Identities = 22/68 (32%), Positives = 37/68 (54%), Gaps = 2/68 (2%) 
 
Query: 80  RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 139 
           R+  +W  E  ++V   +QR G+G+ L  HLL      G + V   +   N+P++ L+E  
Sbjct: 110 RSDVEW--ELAIFVLQAYQRAGIGTKLLEHLLGHAADIGIEQVWLTVERWNNPAIALYER 167 
 
Query: 140 LGYTARGT 147 
           +G+ A GT 
Sbjct: 168 VGFEATGT 175 
 
 
>dbj|BAI77988.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 193 
 
 Score = 42.0 bits (97), Expect = 0.037,   Method: Compositional matrix adjust. 
 Identities = 41/147 (27%), Positives = 64/147 (43%), Gaps = 18/147 (12%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV 61 
           R P  IR  T  D+ A+ +I N    +   +  T P T +E   +++  +R  D  P  V 
Sbjct: 12  RLPRGIREFTEDDLEAMMNIFNETAGSGANSPVTRPMTYEEVKFYVNLYKR--DGLPVYV 69 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDW-------TVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            E  G V G      W + N + W       T E+ +YV   H   G+G  L    +    
Sbjct: 70  YERRGEVLG------WLSINRFSWGTQACYRTGETAIYVRGDHFGSGIGVLLCKATVILG 123 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALG 141 
           +  G +++VA I   N PS ++  A+G 
Sbjct: 124 QQAGLENLVAWIMAANTPSQKIVTAVG 150 
 
 
>ref|YP_003476587.1| GCN5-related N-acetyltransferase [Thermoanaerobacter italicus 
Ab9] 
 gb|ADD02025.1| GCN5-related N-acetyltransferase [Thermoanaerobacter italicus Ab9] 
          Length = 178 
 
 Score = 42.0 bits (97), Expect = 0.040,   Method: Compositional matrix adjust. 
 Identities = 34/158 (21%), Positives = 75/158 (47%), Gaps = 17/158 (10%) 
 
Query: 3   PERRP-VEIRPATAADMAAVCDIVNH------YIETSTVNFRTEPQTPQEWIDDLERLQD 55 
           P++ P + IR A   D   +  ++N       Y+ + T N+  E +  ++ I +L+R +D 
Sbjct: 8   PQKEPQLVIREAKIKDARGIIKLLNSVGREKLYMVSETFNWSEEEE--KQLIKNLDRNKD 65 
 
Query: 56  RYPWLVAEVEGVVAG----IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
               LVA+  G + G      Y G   ++  +    E  + +  R + +G+G+ L+T  + 
Sbjct: 66  --LILVADYGGEIVGCLTLFRYYGGRSSKVQH--VGEIGISIDARFRNMGIGTKLFTEAI 121 
 
Query: 112 KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
              +++G++ +   +   N+ ++ L++  G+   G  R 
Sbjct: 122 GWAKSKGYEKLCLSVFSTNEVAIHLYKKFGFEEEGRRR 159 
 
 
>dbj|BAI77987.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 193 
 
 Score = 42.0 bits (97), Expect = 0.040,   Method: Compositional matrix adjust. 
 Identities = 41/147 (27%), Positives = 64/147 (43%), Gaps = 18/147 (12%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV 61 
           R P  IR  T  D+ A+ +I N    +   +  T P T +E   +++  +R  D  P  V 
Sbjct: 12  RLPRGIREFTENDLEAMMNIFNETAGSGANSPVTRPMTYEEVKFYVNLYKR--DGLPVYV 69 
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Query: 62  AEVEGVVAGIAYAGPWKARNAYDW-------TVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            E  G V G      W + N + W       T E+ +YV   H   G+G  L    +    
Sbjct: 70  YERRGEVLG------WLSINRFSWGTQACYRTGETAIYVRGDHFGSGIGVLLCKATVILG 123 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALG 141 
           +  G +++VA I   N PS ++  A+G 
Sbjct: 124 KQAGLENLVAWIMAANTPSQKIVTAVG 150 
 
 
>ref|YP_003194023.1| N-acetyltransferase [Robiginitalea biformata HTCC2501] 
 gb|EAR16244.1| N-acetyltransferase [Robiginitalea biformata HTCC2501] 
          Length = 162 
 
 Score = 41.6 bits (96), Expect = 0.041,   Method: Compositional matrix adjust. 
 Identities = 39/140 (27%), Positives = 63/140 (45%), Gaps = 17/140 (12%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQ----TPQEWIDDLERLQDRYPWLVAEVE 65 
           IRPA  ADM  V  ++          +  EP     T Q+ + D      ++   VAE + 
Sbjct: 5   IRPAEEADMKEVYRLIRE-----LAVYEREPDAVEVTEQQLLRDGFGPDPKFRCFVAERD 59 
 
Query: 66  GVVAGIAYAGP----WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           G + G+A   P    WK    +   +E  + V+   + LG+GS L T +++    QG K  
Sbjct: 60  GGIVGMALIYPRYSTWKGPAIH---LEDLI-VTEEARGLGVGSALLTEVIRYASGQGVKR 115 
 
Query: 122 VVAVIGLPNDPSVRLHEALG 141 
           V   +   N+P++  +EA G 
Sbjct: 116 VCWEVLDWNEPAIDFYEARG 135 
 
 
>ref|YP_863525.1| GNAT family acetyltransferase [Gramella forsetii KT0803] 
 emb|CAL68458.1| GNAT family acetyltransferase-possibly polyamine acetyltransferase 
           [Gramella forsetii KT0803] 
          Length = 162 
 
 Score = 41.6 bits (96), Expect = 0.043,   Method: Compositional matrix adjust. 
 Identities = 36/124 (29%), Positives = 55/124 (44%), Gaps = 21/124 (16%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD------RYPWL 60 
            + IR AT  DM AV +++N         F  EP+     ID+ + ++D       +    
Sbjct: 2   EINIRKATKVDMKAVLELINE-----LAVFEKEPEAV--IIDENDLIRDGFGENPAFHCF 54 
 
Query: 61  VAEVEGVVAGIAYA----GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
           VAE  G + G+A        WK +  +   +E  V V  + +  GLGS LYT ++K     
Sbjct: 55  VAEANGKIEGMALLYFRYSTWKGKTVH---LEDLV-VREKFRGKGLGSALYTKVIKFAAE 110 
 
Query: 117 QGFK 120 
           Q  K 
Sbjct: 111 QKVK 114 
 
 
>ref|ZP_02028574.1| hypothetical protein BIFADO_01007 [Bifidobacterium adolescentis 
           L2-32] 
 gb|EDN84075.1| hypothetical protein BIFADO_01007 [Bifidobacterium adolescentis 
           L2-32] 
          Length = 199 
 
 Score = 41.6 bits (96), Expect = 0.043,   Method: Compositional matrix adjust. 
 Identities = 41/170 (24%), Positives = 65/170 (38%), Gaps = 10/170 (5%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV------- 61 
             R AT  D+ A+ DI N  +     +  T P+T  +    +E   D Y   V        
Sbjct: 30  SFRIATQDDIQAITDIYNAAVIRGGSSADTTPRTYAQRKAWVESHHDPYAVFVTTVPATD 89 
 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 546



Query: 62  AEVEGV--VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           A  EG   + G +    +  R  YD   +   Y++   Q  G G+     LL     +   
Sbjct: 90  AATEGGERIIGFSALSVFYDRAGYDGVTDLAYYIAPEWQGRGAGTFTLAKLLDECRNRHM 149 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDF 168 
           +    +I   N  S+ L +  G+T  G + +AA    G   D+ +W  D  
Sbjct: 150 RKACGIIFADNRGSIALMKHFGFTQFGLMPQAATDSTGTMRDMSYWHLDL 199 
 
 
>ref|YP_003859178.1| (SSU ribosomal protein S18P)-alanine acetyltransferase 
[Ignisphaera 
           aggregans DSM 17230] 
 gb|ADM27298.1| (SSU ribosomal protein S18P)-alanine acetyltransferase [Ignisphaera 
           aggregans DSM 17230] 
          Length = 161 
 
 Score = 41.6 bits (96), Expect = 0.045,   Method: Compositional matrix adjust. 
 Identities = 34/144 (23%), Positives = 68/144 (47%), Gaps = 20/144 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ--TPQEWIDDLERLQDRYPWLVAEVE 65 
           + IRPA+  D+ +V            +N    P+      WI+ +E+  D +   VAEV  
Sbjct: 8   IRIRPASMDDLDSVI----------AINIECLPEHYLKSFWIEHIEKWNDLF--YVAEVN 55 
 
Query: 66  GVVAGIAYA----GPWKARNAYDWTVES-TVYVSHRHQRLGLGSTLYTHLLKSMEA-QGF 119 
             + G A A    G    +N +       ++ V  +++R G+ + L + L+ +++   G  
Sbjct: 56  NEIVGYALARVENGSPITKNMFSKVGHVVSIAVREKYRRKGIATMLMSALIYTLKTIYGA 115 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYT 143 
           + V   + + N+P++RL++ LG+  
Sbjct: 116 EEVYLEVRVSNEPAIRLYQKLGFV 139 
 
 
>ref|YP_002544534.1| N-acetyltransferase protein [Agrobacterium radiobacter K84] 
 gb|ACM26606.1| N-acetyltransferase protein [Agrobacterium radiobacter K84] 
          Length = 154 
 
 Score = 41.6 bits (96), Expect = 0.048,   Method: Compositional matrix adjust. 
 Identities = 38/140 (27%), Positives = 61/140 (43%), Gaps = 9/140 (6%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           + IRPA + D   + +++N   E      R         +      + R    VAE E G 
Sbjct: 1   MNIRPAESIDAQGMSNVLN---EIFDAGLRKSAGDVTLVLAQYIEHEHRIECSVAEDEQG 57 
 
Query: 67  VVAGIAYAGPWKARNAY----DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            + G        A N Y    DW +  T +VS R  R G+GS L+   L++ +  G +++ 
Sbjct: 58  QILGFQSLRYAVAGNPYGVSEDWGIIGT-HVSPRAGRQGIGSALFQATLRAAKTFGLQNI 116 
 
Query: 123 VAVIGLPNDPSVRLHEALGY 142 
            A IG  N   +  +EA+G+ 
Sbjct: 117 DATIGEGNKMGLAYYEAMGF 136 
 
 
>ref|YP_004152368.1| gcn5-related N-acetyltransferase [Variovorax paradoxus EPS] 
 gb|ADU34257.1| GCN5-related N-acetyltransferase [Variovorax paradoxus EPS] 
          Length = 160 
 
 Score = 41.6 bits (96), Expect = 0.050,   Method: Compositional matrix adjust. 
 Identities = 33/139 (23%), Positives = 61/139 (43%), Gaps = 3/139 (2%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 70 
           R AT  D+ AV  +  H  E        +P   +E+    + + +   + V E++G VAG 
Sbjct: 3   RLATLEDLHAVFTLYMH--EKVVPYLGYDPMPLEEFRPIYQEMLESRRFFVYELDGRVAG 60 
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Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
              A  +  R  +  ++ +       H + G+   + +  +  ++A G K +   +   N 
Sbjct: 61  FYRATRYPGRVQHVASLGTLAVDPTLHGK-GVALAMVSQAIDELKAAGVKRIELCVESDN 119 
 
Query: 131 DPSVRLHEALGYTARGTLR 149 
            P +R +E LG+   GTLR 
Sbjct: 120 APGLRFYEKLGFQREGTLR 138 
 
 
>ref|YP_038811.1| acetyltransferase [Bacillus thuringiensis serovar konkukian str. 
           97-27] 
 ref|ZP_03238213.1| acetyltransferase, gnat family [Bacillus cereus H3081.97] 
 ref|YP_002340826.1| acetyltransferase, gnat family [Bacillus cereus AH187] 
 ref|YP_002532296.1| acetyltransferase, gnat family [Bacillus cereus Q1] 
 gb|AAT60954.1| possible acetyltransferase, GNAT family [Bacillus thuringiensis 
           serovar konkukian str. 97-27] 
 gb|EDZ55877.1| acetyltransferase, gnat family [Bacillus cereus H3081.97] 
 gb|ACJ79527.1| acetyltransferase, gnat family [Bacillus cereus AH187] 
 gb|ACM15007.1| possible acetyltransferase, GNAT family [Bacillus cereus Q1] 
          Length = 174 
 
 Score = 41.6 bits (96), Expect = 0.050,   Method: Compositional matrix adjust. 
 Identities = 15/42 (35%), Positives = 30/42 (71%), Gaps = 3/42 (7%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF---WQRDF 168 
           ND +++L+++LG+   GT + A +++G WHD+ F   +QR++ 
Sbjct: 132 NDRAIKLYKSLGFQHEGTCKEAIFRNGTWHDIEFFALFQRNY 173 
 
 
>ref|ZP_06499389.1| GCN5-related N-acetyltransferase [Pseudomonas syringae pv. 
syringae 
           FF5] 
          Length = 161 
 
 Score = 41.6 bits (96), Expect = 0.050,   Method: Compositional matrix adjust. 
 Identities = 28/102 (27%), Positives = 47/102 (46%), Gaps = 3/102 (2%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QG 118 
           LVAE +G+V G A    ++ R  +    +  + V+  H R G+G  L   L  +       
Sbjct: 54  LVAERDGMVVGCAMLYRFQGRRQH--VADFWMGVADSHHRQGIGDLLLNELTATASRWMN 111 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
            K +   + + N P++ L+E  G+   GT R   Y+ G + D 
Sbjct: 112 LKRLELTVFVDNKPAIALYEKNGFVIEGTHRKFAYRDGEYID 153 
 
 
>ref|ZP_05365511.1| phosphinothricin N-acetyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
 gb|EET77600.1| phosphinothricin N-acetyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
          Length = 189 
 
 Score = 41.6 bits (96), Expect = 0.051,   Method: Compositional matrix adjust. 
 Identities = 42/180 (23%), Positives = 72/180 (40%), Gaps = 8/180 (4%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           +++   IRP TAAD   + +I    + T    + T   T +E+    + +   +  + A  
Sbjct: 13  KKKDFRIRPFTAADYPQMREIYEQGLNTGHATYETRSLTFEEFKAG-KIMPSVHVAVEAN 71 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
            +  V G   A P   R  +   VE ++Y+    Q  G+G  L   L++  +     ++  
Sbjct: 72  DDSKVLGWVSAAPVSTRTVFHGVVEDSIYLGAEAQGRGIGGALLDRLIEVCKDLHKWAIH 131 
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Query: 124 AVIGLPNDPSVRLHEALGYTARGTLR-----AAGYKHGGWHDVGFWQRDFELPAPPRPVR 178 
           + I   N  S  LH++ G+   GT         G   G W D   ++    LP P    R 
Sbjct: 132 SWIFPENAGSAGLHKSRGFVKVGTYSHMAKMTYGELAGQWRDTDVYE--LLLPKPEEKKR 189 
 
 
>ref|ZP_00518247.1| GCN5-related N-acetyltransferase [Crocosphaera watsonii WH 8501] 
 gb|EAM48673.1| GCN5-related N-acetyltransferase [Crocosphaera watsonii WH 8501] 
          Length = 179 
 
 Score = 41.6 bits (96), Expect = 0.052,   Method: Compositional matrix adjust. 
 Identities = 35/152 (23%), Positives = 64/152 (42%), Gaps = 14/152 (9%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAE-- 63 
           +IR A   D+  + +I N  I +       +  T +   +W    ER  + YP  V E   
Sbjct: 3   KIRLANLEDLEKIVNIYNDSIPSRIATGDLQKITVESRLKWFK--ERDTNHYPIWVMEDH 60 
 
Query: 64  -------VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
                  V+  V G      +  R AY  T E ++Y++ +++  G+G  L  ++++     
Sbjct: 61  NQSSTTGVKNQVVGWISLQHFYCRPAYKSTAEISLYIAEKYRGQGIGKKLLEYVIEESPK 120 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
            G  +++  I   N PS+ L +   +   G L 
Sbjct: 121 LGLTNLLGFIFAHNKPSLNLFKKYNFQQWGYL 152 
 
 
>ref|ZP_01040135.1| YnaD [Erythrobacter sp. NAP1] 
 gb|EAQ30606.1| YnaD [Erythrobacter sp. NAP1] 
          Length = 180 
 
 Score = 41.2 bits (95), Expect = 0.054,   Method: Compositional matrix adjust. 
 Identities = 33/109 (30%), Positives = 51/109 (46%), Gaps = 11/109 (10%) 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-RLGLGSTLYTHLLK----- 112 
           W+  +  G VAG   A P     A++  VE   Y++  H+ R G+       L++      
Sbjct: 63  WIAEDAGGDVAGRFVAFP-----AHEKGVEEVGYITAIHRTREGVARECMEALIRHLFTA 117 
 
Query: 113 SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           ++E +G + + A +   N  SVRL EALG+T    LR     H G  D+ 
Sbjct: 118 AIEDEGARKLTAEVDTRNAASVRLLEALGFTREAHLREHETTHAGLCDI 166 
 
 
>ref|YP_001525754.1| acetyltransferase [Azorhizobium caulinodans ORS 571] 
 dbj|BAF88836.1| acetyltransferase [Azorhizobium caulinodans ORS 571] 
          Length = 173 
 
 Score = 41.2 bits (95), Expect = 0.054,   Method: Compositional matrix adjust. 
 Identities = 47/168 (27%), Positives = 71/168 (42%), Gaps = 11/168 (6%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           RRPV+   A  A M     + N  +   +V  RT+    +EWI            ++AE  
Sbjct: 13  RRPVDADFAVLAQMRRDSRLQNMLL---SVPERTDDDAVREWIARRSSAPGGLFRVIAET 69 
 
Query: 65  EGVVAG-IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK-SMEAQGFKSV 122 
           +G   G I  +   +   AY       + ++  ++  G+G+   + LL  + E  G  S+ 
Sbjct: 70  DGAAVGFIQISRVDEPPKAY-----GGIALAEGYRGRGVGAVALSALLMIAREELGLISL 124 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW-HDVGFWQRDFE 169 
           +A I   N  S+RLHE  GY   G +        G  HDV   QR FE 
Sbjct: 125 LAEIRTDNPSSIRLHERFGYRRVGVMDEHFLGTDGQRHDVLLMQRRFE 172 
 
 
>ref|ZP_05629105.1| sortase and related acyltransferase [Actinobacillus minor 202] 
 gb|EEV24437.1| sortase and related acyltransferase [Actinobacillus minor 202] 
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          Length = 170 
 
 Score = 41.2 bits (95), Expect = 0.055,   Method: Compositional matrix adjust. 
 Identities = 34/142 (23%), Positives = 58/142 (40%), Gaps = 4/142 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64 
           + IR +   D   +  I N  I T  +    E  T    + W D      ++YP    E  
Sbjct: 1   MRIRKSIETDFETILAIYNQAIPTHQITADLELATTTNRRAWFD-FHLSSEKYPIWTVED 59 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
           E  +AG     P+  R A+  T E ++Y+  + +  G GS +   +   M   G  +++A 
Sbjct: 60  EEGIAGWFSFSPFYERPAFIHTSEISIYLDGKAKGKGYGSEIIQFMQAEMLNHGIHTLMA 119 
 
Query: 125 VIGLPNDPSVRLHEALGYTARG 146 
            +   N+ S +L    G+   G 
Sbjct: 120 YVFEMNEVSQKLMFKHGFEQWG 141 
 
 
>ref|ZP_05784948.1| putative phosphinothricin N-acetyltransferase [Silicibacter 
           lacuscaerulensis ITI-1157] 
 gb|EEX08064.1| putative phosphinothricin N-acetyltransferase [Silicibacter 
           lacuscaerulensis ITI-1157] 
          Length = 96 
 
 Score = 41.2 bits (95), Expect = 0.057,   Method: Compositional matrix adjust. 
 Identities = 28/94 (29%), Positives = 44/94 (46%), Gaps = 4/94 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68 
           +RPA   D  A+  I N  +  + V F T+ ++P    +D+     R P + VAE    V 
Sbjct: 3   VRPARTQDAVAIAAITNQVVRDTLVTFTTQERSPASIAEDIAA---RGPAFQVAERGNQV 59 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 102 
            G A  G ++    YD T E T+ +  + Q  G+ 
Sbjct: 60  VGFATYGRFRTGPGYDATREHTIMLDPQAQGRGV 93 
 
 
>ref|ZP_07326841.1| GCN5-related N-acetyltransferase [Acetivibrio cellulolyticus CD2] 
 gb|EFL61961.1| GCN5-related N-acetyltransferase [Acetivibrio cellulolyticus CD2] 
          Length = 144 
 
 Score = 41.2 bits (95), Expect = 0.057,   Method: Compositional matrix adjust. 
 Identities = 27/104 (25%), Positives = 47/104 (45%), Gaps = 7/104 (6%) 
 
Query: 48  DDLERLQDRYP--WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 105 
           D +ER   R P    V E++G + G    G    R+ Y +       VS  +Q   +G+  
Sbjct: 33  DGMERFLRRNPNTSFVVEIDGKIVGSILCGN-DGRSGYIYHA----CVSREYQNKKIGTR 87 
 
Query: 106 LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           L   + ++++A+G   +   + + ND   R  E +G+  R  LR 
Sbjct: 88  LVEKVFEALKAEGISDITLAVYINNDDGNRFWERMGFRDRDFLR 131 
 
 
>ref|YP_786135.1| acetyltransferase [Bordetella avium 197N] 
 emb|CAJ49224.1| putative acetyltransferase [Bordetella avium 197N] 
          Length = 152 
 
 Score = 41.2 bits (95), Expect = 0.058,   Method: Compositional matrix adjust. 
 Identities = 40/146 (27%), Positives = 66/146 (45%), Gaps = 10/146 (6%) 
 
Query: 1   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60 
           MS E   +++R A   D+  + D+    +E   V      Q    + DD+   + RY W  
Sbjct: 1   MSKESPELQLRTAGEDDVPFLLDLRRRTMEPHLV------QDHVPFDDDIHMQRIRYHWE 54 
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Query: 61  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
            A +  V+     AG +K     +      + ++   Q LGLG+ L   +L   +AQ    
Sbjct: 55  DARI--VLIDQQPAGLFKVHLDEEGLYVIQIQLAPAWQGLGLGARLLNTVLARADAQKLA 112 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARG 146 
             +AV  L N+P+ RL+E LG+  +G 
Sbjct: 113 VRLAV--LKNNPARRLYERLGFLTQG 136 
 
 
>ref|ZP_04148126.1| hypothetical protein bthur0001_46870 [Bacillus thuringiensis 
           serovar tochigiensis BGSC 4Y1] 
 gb|EEM20171.1| hypothetical protein bthur0001_46870 [Bacillus thuringiensis 
           serovar tochigiensis BGSC 4Y1] 
          Length = 174 
 
 Score = 41.2 bits (95), Expect = 0.060,   Method: Compositional matrix adjust. 
 Identities = 15/42 (35%), Positives = 30/42 (71%), Gaps = 3/42 (7%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF---WQRDF 168 
           ND +++L+++LG+   GT + A +++G WHD+ F   +QR++ 
Sbjct: 132 NDRAIKLYKSLGFQHEGTCKEAIFRNGTWHDIEFFALFQRNY 173 
 
 
>ref|ZP_05075392.1| acetyltransferase, gnat family [Rhodobacterales bacterium 
HTCC2083] 
 gb|EDZ43052.1| acetyltransferase, gnat family [Rhodobacteraceae bacterium 
           HTCC2083] 
          Length = 162 
 
 Score = 41.2 bits (95), Expect = 0.060,   Method: Compositional matrix adjust. 
 Identities = 33/136 (24%), Positives = 59/136 (43%), Gaps = 3/136 (2%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66 
           + IRP   +D+  + +++N  IE         P    E    + R  +R  W +AE + G 
Sbjct: 3   ITIRPLQMSDIRLMTELLNEIIEIGGTTAYLNPLPEAELACWVARGTERTSWTIAEDDTG 62 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            + G  +A P         ++ + V V    +  G+G  L+    K M+  GF+ + A I 
Sbjct: 63  KLVGFQWAEPHALLPPEAASIATFVRVGVVGR--GIGKRLFAETSKHMKRFGFEWINASI 120 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              ND  +R +  +G+ 
Sbjct: 121 RSDNDSGLRYYAKMGF 136 
 
 
>emb|CBG92007.1| phosphinothricin acetyltransferase [Streptomyces hygroscopicus] 
          Length = 20 
 
 Score = 41.2 bits (95), Expect = 0.061,   Method: Compositional matrix adjust. 
 Identities = 18/20 (90%), Positives = 18/20 (90%) 
 
Query: 31 TSTVNFRTEPQTPQEWIDDL 50 
          TSTVNFRTEPQ PQEW DDL 
Sbjct: 1  TSTVNFRTEPQEPQEWTDDL 20 
 
 
>ref|ZP_01154999.1| acetyltransferase, GNAT family protein [Oceanicola granulosus 
           HTCC2516] 
 gb|EAR53109.1| acetyltransferase, GNAT family protein [Oceanicola granulosus 
           HTCC2516] 
          Length = 158 
 
 Score = 41.2 bits (95), Expect = 0.062,   Method: Compositional matrix adjust. 
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 Identities = 36/140 (25%), Positives = 59/140 (42%), Gaps = 10/140 (7%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-GVV 68 
           +RPA+ AD A +C ++N  I          P TP   +       D     +AE E G V 
Sbjct: 3   LRPASDADAAGLCAVINPLIAAGGTTAHRRPFTPARMVAHYIAPPDGVCCTLAEDEAGTV 62 
 
Query: 69  AGIAYAGPWKARNAY------DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
            G  +    +A  A+       W + +T +V   H R G+GS L+    ++  A G  ++ 
Sbjct: 63  LG--FQSLVRADPAFGDGIPAGWGIIAT-FVRAGHGRGGIGSALFAVTREAARAAGLVAI 119 
 
Query: 123 VAVIGLPNDPSVRLHEALGY 142 
            A I   N   +  +  +G+ 
Sbjct: 120 DATIRRENAGGLAYYGRMGF 139 
 
 
>gb|ADZ81183.1| GCN5-related N-acetyltransferase [Sphingobacterium sp. 21] 
          Length = 146 
 
 Score = 41.2 bits (95), Expect = 0.064,   Method: Compositional matrix adjust. 
 Identities = 31/140 (22%), Positives = 64/140 (45%), Gaps = 23/140 (16%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-------YPWLVA 62 
           IR A   D + + ++++              + P+E    LE ++D        +   VA 
Sbjct: 2   IRKAQKEDCSRILELIHE--------LALYERAPEEVTVSLEEMEDAGFGANPVWEAFVA 53 
 
Query: 63  EVEGVVAGIAYA----GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           E++GV+ GIA        WK R  Y   +E  + V+   +  G+G  L+  +++ M+ +G 
Sbjct: 54  EIDGVIQGIALYYTRYSTWKGRRLY---LEDLI-VTQEMRGRGIGKLLFDKVIEEMQNKG 109 
 
Query: 119 FKSVVAVIGLPNDPSVRLHE 138 
           +  +V  +   N+P++  ++ 
Sbjct: 110 YSGMVWQVLEWNEPAINFYK 129 
 
 
>ref|YP_003388727.1| GCN5-related N-acetyltransferase [Spirosoma linguale DSM 74] 
 gb|ADB39928.1| GCN5-related N-acetyltransferase [Spirosoma linguale DSM 74] 
          Length = 150 
 
 Score = 41.2 bits (95), Expect = 0.066,   Method: Compositional matrix adjust. 
 Identities = 35/146 (23%), Positives = 56/146 (38%), Gaps = 10/146 (6%) 
 
Query: 24  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY---PWLVAEVEGVVAGIAYAGPWKAR 80 
           I    I+T      T+  +P       E +   Y   P LVA     V G A       R 
Sbjct: 4   IYQQGIDTGNATMETQAPSP-------ETMAASYMASPQLVAVDGDTVIGYALLTAVSGR 56 
 
Query: 81  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 140 
             +    E ++Y+   ++  G+G  L   L+   E +   ++ A I   N  S+ LH+   
Sbjct: 57  CIFAGVAEVSLYIGAAYRGKGVGQQLLNRLIADSEEKNLWTLQASILRENTASIALHKRC 116 
 
Query: 141 GYTARGTLRAAGYKHGGWHDVGFWQR 166 
           G+   G     G + G W D+   +R 
Sbjct: 117 GFREIGYHERIGKRAGIWRDILLLER 142 
 
 
>gb|EFW82027.1| acetyltransferase [Pseudomonas syringae pv. glycinea str. B076] 
          Length = 161 
 
 Score = 41.2 bits (95), Expect = 0.067,   Method: Compositional matrix adjust. 
 Identities = 31/125 (24%), Positives = 60/125 (48%), Gaps = 7/125 (5%) 
 
Query: 41  QTPQEWIDDLERLQDRYPW----LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 96 
           +TP + ++D+++L +        LVAE +G+V G A    ++ R  +    +  + V+   
Sbjct: 31  RTPYQSVNDIKKLVEGRSASGLSLVAERDGIVVGCAMLYRFQGRRQH--VADFWMGVADG 88 
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Query: 97  HQRLGLGSTLYTHL-LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 155 
           H R G+G  L   L   +      K +   + + N+P++ L++  G+   GT R   Y+  
Sbjct: 89  HHRQGIGDELLKELSATACRWMNVKRLELTVFVDNEPAIALYKKNGFVIEGTHRKFAYRD 148 
 
Query: 156 GGWHD 160 
           G + D 
Sbjct: 149 GEYID 153 
 
 
>ref|ZP_04776977.1| ribosomal-protein-alanine acetyltransferase [Gemella haemolysans 
           ATCC 10379] 
 gb|EER67685.1| ribosomal-protein-alanine acetyltransferase [Gemella haemolysans 
           ATCC 10379] 
          Length = 150 
 
 Score = 40.8 bits (94), Expect = 0.073,   Method: Compositional matrix adjust. 
 Identities = 19/87 (21%), Positives = 43/87 (49%), Gaps = 4/87 (4%) 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
           I + G W   + Y     + + +   HQ   LG   +T++++ ++ +G K  +  + + N 
Sbjct: 53  IGFCGGWLVADEYQV---NKIVIDKPHQNKKLGQIFFTYVMQLLKLKGVKKAIVEVRVSN 109 
 
Query: 131 DPSVRLHEALGYTARGTLRAAGYKHGG 157 
            P++ ++E  G++    +R   YK+ G 
Sbjct: 110 MPAITVYEKAGFSTI-DIRKNYYKNNG 135 
 
 
>ref|YP_076248.1| putative acetyltransferase [Symbiobacterium thermophilum IAM 14863] 
 dbj|BAD41404.1| putative acetyltransferase [Symbiobacterium thermophilum IAM 14863] 
          Length = 165 
 
 Score = 40.8 bits (94), Expect = 0.075,   Method: Compositional matrix adjust. 
 Identities = 33/121 (27%), Positives = 55/121 (45%), Gaps = 3/121 (2%) 
 
Query: 42  TPQEWIDDLERLQDRYPW-LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 100 
           TP+ W   LE +  RY + LVAEV+G V G  +   ++       T    + V    Q   
Sbjct: 37  TPESWRKKLEGIDPRYDYVLVAEVDGKVVGNVWLQRYRNSRTLH-TASLGIMVHDAWQGR 95 
 
Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWH 159 
           G+G  L    +   +       V +   P N+ +++L+E+ G+ A G  R A ++ G +  
Sbjct: 96  GIGRALMAAAIDVADRWLNVLRVELEVFPDNERAIKLYESFGFVAEGRKRMAAFRDGQYV 155 
 
Query: 160 D 160 
           D 
Sbjct: 156 D 156 
 
 
>ref|ZP_03754730.1| hypothetical protein ROSEINA2194_03159 [Roseburia inulinivorans 
DSM 
           16841] 
 gb|EEG93001.1| hypothetical protein ROSEINA2194_03159 [Roseburia inulinivorans DSM 
           16841] 
          Length = 145 
 
 Score = 40.8 bits (94), Expect = 0.077,   Method: Compositional matrix adjust. 
 Identities = 39/147 (26%), Positives = 64/147 (43%), Gaps = 16/147 (10%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           ++IR     D  AV +I             ++P + Q ++D +        +LVAE     
Sbjct: 2   IQIREMQVRDTNAVAEIERQIF--------SQPWSRQGFLDAVN--LGNTVFLVAEENNR 51 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
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           + G  Y G + A +  + T  +   V   H   G+G  L T LLK  E +G   +V  +  
Sbjct: 52  IIG--YIGMYLAMDEGEITNVAVAPVERCH---GVGGMLLTELLKIAENKGVARIVLEVR 106 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYK 154 
             ND ++RL+E  G+   G +R   Y+ 
Sbjct: 107 ASNDSAIRLYERNGFVQCG-MRKGFYE 132 
 
 
>ref|YP_002905889.1| putative acetyltransferase [Corynebacterium kroppenstedtii DSM 
           44385] 
 gb|ACR17346.1| putative acetyltransferase [Corynebacterium kroppenstedtii DSM 
           44385] 
          Length = 157 
 
 Score = 40.8 bits (94), Expect = 0.077,   Method: Compositional matrix adjust. 
 Identities = 41/154 (26%), Positives = 62/154 (40%), Gaps = 13/154 (8%) 
 
Query: 14  TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL--VAEVEGVVAGI 71 
           T  D   V  I    + T    +   P T +E++D       + P L  VAE EG + G  
Sbjct: 2   TRDDYPDVARIHQAGLNTGNGAYEASPVTWEEFVDK------KIPELCFVAEDEGTILGW 55 
 
Query: 72  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 131 
               P+  R +    +E ++Y+       G+G+ L  H     +  G  ++   I   N  
Sbjct: 56  VALMPFYHRPSLTGFLEDSIYIDPAASGRGVGTALLEHSAAKAKEWGAWTITGWIFEDNS 115 
 
Query: 132 PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165 
            S  LH   G+   GTL+    +H GW D G W  
Sbjct: 116 ASQALHAKAGFRKVGTLQ----RH-GWMDYGPWS 144 
 
 
>ref|ZP_04783922.1| phosphinothricin N-acetyltransferase [Weissella paramesenteroides 
           ATCC 33313] 
 gb|EER73858.1| phosphinothricin N-acetyltransferase [Weissella paramesenteroides 
           ATCC 33313] 
          Length = 137 
 
 Score = 40.8 bits (94), Expect = 0.079,   Method: Compositional matrix adjust. 
 Identities = 26/106 (24%), Positives = 52/106 (49%), Gaps = 4/106 (3%) 
 
Query: 44  QEWIDDLERLQDRYP-WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 102 
           ++W D      ++YP W++A+ + V+ G    G +  R AY  T E ++Y+    +   + 
Sbjct: 14  KKWFD--ASSHEKYPIWIIADDDQVI-GWCSLGAFYGRAAYQHTAEISIYIDETTRGKHV 70 
 
Query: 103 GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
           G+     L   ++ +  +++VA +   N PS+ L +  G+   G L 
Sbjct: 71  GTQTIQFLATQLKQRDLQNIVAYVFRQNTPSMTLFKKQGFEQWGLL 116 
 
 
>ref|ZP_04241767.1| hypothetical protein bcere0018_44690 [Bacillus cereus Rock1-15] 
 gb|EEL26515.1| hypothetical protein bcere0018_44690 [Bacillus cereus Rock1-15] 
          Length = 174 
 
 Score = 40.8 bits (94), Expect = 0.079,   Method: Compositional matrix adjust. 
 Identities = 14/43 (32%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +++L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 132 NDRAIKLYKSLGFQHEGTCKEAIFRNGNWHDIELFALFQRNYK 174 
 
 
>ref|ZP_02613950.1| acetyltransferase [Clostridium botulinum NCTC 2916] 
 gb|EDT81799.1| acetyltransferase [Clostridium botulinum NCTC 2916] 
          Length = 179 
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 Score = 40.8 bits (94), Expect = 0.082,   Method: Compositional matrix adjust. 
 Identities = 13/32 (40%), Positives = 22/32 (68%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           N+ +++L+E +G+   G LR A Y+ G WHD+ 
Sbjct: 132 NERAIKLYEKMGFICEGILRQALYRAGNWHDI 163 
 
 
>ref|YP_001895573.1| GCN5-related N-acetyltransferase [Burkholderia phytofirmans PsJN] 
 gb|ACD16349.1| GCN5-related N-acetyltransferase [Burkholderia phytofirmans PsJN] 
          Length = 174 
 
 Score = 40.8 bits (94), Expect = 0.083,   Method: Compositional matrix adjust. 
 Identities = 40/144 (27%), Positives = 64/144 (44%), Gaps = 8/144 (5%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEG- 66 
           R AT  D+ A+  I N  + +  V    +P   ++   W       Q R  W+V   E   
Sbjct: 6   RDATLDDLPAIVAIYNSTVPSRQVTADLDPVSVESRMGWFH-AHGPQKRPLWVVEATEQP 64 
 
Query: 67  --VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             V+A ++++  +  R AY  T E ++Y+    +  GLG  L    L +  A G  SV+  
Sbjct: 65  GRVIAWLSFS-DFYGRPAYQRTAEVSIYLDESARGRGLGKQLLAASLAAAPALGIDSVLG 123 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N+ S+RL    G+   G+L 
Sbjct: 124 FIFGHNEASLRLFRGFGFDTWGSL 147 
 
 
>ref|ZP_08132925.1| phosphinothricin N-acetyltransferase [Kingella denitrificans ATCC 
           33394] 
 gb|EGC17841.1| phosphinothricin N-acetyltransferase [Kingella denitrificans ATCC 
           33394] 
          Length = 166 
 
 Score = 40.8 bits (94), Expect = 0.083,   Method: Compositional matrix adjust. 
 Identities = 36/143 (25%), Positives = 62/143 (43%), Gaps = 8/143 (5%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLV--AEVE 65 
           R A   D+A +  I N  + +       +P   +  Q W D     Q   P  V   + + 
Sbjct: 4   RRARQGDLAEIVAIYNSTVASGQSTADLQPIRIEQRQAWFD--AHRQPHRPLYVWRDDQQ 61 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
            +VA  +++  +  R AY  + E ++Y+   ++  GLG  +   +L      G ++V+AV 
Sbjct: 62  NMVAWASFSD-YYPREAYRISAEISIYIHESYRGRGLGREILAFMLALAPDLGIRNVLAV 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTL 148 
           I   N  S+ L E  G+   G L 
Sbjct: 121 IFAHNAASLHLFERFGFETWGRL 143 
 
 
>emb|CBG92010.1| pat [Streptomyces viridochromogenes] 
          Length = 19 
 
 Score = 40.8 bits (94), Expect = 0.085,   Method: Compositional matrix adjust. 
 Identities = 19/19 (100%), Positives = 19/19 (100%) 
 
Query: 1  MSPERRPVEIRPATAADMA 19 
          MSPERRPVEIRPATAADMA 
Sbjct: 1  MSPERRPVEIRPATAADMA 19 
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>ref|ZP_06604042.1| ribosomal-protein-alanine acetyltransferase [Selenomonas noxia 
ATCC 
           43541] 
 gb|EFF65754.1| ribosomal-protein-alanine acetyltransferase [Selenomonas noxia ATCC 
           43541] 
          Length = 155 
 
 Score = 40.8 bits (94), Expect = 0.085,   Method: Compositional matrix adjust. 
 Identities = 20/79 (25%), Positives = 41/79 (51%), Gaps = 3/79 (3%) 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
           I + G W +   ++    + + ++   +  GLG  L   L+ +  A+G + +   + + N 
Sbjct: 46  IGFGGCWIS---FEEAQVTNIALTTAQRGRGLGRILMKKLMHAAAARGAECMTLEVRMSN 102 
 
Query: 131 DPSVRLHEALGYTARGTLR 149 
            P++RL+E LG++A G  R 
Sbjct: 103 TPAIRLYEGLGFSAVGVRR 121 
 
 
>ref|ZP_04448201.1| hypothetical protein BIFANG_03206 [Bifidobacterium angulatum DSM 
           20098] 
 gb|EEP20637.1| hypothetical protein BIFANG_03206 [Bifidobacterium angulatum DSM 
           20098] 
          Length = 222 
 
 Score = 40.8 bits (94), Expect = 0.086,   Method: Compositional matrix adjust. 
 Identities = 38/169 (22%), Positives = 65/169 (38%), Gaps = 16/169 (9%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEGV 67 
           R A  +D+ A+ DI N  +     +    P+T ++   W+D       + P+ V   E V 
Sbjct: 59  RQAAESDIQALTDIYNAAVVVGGSSADIAPRTIEQRRAWLD-----SHKAPYAVFVTEAV 113 
 
Query: 68  -------VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
                  V G +    +  R  Y+   +   Y++   Q  G+G+     LL     +  + 
Sbjct: 114 RGDGTRQVVGFSALSVFYDRAGYNGVTDLAYYIAPEWQGRGVGTFTLRSLLDEARKRHMR 173 
 
Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH-GGWHDVGFWQRDF 168 
               +I   N  S+ L    G+T  G + AA     G   D+ +W  D  
Sbjct: 174 KACGIIFADNAGSIALMHHFGFTQFGLMPAAATDSTGTMRDMSYWYLDL 222 
 
 
>ref|ZP_04281143.1| hypothetical protein bcere0011_44930 [Bacillus cereus m1550] 
 gb|EEK87221.1| hypothetical protein bcere0011_44930 [Bacillus cereus m1550] 
          Length = 174 
 
 Score = 40.8 bits (94), Expect = 0.087,   Method: Compositional matrix adjust. 
 Identities = 14/43 (32%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +++L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 132 NDRAIKLYKSLGFQHEGTCKEAIFRNGNWHDIELFALFQRNYK 174 
 
 
>ref|ZP_06860143.1| acetyltransferase, gnat family protein [Citromicrobium 
           bathyomarinum JL354] 
          Length = 181 
 
 Score = 40.8 bits (94), Expect = 0.088,   Method: Compositional matrix adjust. 
 Identities = 30/89 (33%), Positives = 41/89 (46%), Gaps = 3/89 (3%) 
 
Query: 44  QEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 101 
           Q+ ID L R  D    LVA    E V+  IA++    +    DW     + V    QR G 
Sbjct: 36  QDIIDTLRRDGDLTLSLVATNMDEAVIGHIAFSPVSMSDGTRDWYAAGPISVMPTRQRTG 95 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 556



 
Query: 102 LGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
           +GS L    L  M A G K +V ++G P+ 
Sbjct: 96  IGSQLAEESLSRMRALGAKGIV-LLGEPD 123 
 
 
>ref|ZP_01622046.1| hypothetical protein L8106_22596 [Lyngbya sp. PCC 8106] 
 gb|EAW36033.1| hypothetical protein L8106_22596 [Lyngbya sp. PCC 8106] 
          Length = 175 
 
 Score = 40.8 bits (94), Expect = 0.088,   Method: Compositional matrix adjust. 
 Identities = 35/113 (30%), Positives = 51/113 (45%), Gaps = 8/113 (7%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EGVV 68 
           IR   A+D+ A+ ++     E    N     QT Q  I+ L   +     LVAE+ E VV 
Sbjct: 3   IRSEAASDIQAIAEVTIAAFE----NLEVSNQTEQFIIETLRAAEMLTISLVAEIDERVV 58 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH---LLKSMEAQG 118 
             IA++    +  + DW       V   +QR  +G+TL  H   LL+ M  QG 
Sbjct: 59  GHIAFSPVTISDGSRDWYGIGPFSVLPEYQRQSIGTTLMQHGLSLLREMGGQG 111 
 
 
>ref|NP_834464.1| acetyltransferase [Bacillus cereus ATCC 14579] 
 ref|ZP_04259006.1| hypothetical protein bcere0015_44820 [Bacillus cereus BDRD-Cer4] 
 ref|ZP_04275684.1| hypothetical protein bcere0012_44650 [Bacillus cereus BDRD-ST24] 
 ref|YP_003666929.1| acetyltransferase [Bacillus thuringiensis BMB171] 
 gb|AAP11665.1| Acetyltransferase [Bacillus cereus ATCC 14579] 
 gb|EEK92646.1| hypothetical protein bcere0012_44650 [Bacillus cereus BDRD-ST24] 
 gb|EEL09360.1| hypothetical protein bcere0015_44820 [Bacillus cereus BDRD-Cer4] 
 gb|ADH09209.1| acetyltransferase [Bacillus thuringiensis BMB171] 
          Length = 174 
 
 Score = 40.8 bits (94), Expect = 0.088,   Method: Compositional matrix adjust. 
 Identities = 14/43 (32%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +++L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 132 NDRAIKLYKSLGFQHEGTCKEAIFRNGNWHDIELFALFQRNYK 174 
 
 
>ref|ZP_04194030.1| hypothetical protein bcere0027_44300 [Bacillus cereus AH676] 
 gb|EEL74275.1| hypothetical protein bcere0027_44300 [Bacillus cereus AH676] 
          Length = 174 
 
 Score = 40.8 bits (94), Expect = 0.090,   Method: Compositional matrix adjust. 
 Identities = 14/43 (32%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +++L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 132 NDRAIKLYKSLGFQHEGTCKEAIFRNGNWHDIELFALFQRNYK 174 
 
 
>ref|YP_001815262.1| ribosomal-protein-alanine acetyltransferase [Exiguobacterium 
           sibiricum 255-15] 
 gb|ACB62245.1| ribosomal-protein-alanine acetyltransferase [Exiguobacterium 
           sibiricum 255-15] 
          Length = 151 
 
 Score = 40.4 bits (93), Expect = 0.090,   Method: Compositional matrix adjust. 
 Identities = 39/141 (27%), Positives = 64/141 (45%), Gaps = 15/141 (10%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66 
            V IR  T  D   V     H +E  +  F T P T + +I ++ +  + Y +LVAE E  
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Sbjct: 3   KVTIRKMTVVDAPGV-----HAVELES--FAT-PWTLESFIAEMTQNPNAY-YLVAETEE 53 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           +   I +AG W   +    T    V V  + +  G+G  L   L++     G +++   + 
Sbjct: 54  I---IGFAGLWHIADEGHIT---NVAVKQKARGTGIGEALLVALIEQARQLGLRAMTLEV 107 
 
Query: 127 GLPNDPSVRLHEALGYTARGT 147 
            + N P+  L+E LG+   GT 
Sbjct: 108 RVSNTPARTLYEKLGFLYAGT 128 
 
 
>ref|YP_002967100.1| putative acetyltransferase [Methylobacterium extorquens AM1] 
 gb|ACS43759.1| putative acetyltransferase [Methylobacterium extorquens AM1] 
          Length = 193 
 
 Score = 40.4 bits (93), Expect = 0.093,   Method: Compositional matrix adjust. 
 Identities = 26/104 (25%), Positives = 47/104 (45%), Gaps = 1/104 (0%) 
 
Query: 71  IAYAGPWKARNAYDWTVE-STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           + +A   + R+ +++  + S+VYV   H+R G+   L   +  +   +G   +   + +  
Sbjct: 70  VGFAASTRKRHPFEFIAKVSSVYVQAGHRRAGVAHALLALIEGAARGEGVTKLTLAVAVQ 129 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173 
           N  + RL+EALGY   G    A    G + D     +   LP P 
Sbjct: 130 NAGARRLYEALGYETYGIEPCAMRVGGMFVDEELRAKFLALPDP 173 
 
 
>ref|YP_079508.1| putative N-acetyltransferase [Bacillus licheniformis ATCC 14580] 
 ref|YP_091919.1| hypothetical protein BLi02346 [Bacillus licheniformis ATCC 14580] 
 ref|ZP_07999557.1| hypothetical protein HMPREF1012_00590 [Bacillus sp. BT1B_CT2] 
 gb|AAU23870.1| putative N-acetyltransferase [Bacillus licheniformis ATCC 14580] 
 gb|AAU41226.1| putative protein [Bacillus licheniformis ATCC 14580] 
 gb|EFV73927.1| hypothetical protein HMPREF1012_00590 [Bacillus sp. BT1B_CT2] 
          Length = 183 
 
 Score = 40.4 bits (93), Expect = 0.094,   Method: Compositional matrix adjust. 
 Identities = 35/156 (22%), Positives = 65/156 (41%), Gaps = 10/156 (6%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66 
           IRP   AD   + + V   I+T     +  P+T +E   +I D+ +  + Y     E++G 
Sbjct: 21  IRPVKMADAPDIIEAVKDVIQTGVYIQKERPRTLEEERAFISDMMKKDNMYA--AVEIDG 78 
 
Query: 67  VVAGIAYA--GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            V GIA    G  K +     T     ++  + Q LG+G  + ++ LK         +   
Sbjct: 79  TVYGIARVIRGELKMKR---HTGLFRTWLHSKAQGLGIGREIMSYTLKWCRLHRLHKLCL 135 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
            +   N+ ++ L++  G+   G  +      G + D 
Sbjct: 136 TVFSENEAALSLYKKSGFIVEGVQKEQVLSDGKYED 171 
 
 
>ref|YP_001445734.1| hypothetical protein VIBHAR_02546 [Vibrio harveyi ATCC BAA-1116] 
 gb|ABU71507.1| hypothetical protein VIBHAR_02546 [Vibrio harveyi ATCC BAA-1116] 
          Length = 159 
 
 Score = 40.4 bits (93), Expect = 0.094,   Method: Compositional matrix adjust. 
 Identities = 23/85 (27%), Positives = 41/85 (48%), Gaps = 11/85 (12%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
            VAE++GV+ G +   P    + +        +  H +Q  G+G  L TH+LK  EA+G  
Sbjct: 59  FVAELDGVIVGYSDVQPSGLVDHF--------FCHHEYQGQGVGRVLMTHVLKQAEAKGL 110 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTA 144 
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             + + + +   P    +E +G+T  
Sbjct: 111 NRIDSEVSITARP---FYEHMGFTV 132 
 
 
>ref|ZP_04122658.1| hypothetical protein bthur0005_44820 [Bacillus thuringiensis 
           serovar pakistani str. T13001] 
 gb|EEM45648.1| hypothetical protein bthur0005_44820 [Bacillus thuringiensis 
           serovar pakistani str. T13001] 
          Length = 174 
 
 Score = 40.4 bits (93), Expect = 0.098,   Method: Compositional matrix adjust. 
 Identities = 14/43 (32%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +++L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 132 NDRAIKLYKSLGFQHEGTCKEAIFRNGNWHDIELFALFQRNYK 174 
 
 
>ref|ZP_04308421.1| hypothetical protein bcere0005_44320 [Bacillus cereus 172560W] 
 gb|EEK59904.1| hypothetical protein bcere0005_44320 [Bacillus cereus 172560W] 
          Length = 177 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 15/43 (34%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +V+L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 135 NDRAVKLYKSLGFQHEGTCKEAIFRNGTWHDIELFALFQRNYK 177 
 
 
>ref|ZP_04320007.1| hypothetical protein bcere0002_47020 [Bacillus cereus ATCC 10876] 
 gb|EEK48361.1| hypothetical protein bcere0002_47020 [Bacillus cereus ATCC 10876] 
          Length = 177 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 15/43 (34%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +V+L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 135 NDRAVKLYKSLGFQHEGTCKEAIFRNGTWHDIELFALFQRNYK 177 
 
 
>ref|ZP_03230810.1| acetyltransferase, gnat family [Bacillus cereus AH1134] 
 gb|EDZ52712.1| acetyltransferase, gnat family [Bacillus cereus AH1134] 
          Length = 174 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 15/43 (34%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +V+L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 132 NDRAVKLYKSLGFQHEGTCKEAIFRNGTWHDIELFALFQRNYK 174 
 
 
>gb|ABA47270.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 193 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 40/147 (27%), Positives = 63/147 (42%), Gaps = 18/147 (12%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV 61 
           R P  IR  T  D+ A+ +I N    +   +  T P T +E   +++  +R  D  P  V 
Sbjct: 12  RLPRGIREFTEDDLEAMMNIFNETAGSGANSPVTRPMTYEEVKFYVNLYKR--DGLPVYV 69 
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Query: 62  AEVEGVVAGIAYAGPWKARNAYDW-------TVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            E  G + G      W + N + W       T E+ +YV   H   G+G  L    +    
Sbjct: 70  YERRGEILG------WLSINRFSWGTQACYRTGETAIYVRADHFGSGIGVLLCKATVILG 123 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALG 141 
              G +++VA I   N PS ++  A+G 
Sbjct: 124 RQAGLENLVAWIMAANTPSQKIVTAVG 150 
 
 
>ref|YP_645273.1| CoA-binding protein [Rubrobacter xylanophilus DSM 9941] 
 gb|ABG05461.1| CoA-binding protein [Rubrobacter xylanophilus DSM 9941] 
          Length = 911 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 19/58 (32%), Positives = 33/58 (56%) 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
           E ++ +S ++QR GLG+ +   LL+   A+G + V A I   N P  ++   LG++ R 
Sbjct: 835 EFSMLISDKYQRRGLGTLMLRRLLEVGRAEGIRRVTADILFENRPMQKICRKLGFSLR 892 
 
 
>ref|ZP_04205474.1| hypothetical protein bcere0025_44320 [Bacillus cereus F65185] 
 gb|EEL62845.1| hypothetical protein bcere0025_44320 [Bacillus cereus F65185] 
          Length = 177 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 15/43 (34%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +V+L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 135 NDRAVKLYKSLGFQHEGTCKEAIFRNGTWHDIELFALFQRNYK 177 
 
 
>ref|ZP_04117060.1| hypothetical protein bthur0006_44090 [Bacillus thuringiensis 
           serovar kurstaki str. T03a001] 
 gb|EEM51273.1| hypothetical protein bthur0006_44090 [Bacillus thuringiensis 
           serovar kurstaki str. T03a001] 
          Length = 177 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 15/43 (34%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +V+L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 135 NDRAVKLYKSLGFQHEGTCKEAIFRNGTWHDIELFALFQRNYK 177 
 
 
>ref|ZP_05492640.1| GCN5-related N-acetyltransferase [Thermoanaerobacter ethanolicus 
           CCSD1] 
 gb|EEU62326.1| GCN5-related N-acetyltransferase [Thermoanaerobacter ethanolicus 
           CCSD1] 
          Length = 178 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 34/158 (21%), Positives = 74/158 (46%), Gaps = 17/158 (10%) 
 
Query: 3   PERRP-VEIRPATAADMAAVCDIVNH------YIETSTVNFRTEPQTPQEWIDDLERLQD 55 
           P++ P + IR A   D   +  ++N       Y+ + T N+  E +  ++ I +L+R +D 
Sbjct: 8   PKKEPQLVIREAKIKDARGIIKLLNSVGREKLYMVSETFNWSEEEE--KQLIKNLDRNKD 65 
 
Query: 56  RYPWLVAEVEGVVAG----IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
               LVA+  G + G      Y G    +  +    E  + +  R + +G+G+ L+T  + 
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Sbjct: 66  --LILVADYGGEIVGCLTLFRYYGGRSPKVQH--VGEIGISIDARFRNIGIGTKLFTEAI 121 
 
Query: 112 KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
              +++G++ +   +   N+ ++ L++  G+   G  R 
Sbjct: 122 NWAKSKGYEKLCLSVFSTNEVAIHLYKKFGFEEEGRRR 159 
 
 
>ref|XP_001246318.1| hypothetical protein CIMG_00089 [Coccidioides immitis RS] 
          Length = 205 
 
 Score = 40.4 bits (93), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 44/180 (24%), Positives = 78/180 (43%), Gaps = 44/180 (24%) 
 
Query: 24  IVNHYIETSTVNFRT-EPQTPQEWIDDL-ERLQDR-YPWLVAEVEGV------VAGIAYA 74 
           ++ HY+  S + F   EP  P  +I  +    + R  P+ VA ++ +      + G A A 
Sbjct: 20  LIVHYVHNSVLTFLIHEP--PLSYIAGIYNSARSRGLPFYVAHIDQLRESKEKIIGYACA 77 
 
Query: 75  GPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM------------------- 114 
            P++     Y  TVE T+++   HQ  G+GS L++ ++ S+                    
Sbjct: 78  SPFRGNLLGYAPTVELTLFIHPEHQSQGVGSRLFSSIVSSLQGETRHLAREFEDDPTREV 137 
 
Query: 115 --EAQG-----FKSVVAVIGLPNDPSVRL------HEALGYTARGTLRAAGYKHGGWHDV 161 
             EA G      K+++A++ +  D   +       +   G+T  G L+  G+K G W DV 
Sbjct: 138 RYEADGGQGARVKTLLAIMAVDIDGKAKGMGLRDWYVQRGFTEVGRLKEVGFKKGRWIDV 197 
 
 
>ref|YP_003901482.1| ribosomal-protein-alanine acetyltransferase [Vulcanisaeta 
           distributa DSM 14429] 
 gb|ADN50431.1| ribosomal-protein-alanine acetyltransferase [Vulcanisaeta 
           distributa DSM 14429] 
          Length = 169 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 18/61 (29%), Positives = 34/61 (55%) 
 
Query: 90  TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           +V V   ++R+G+G+ L    + SM  +G   V+  + + N P++ L+  LG+   G LR 
Sbjct: 76  SVGVLSDYRRMGIGNALMCRSICSMAERGIDHVILEVRVSNTPAITLYRKLGFDVHGVLR 135 
 
Query: 150 A 150 
           + 
Sbjct: 136 S 136 
 
 
>ref|ZP_04214509.1| hypothetical protein bcere0023_46470 [Bacillus cereus Rock4-2] 
 gb|EEL53816.1| hypothetical protein bcere0023_46470 [Bacillus cereus Rock4-2] 
          Length = 177 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 15/43 (34%), Positives = 30/43 (69%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           ND +V+L+++LG+   GT + A +++G WHD+     +QR+++ 
Sbjct: 135 NDRAVKLYKSLGFQHEGTCKEAIFRNGTWHDIELFALFQRNYK 177 
 
 
>gb|EGC44325.1| conserved hypothetical protein [Ajellomyces capsulatus H88] 
          Length = 741 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Composition-based stats. 
 Identities = 34/122 (27%), Positives = 54/122 (44%), Gaps = 24/122 (19%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVA---- 62 
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           +RP    D+  +  + N YI+ +      EP +    QE ID+ E  QD++P LVA     
Sbjct: 547 LRPIEKKDLQGLLKLFNWYIQNTVRCVDLEPLSFGNLQERIDECE--QDKFPALVAVEKK 604 
 
Query: 63  ------------EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
                       E+ G +    + GP        +T E  ++V  ++ RLG+GS L   L 
Sbjct: 605 PRLGHALNGEEEEIFGCILASDFTGPATINR---YTAELELFVEPKYCRLGVGSCLVDKL 661 
 
Query: 111 LK 112 
           L+ 
Sbjct: 662 LE 663 
 
 
>ref|YP_002940564.1| GCN5-related N-acetyltransferase [Kosmotoga olearia TBF 19.5.1] 
 gb|ACR79560.1| GCN5-related N-acetyltransferase [Kosmotoga olearia TBF 19.5.1] 
          Length = 160 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 19/43 (44%), Positives = 27/43 (62%), Gaps = 3/43 (6%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV---GFWQRDFE 169 
           N+PS+RL E+LG+   G LR A Y  G + D+   G  +R+FE 
Sbjct: 117 NEPSIRLMESLGFKLEGRLREARYVDGKYWDILRYGILRREFE 159 
 
 
>ref|YP_928642.1| GCN5-related N-acetyltransferase [Shewanella amazonensis SB2B] 
 gb|ABM00973.1| GCN5-related N-acetyltransferase [Shewanella amazonensis SB2B] 
          Length = 150 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 38/140 (27%), Positives = 65/140 (46%), Gaps = 11/140 (7%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR A AAD+  + +  N  +   T   + +  T  + +  L     +  +LVA+++G  
Sbjct: 1   MNIRKAVAADLTDIVNF-NQAMAMETERLQLDTATLTKGVSTLLDNPAKGFYLVADIDGE 59 
 
Query: 68  VAGIAYA----GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ--GFKS 121 
           +AG          W+A++ Y W    +VY+   H+R G+ + LY   +K M A   G  S 
Sbjct: 60  IAGSLMVTFEWSDWRAKDYY-WI--QSVYIRPEHRRKGIYTRLY-QAVKDMAAAEGGAAS 115 
 
Query: 122 VVAVIGLPNDPSVRLHEALG 141 
               +   N  + R +EALG 
Sbjct: 116 FRLYVEQENANAQRTYEALG 135 
 
 
>ref|ZP_08168265.1| acetyltransferase, GNAT family [Turicibacter sp. HGF1] 
 gb|EGC91434.1| acetyltransferase, GNAT family [Turicibacter sp. HGF1] 
          Length = 167 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 24/89 (26%), Positives = 43/89 (48%), Gaps = 1/89 (1%) 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
           +R+ ++   E ++Y+       G+G  L  +L+   E  G  S+++ I   N  S+RLH+ 
Sbjct: 72  SRSCFEGVAEVSIYLDQHVIGQGIGEQLLNYLITESEQNGIWSLISGIFPENVASLRLHQ 131 
 
Query: 139 ALGYTARGTLRAAGY-KHGGWHDVGFWQR 166 
             G+   G     G  + G + DV F +R 
Sbjct: 132 KCGFRYVGYREKMGKTREGVFRDVLFMER 160 
 
 
>gb|EEH09853.1| conserved hypothetical protein [Ajellomyces capsulatus G186AR] 
          Length = 741 
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 Score = 40.0 bits (92), Expect = 0.12,   Method: Composition-based stats. 
 Identities = 34/122 (27%), Positives = 54/122 (44%), Gaps = 24/122 (19%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVA---- 62 
           +RP    D+  +  + N YI+ +      EP +    QE ID+ ER  D++P LVA     
Sbjct: 547 LRPIEKKDLQGLLKLFNWYIQNTVRCVDLEPLSFGNLQERIDECER--DKFPALVAVEQK 604 
 
Query: 63  ------------EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
                       E+ G +    + GP        +T E  ++V  ++ RLG+GS L   L 
Sbjct: 605 PRLGHALNGEEEEIFGCILASDFTGPATINR---YTAELELFVEPKYCRLGVGSCLVDKL 661 
 
Query: 111 LK 112 
           L+ 
Sbjct: 662 LE 663 
 
 
>ref|ZP_07665673.1| ribosomal-protein-alanine acetyltransferase [Gardnerella 
vaginalis 
           ATCC 14018] 
 ref|YP_003985844.1| GNAT family acetyltransferase [Gardnerella vaginalis ATCC 14019] 
 gb|ADP38821.1| GNAT family acetyltransferase [Gardnerella vaginalis ATCC 14019] 
          Length = 202 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 15/57 (26%), Positives = 36/57 (63%) 
 
Query: 90  TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 146 
           T+ V+  +Q+ G+ S L   ++++ ++ G K ++  + + N+P+++L+E  G+T  G 
Sbjct: 94  TIGVAKEYQKRGIASNLLKTMIENAKSIGAKRMLLEVRVNNNPALKLYEKFGFTKMG 150 
 
 
>ref|YP_002940792.1| GCN5-related N-acetyltransferase [Kosmotoga olearia TBF 19.5.1] 
 gb|ACR79788.1| GCN5-related N-acetyltransferase [Kosmotoga olearia TBF 19.5.1] 
          Length = 167 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 30/119 (25%), Positives = 55/119 (46%), Gaps = 5/119 (4%) 
 
Query: 49  DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 108 
           DLE  + R   LVAEV+G V G A     K R  +   +   V+     +  G+G+ L   
Sbjct: 47  DLENRETR--TLVAEVDGKVVGFASIHFMKGRRRHIAGIGMMVHDDFHGK--GIGTKLME 102 
 
Query: 109 HLLKSMEA-QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            L+   +     + +   + + N+P+++L++  G+   G LR   +++G + D     R 
Sbjct: 103 ALIDLADNWYNIRRIQLEVYVDNEPAIKLYKKFGFEIEGRLRDFSFRNGEYIDAYIMSR 161 
 
 
>ref|YP_003676537.1| GCN5-related N-acetyltransferase [Thermoanaerobacter mathranii 
           subsp. mathranii str. A3] 
 gb|ADH60526.1| GCN5-related N-acetyltransferase [Thermoanaerobacter mathranii 
           subsp. mathranii str. A3] 
          Length = 178 
 
 Score = 40.0 bits (92), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 35/158 (22%), Positives = 74/158 (46%), Gaps = 17/158 (10%) 
 
Query: 3   PERRP-VEIRPATAADMAAVCDIVNH------YIETSTVNFRTEPQTPQEWIDDLERLQD 55 
           P++ P + IR A   D   +  ++N       Y+ + T N+  E +  ++ I +L+R +D 
Sbjct: 8   PKKEPQLVIREAKIKDARGIIKLLNSVGREKLYMVSETFNWSEEEE--KQLIRNLDRNKD 65 
 
Query: 56  RYPWLVAEVEGVVAG----IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
               LVA+  G + G      Y G    +  +    E  V +  R + +G+G+ L+T  + 
Sbjct: 66  --LILVADYGGEIVGCLTLFRYYGGRSPKVQH--VGEIGVSIDARFRNIGIGTKLFTEAI 121 
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Query: 112 KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
              +++G++ +   +   N+ ++ L++  G+   G  R 
Sbjct: 122 NWAKSKGYEKLCLSVFSTNEVAIHLYKKFGFEEEGRRR 159 
 
 
>ref|ZP_06622285.1| acetyltransferase, GNAT family [Turicibacter sanguinis PC909] 
 gb|EFF63390.1| acetyltransferase, GNAT family [Turicibacter sanguinis PC909] 
          Length = 167 
 
 Score = 40.0 bits (92), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 24/89 (26%), Positives = 43/89 (48%), Gaps = 1/89 (1%) 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
           +R+ ++   E ++Y+       G+G  L  +L+   E  G  S+++ I   N  S+RLH+ 
Sbjct: 72  SRSCFEGVAEVSIYLDQHVIGQGIGEQLLNYLITESEQNGIWSLISGIFPENVASLRLHQ 131 
 
Query: 139 ALGYTARGTLRAAGY-KHGGWHDVGFWQR 166 
             G+   G     G  + G + DV F +R 
Sbjct: 132 KCGFRYVGYREKMGKTREGVFRDVLFMER 160 
 
 
>ref|ZP_03702661.1| GCN5-related N-acetyltransferase [Flavobacteria bacterium MS024-
2A] 
 gb|EEG41752.1| GCN5-related N-acetyltransferase [Flavobacteria bacterium MS024-2A] 
          Length = 160 
 
 Score = 40.0 bits (92), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 37/140 (26%), Positives = 62/140 (44%), Gaps = 17/140 (12%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL----QDRYPWLVAEVE 65 
           IRPA A+D  A+  ++N         F  EP++      D+E+        +  LVAE+E 
Sbjct: 5   IRPAIASDSKAIISLINE-----LALFEKEPESVNLVELDIEKYGFGGAPLFECLVAELE 59 
 
Query: 66  GVVAGIAYAGP----WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
             V G+A   P    WK    +   +E  + VS   +  G G+ LYT  ++     G +  
Sbjct: 60  NEVIGMALFYPRFSTWKGPTFH---LEDLI-VSEEFKGKGFGTQLYTAFIRHALKTGVQR 115 
 
Query: 122 VVAVIGLPNDPSVRLHEALG 141 
           +   +   N P+++ +E  G 
Sbjct: 116 IEWNVLDWNTPAIKFYENSG 135 
 
 
>ref|YP_003405120.1| ribosomal-protein-alanine acetyltransferase [Haloterrigena 
           turkmenica DSM 5511] 
 gb|ADB62447.1| ribosomal-protein-alanine acetyltransferase [Haloterrigena 
           turkmenica DSM 5511] 
          Length = 160 
 
 Score = 40.0 bits (92), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 38/136 (27%), Positives = 54/136 (39%), Gaps = 15/136 (11%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW-IDDLERLQDRYPWLVAEVEG 66 
           + IRPA  AD+ AV  I N                 Q W  D  ER      +LVA  EG 
Sbjct: 15  LSIRPAERADLLAVVRIENESFS-------------QPWPYDAFERFLGNDGFLVALEEG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            +AG   A     +          + V   H+  G+G+ L T  +  + A+G  SV   + 
Sbjct: 62  TIAGYLVA-DVSTQFGRQLGHIKDIAVHPDHRDSGIGTALLTRGMAVLTARGADSVKLEV 120 
 
Query: 127 GLPNDPSVRLHEALGY 142 
              ND + RL+   G+ 
Sbjct: 121 RRTNDGAKRLYRQFGF 136 
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>dbj|BAG24087.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 193 
 
 Score = 40.0 bits (92), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 41/147 (27%), Positives = 63/147 (42%), Gaps = 18/147 (12%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV 61 
           R P  IR  T  D+ A+ +I N    +   +  T P T +E   +++  +R  D  P  V 
Sbjct: 12  RLPRGIREFTEDDLEAMMNIFNETAGSGANSPVTRPMTYEEVKFYVNLYKR--DGLPVYV 69 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDW-------TVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
            E  G V G      W + N + W       T E+ +YV   H   G+G  L    +    
Sbjct: 70  YERRGEVLG------WLSINRFSWGTQACYRTGETAIYVRGDHFGSGIGVLLCKATVILG 123 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALG 141 
           +  G ++ VA I   N PS ++  A+G 
Sbjct: 124 QQAGLENPVAWIMAANTPSQKIVTAVG 150 
 
 
>ref|ZP_07290419.1| phosphinothricin N-acetyltransferase [Streptomyces sp. C] 
 gb|EFL18788.1| phosphinothricin N-acetyltransferase [Streptomyces sp. C] 
          Length = 168 
 
 Score = 40.0 bits (92), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 32/101 (31%), Positives = 42/101 (41%) 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G   A     R AY   VE +VYV    +  G+   L   L+ S E  G  ++ +  
Sbjct: 62  GRVLGWVAASAVSDRCAYAGVVEHSVYVHPDARGRGVARALLEALIASTEEAGIWTIQSG 121 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           I   N  S+ LH   G+   GT    G   G W DV   +R 
Sbjct: 122 IFPENTASLALHARAGFRVIGTRERIGRHRGVWRDVVLLER 162 
 
 
>ref|NP_981206.1| acetyltransferase [Bacillus cereus ATCC 10987] 
 gb|AAS43814.1| acetyltransferase, GNAT family [Bacillus cereus ATCC 10987] 
          Length = 174 
 
 Score = 40.0 bits (92), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 21/74 (28%), Positives = 41/74 (55%), Gaps = 6/74 (8%) 
 
Query: 101 GLGSTLYTHLLKS--MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           G G   +T LL    +E    +  + V    ND +++L+++LG+   GT + A +++G W 
Sbjct: 102 GYGKEAFTLLLNYAFLELNLHRLSLRVFSF-NDRAIKLYKSLGFQHEGTCKEAIFRNGTW 160 
 
Query: 159 HDV---GFWQRDFE 169 
           HD+     +QR+++ 
Sbjct: 161 HDIELFALFQRNYK 174 
 
 
>ref|XP_002844551.1| conserved hypothetical protein [Arthroderma otae CBS 113480] 
 gb|EEQ33696.1| conserved hypothetical protein [Arthroderma otae CBS 113480] 
          Length = 719 
 
 Score = 40.0 bits (92), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 32/120 (26%), Positives = 55/120 (45%), Gaps = 20/120 (16%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA------ 62 
           IRP    D+AA+ ++ N Y+  +      E  T  E  + +E L+ DRYP+LVA       
Sbjct: 507 IRPVEPKDIAALVELFNWYVRNTLRRADLEEITYDEMREHIEELRTDRYPFLVAVERHPK 566 
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Query: 63  -------EVE---GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
                  E E   G      ++GP   +    +T +  ++V  +  +LG+GS L   +++ 
Sbjct: 567 AWHAMNHEAEMLHGFCCISDFSGPLSTQR---FTCDIELFVHPKRFKLGVGSCLLDKMVE 623 
 
 
>ref|YP_317104.1| GCN5-related N-acetyltransferase [Nitrobacter winogradskyi Nb-255] 
 gb|ABA03752.1| GCN5-related N-acetyltransferase [Nitrobacter winogradskyi Nb-255] 
          Length = 183 
 
 Score = 40.0 bits (92), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 43/143 (30%), Positives = 61/143 (42%), Gaps = 13/143 (9%) 
 
Query: 8   VEIRPATAADMAAVC--------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 59 
           +E+RPA  AD +AV               I  + +      + PQ W D   R   R    
Sbjct: 20  IELRPAKVADASAVAATHDESWRSAYQGIIPGAELEKLINRRGPQ-WWDSAIRKGSRISV 78 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           LV   +  VAG A  G  +AR+  YD  V   +Y+    Q LG G  L+    + +   G 
Sbjct: 79  LVFGEQ--VAGYANYGRNRARSLQYDGEVYE-LYLRPEFQGLGFGRRLFAAARRDLVQSG 135 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALG 141 
            KSVV      N+P++  + ALG 
Sbjct: 136 LKSVVTWALSDNEPAMEFYCALG 158 
 
 
>ref|YP_251248.1| putative acetyltransferase [Corynebacterium jeikeium K411] 
 emb|CAI37630.1| putative acetyltransferase [Corynebacterium jeikeium K411] 
          Length = 229 
 
 Score = 40.0 bits (92), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 42/175 (24%), Positives = 66/175 (37%), Gaps = 26/175 (14%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL---- 60 
           ++ + IR     D   V  I+   ++T    F  E   P+ W D    ++ R P L     
Sbjct: 21  KQAISIRLMEEKDYPQVQKILQTGMDTGEATF--EENAPEAWED---FMRHRLPELSFVA 75 
 
Query: 61  ------------VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 108 
                       + E    + G   A     R+ +D  +E ++YV       G+  +L   
Sbjct: 76  IDTDPAAAAAAGLGEDGEKILGWITATSASHRDVFDGVLEDSIYVHKDAAGKGVAGSLLD 135 
 
Query: 109 HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA-----GYKHGGW 158 
            LLK    QG  ++ + I   N+ SVRLH + G+   G          G K G W 
Sbjct: 136 RLLKDAAEQGHWAMHSSIFPENEGSVRLHVSRGFEEVGVFHCMSHMNYGPKKGTW 190 
 
 
>ref|NP_354328.2| acetyltransferase [Agrobacterium tumefaciens str. C58] 
 gb|AAK87113.2| acetyltransferase [Agrobacterium tumefaciens str. C58] 
          Length = 169 
 
 Score = 40.0 bits (92), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 29/93 (31%), Positives = 44/93 (47%), Gaps = 10/93 (10%) 
 
Query: 56  RYPWL---VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 112 
           R  WL   VAE  G VAG      W AR  +D T+ +  ++     R G+GS L   + + 
Sbjct: 49  RSSWLTMRVAEFGGSVAG------WAAREHFDETI-TDFWIDPDFHRRGIGSRLLGDVER 101 
 
Query: 113 SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
            +E +GF ++       N+P+V      GY+ R 
Sbjct: 102 LIEEKGFDAIRLETHAQNEPAVAFFRRHGYSVR 134 
 
 
>ref|ZP_06964844.1| GCN5-related N-acetyltransferase [Ktedonobacter racemifer DSM 
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           44963] 
 gb|EFH87955.1| GCN5-related N-acetyltransferase [Ktedonobacter racemifer DSM 
           44963] 
          Length = 144 
 
 Score = 40.0 bits (92), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 35/141 (24%), Positives = 66/141 (46%), Gaps = 14/141 (9%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE----VE 65 
           +RPA+ +D +A+  ++        + + TE Q  +E +  L    D Y  LVAE    +  
Sbjct: 6   LRPASLSDASAIARLMEQ------LGYPTETQEMEERLTGLLSQSD-YQTLVAERNRRIV 58 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G++ G+     ++    Y   V   V  +H+ Q +G  S+L     + ++ +G + ++   
Sbjct: 59  GMI-GLHVGHSYEKNGVYGQIVALVVEQAHQGQHIG--SSLVAEGERWLKTRGVQIIIVN 115 
 
Query: 126 IGLPNDPSVRLHEALGYTARG 146 
            G+    + R +E LGY A G 
Sbjct: 116 SGMHRQAAHRFYEHLGYQATG 136 
 
 
>ref|ZP_03942033.1| acetyltransferase [Lactobacillus buchneri ATCC 11577] 
 gb|EEI20104.1| acetyltransferase [Lactobacillus buchneri ATCC 11577] 
          Length = 165 
 
 Score = 40.0 bits (92), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 33/139 (23%), Positives = 58/139 (41%), Gaps = 5/139 (3%) 
 
Query: 13  ATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           A   D+  + DI N  I +  V    EP    + + W +     + R  W +  +   +A 
Sbjct: 8   ADITDLPKIVDIYNETIASRMVTADLEPVSIASKRSWFNAFNH-EHRPIWKII-LNDQIA 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G      +  R AY  TVE ++Y+    +  GLG      +   ++     ++V+ I    
Sbjct: 66  GWVSLESFYGRPAYHHTVEISIYIDAEFRHHGLGQQALDFVATQLKDLEIDTIVSFIFAH 125 
 
Query: 130 NDPSVRLHEALGYTARGTL 148 
           N PS+ L +  G+ + G L 
Sbjct: 126 NLPSLGLFKKNGFQSWGHL 144 
 
 
>ref|YP_001972175.1| hypothetical protein Smlt2386 [Stenotrophomonas maltophilia 
K279a] 
 emb|CAQ45875.1| conserved hypothetical protein [Stenotrophomonas maltophilia K279a] 
          Length = 159 
 
 Score = 40.0 bits (92), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 46/155 (29%), Positives = 66/155 (42%), Gaps = 16/155 (10%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER--LQDRYPWLVAEVE 65 
           +EIRPA A D  A+  +    I T        P      ++       Q + P  VA +E 
Sbjct: 1   MEIRPARAGDFDAMWGMFKQAIATQD----ALPFAGSFAVETFRTHWFQAQAPH-VAVLE 55 
 
Query: 66  GVVAGIAYAGPWKARNAYDW---TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
           G V G+   GP    N  D       +T  V    Q  G+G  L  H L+   A+GF ++ 
Sbjct: 56  GRVVGMYKMGP----NFPDLGAHVASATYVVDAPAQGQGVGRALVEHSLERARAEGFLAM 111 
 
Query: 123 -VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
               +   N P+V L+  LG+   GTL  A ++HG 
Sbjct: 112 QFNYVVSTNRPAVALYRKLGFDVVGTLPKA-FRHG 145 
 
 
>ref|ZP_03939126.1| acetyltransferase [Lactobacillus brevis subsp. gravesensis ATCC 
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           27305] 
 gb|EEI71531.1| acetyltransferase [Lactobacillus brevis subsp. gravesensis ATCC 
           27305] 
          Length = 165 
 
 Score = 39.7 bits (91), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 33/139 (23%), Positives = 57/139 (41%), Gaps = 5/139 (3%) 
 
Query: 13  ATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           A   D+  + DI N  I +  V    EP    + + W +     + R  W +  +   +A 
Sbjct: 8   AEITDLPKIVDIYNETIASRMVTADLEPVSVASKRSWFNAFNH-EHRPIWKII-LNDQIA 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G      +  R AY  TVE ++Y+    +  GLG      +   ++     ++V+ I    
Sbjct: 66  GWVSLESFYGRPAYHHTVEISIYIGAEFRHHGLGQQALDFVATQLKDLKIDTIVSFIFAH 125 
 
Query: 130 NDPSVRLHEALGYTARGTL 148 
           N PS+ L +  G+   G L 
Sbjct: 126 NLPSLGLFKKNGFQTWGHL 144 
 
 
>ref|YP_283420.1| GCN5-related N-acetyltransferase [Dechloromonas aromatica RCB] 
 gb|AAZ44950.1| GCN5-related N-acetyltransferase [Dechloromonas aromatica RCB] 
          Length = 168 
 
 Score = 39.7 bits (91), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 36/148 (24%), Positives = 61/148 (41%), Gaps = 18/148 (12%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHY--------IETSTVNFRTEPQTPQEWI-DDLERLQDRYP 58 
           VEIRP T  D+ A+  +            I    ++F  E +   E + DDLE   D +  
Sbjct: 7   VEIRPVTPPDVPAIAALAREIWQATYPGIITQEQIDFMLEQRYGHERLYDDLE---DLHK 63 
 
Query: 59  WLVAEVEG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           WL     G    G A++  +      D      +Y+    QR G+G  L  H+ +  + Q 
Sbjct: 64  WLDQAFHGDRRVGFAFSEIYNDEFKLD-----KLYIHPDVQRQGVGGQLIAHVAERAKKQ 118 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
           G+  V+  +   N  ++  ++  G+  R 
Sbjct: 119 GYPCVILQVNKRNVNAINSYKKYGFVVR 146 
 
 
>ref|ZP_03955019.1| acetyltransferase [Lactobacillus hilgardii ATCC 8290] 
 gb|EEI23194.1| acetyltransferase [Lactobacillus hilgardii ATCC 8290] 
          Length = 165 
 
 Score = 39.7 bits (91), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 33/139 (23%), Positives = 57/139 (41%), Gaps = 5/139 (3%) 
 
Query: 13  ATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           A   D+  + DI N  I +  V    EP    + + W +     + R  W +  +   +A 
Sbjct: 8   ADITDLPKIVDIYNETIASRMVTADLEPVSIASKRSWFNAFNH-EHRPIWKII-LNDQIA 65 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G      +  R AY  TVE ++Y+    +  GLG      +   ++     ++V+ I    
Sbjct: 66  GWVSLESFYGRPAYHHTVEISIYIDAEFRHHGLGQQALDFVATQLKDLEIDTIVSFIFAH 125 
 
Query: 130 NDPSVRLHEALGYTARGTL 148 
           N PS+ L +  G+   G L 
Sbjct: 126 NLPSLGLFKKNGFQTWGHL 144 
 
 
>ref|ZP_08098391.1| putative acetyltransferase [Vibrio brasiliensis LMG 20546] 
 gb|EGA65628.1| putative acetyltransferase [Vibrio brasiliensis LMG 20546] 
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          Length = 163 
 
 Score = 39.7 bits (91), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 37/165 (22%), Positives = 70/165 (42%), Gaps = 13/165 (7%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ----EWIDDLERLQDRYPWLVAE 63 
           + IRP   +D AA+C+I   Y +      R   Q P+     W + LE + +     VAE 
Sbjct: 3   IVIRPTQVSDAAAICEI---YAQPKAQ--RETLQLPKPSVAMWTNRLENMPEGVYSFVAE 57 
 
Query: 64  VEG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QGFKS 121 
           V+G +V  I +    + R A+  +    V+       LG+GS +   +L   +     K  
Sbjct: 58  VDGKIVGNIGFEQSQRPRTAHCGSFGLGVH--DDFHGLGIGSKMIETVLDLADNWLQIKR 115 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +   +   N  ++  ++  G+   G  + A ++ G + +  +  R 
Sbjct: 116 IQIDVNSDNQTAIACYKKFGFEIEGEAKCASFRDGEYINTLYMAR 160 
 
 
>ref|ZP_06177647.1| conserved hypothetical protein [Vibrio harveyi 1DA3] 
 gb|EEZ86083.1| conserved hypothetical protein [Vibrio harveyi 1DA3] 
          Length = 158 
 
 Score = 39.7 bits (91), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 25/101 (24%), Positives = 49/101 (48%), Gaps = 15/101 (14%) 
 
Query: 44  QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 103 
           Q W+  +  +Q   P+ VAE++GV+ G +   P    + +        +  H +Q  G+G 
Sbjct: 46  QLWLKKMTAIQ---PF-VAELDGVIVGYSDVQPSGLVDHF--------FCHHEYQGQGVG 93 
 
Query: 104 STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 144 
             L TH++K  +A+G   + + + +   P    +E +G+T  
Sbjct: 94  RALMTHVIKQAQAKGLDKIYSEVSITASP---FYEHMGFTV 131 
 
 
>ref|YP_003958986.1| ribosomal-protein-alanine acetyltransferase [Eubacterium limosum 
           KIST612] 
 gb|ADO36023.1| ribosomal-protein-alanine acetyltransferase [Eubacterium limosum 
           KIST612] 
          Length = 147 
 
 Score = 39.7 bits (91), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 25/87 (28%), Positives = 44/87 (50%), Gaps = 5/87 (5%) 
 
Query: 58  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
            +LV E EG VAG  +AG W      D      V +  ++++ GLG+ L   LL +  A+ 
Sbjct: 43  KYLVVEAEGQVAG--FAGIW---CVVDEAQVMNVGILEKYRQNGLGTLLMEALLSTARAR 97 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTA 144 
           G   +   +   N  ++ L++ +G++A 
Sbjct: 98  GCSCMTLEVKETNTAAICLYKKMGFSA 124 
 
 
>ref|YP_002805376.1| acetyltransferase [Clostridium botulinum A2 str. Kyoto] 
 gb|ACO85347.1| acetyltransferase [Clostridium botulinum A2 str. Kyoto] 
          Length = 179 
 
 Score = 39.7 bits (91), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 13/32 (40%), Positives = 22/32 (68%) 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161 
           N+ +++L+E +G+   G LR A Y+ G WHD+ 
Sbjct: 132 NERAIKLYEKMGFIREGILRQALYRAGNWHDI 163 
 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 569



 
>ref|YP_004114156.1| GCN5-like N-acetyltransferase [Pantoea sp. At-9b] 
 gb|ADU67600.1| GCN5-related N-acetyltransferase [Pantoea sp. At-9b] 
          Length = 163 
 
 Score = 39.7 bits (91), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 38/161 (23%), Positives = 67/161 (41%), Gaps = 5/161 (3%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + +R  T AD AA+  + +H  ET         Q+P  W + L+ ++     LVA +EG  
Sbjct: 4   ITVRHTTPADAAALFQLYSH-AETQADTLHLPLQSPALWQERLQNIRPGEQRLVACIEGQ 62 
 
Query: 68  VAGIAYAGPWKA-RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QGFKSVVAV 125 
           V G       +  R  +  T+   + V     R G+GS L   ++   +       +    
Sbjct: 63  VVGQLTVSVLEVMRRRHTATI--GMGVDPAFHRRGVGSALMAAMVDLCDNWLQVTRIELT 120 
 
Query: 126 IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           +   N  ++ L++  G+   GT R    ++G W D  +  R 
Sbjct: 121 VFTDNKAAIGLYQKFGFAVEGTARRHAMRNGEWVDTHYMAR 161 
 
 
>ref|YP_001267788.1| GCN5-related N-acetyltransferase [Pseudomonas putida F1] 
 gb|ABQ78604.1| GCN5-related N-acetyltransferase [Pseudomonas putida F1] 
          Length = 182 
 
 Score = 39.7 bits (91), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 23/59 (38%), Positives = 32/59 (54%) 
 
Query: 87  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
            E  V VS   QR GLG  L  HL+++    GF+ +V+     N    RL +ALG+T+R 
Sbjct: 107 CECAVAVSEDWQRKGLGKRLMQHLIEAARRNGFQCMVSRDLASNYGMHRLVKALGFTSR 165 
 
 
>ref|ZP_06190054.1| GCN5-related N-acetyltransferase [Serratia odorifera 4Rx13] 
 gb|EFA18356.1| GCN5-related N-acetyltransferase [Serratia odorifera 4Rx13] 
          Length = 175 
 
 Score = 39.7 bits (91), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 27/109 (24%), Positives = 50/109 (45%), Gaps = 1/109 (0%) 
 
Query: 39  EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 98 
           EP+   +W + L++   +   L+AE    + G   A         +     +++VS  HQ 
Sbjct: 41  EPRRLAQWQEKLQQ-PGKAQVLLAESADQLVGFCLADAPSHPQFGEHAEIKSLFVSDEHQ 99 
 
Query: 99  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           R G+G  L     + M+  G++S+   +   ND ++R ++ALG    G  
Sbjct: 100 RQGIGRRLLGAAAREMQKLGYRSIALGVVDGNDNAMRFYQALGGAPAGN 148 
 
 
>ref|ZP_04599568.1| hypothetical protein VEIDISOL_01005 [Veillonella dispar ATCC 
17748] 
 gb|EEP65131.1| hypothetical protein VEIDISOL_01005 [Veillonella dispar ATCC 17748] 
          Length = 149 
 
 Score = 39.7 bits (91), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 32/139 (23%), Positives = 60/139 (43%), Gaps = 14/139 (10%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           +EIR AT  D  ++ DI               P + +  + +LE   ++   ++ E E + 
Sbjct: 1   MEIRLATVDDAQSIYDIEQQSFSV--------PWSLESVLAELEGADNKLYMVICEDEHI 52 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           V    YAG W     YD    + + +    +  G GS L   L++    +G   +   +  
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Sbjct: 53  VG---YAGAWLV---YDEGQITNIAILPSARGKGYGSKLTKELIEECLNRGMHEIFLEVR 106 
 
Query: 128 LPNDPSVRLHEALGYTARG 146 
           + N P++ ++  LG+T +G 
Sbjct: 107 ISNLPALAMYRNLGFTVKG 125 
 
 
>dbj|BAI77986.1| phosphinothricin N-acetyltransferase [Pseudomonas cichorii] 
          Length = 193 
 
 Score = 39.7 bits (91), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 40/147 (27%), Positives = 63/147 (42%), Gaps = 18/147 (12%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV 61 
           R P  IR  T  D+ A+ +I N    +   +  T P T +E   +++  +R  D  P  V 
Sbjct: 12  RLPRGIREFTEDDLEAMMNIFNETAGSGANSPVTRPMTYEEVKFYVNLYKR--DGLPVYV 69 
 
Query: 62  AEVEGVVAGIAYAGPWKARNAYDW-------TVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
               G V G      W + N + W       T E+ +YV   H   G+G  L    +    
Sbjct: 70  YXRRGEVLG------WLSINRFSWGTQACYRTGETAIYVRGDHFGSGIGVLLCKATVILG 123 
 
Query: 115 EAQGFKSVVAVIGLPNDPSVRLHEALG 141 
           +  G +++VA I   N PS ++  A+G 
Sbjct: 124 QQAGLENLVAWIMAANTPSQKIVTAVG 150 
 
 
>ref|ZP_05296504.1| hypothetical protein LmonocyFSL_15566 [Listeria monocytogenes FSL 
           J1-208] 
          Length = 135 
 
 Score = 39.3 bits (90), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 32/121 (26%), Positives = 54/121 (44%), Gaps = 10/121 (8%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY---PWLVAEVE 65 
           +I P      + V  +    IET    F       QE    LE   ++Y     LV  +  
Sbjct: 5   KILPMQKEHYSGVAAVHQEGIETGNATF-------QEKTLSLEVFNEKYLNNCRLVVLMN 57 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A   P+ + +AY    E ++Y++   +  G+G  L   L+++ E QGF ++ ++ 
Sbjct: 58  GEVIGWAALLPFSSMHAYRGVAELSIYIAKSARGKGVGKALMHELIQTSEQQGFWTLQSL 117 
 
Query: 126 I 126 
           I 
Sbjct: 118 I 118 
 
 
>ref|YP_001547447.1| GCN5-related N-acetyltransferase [Herpetosiphon aurantiacus ATCC 
           23779] 
 gb|ABX07319.1| GCN5-related N-acetyltransferase [Herpetosiphon aurantiacus ATCC 
           23779] 
          Length = 169 
 
 Score = 39.3 bits (90), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 29/106 (27%), Positives = 48/106 (45%), Gaps = 7/106 (6%) 
 
Query: 58  PWLVAEVEGVVAGIAY--AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115 
           P LVA ++ +V GI     G  + R+A D  +     V   +Q  G+G+ L   ++   E 
Sbjct: 56  PRLVATIDAMVVGIISLEIGEGRRRHAGDLELA----VRDDYQGRGIGAALMAAMIDLAE 111 
 
Query: 116 A-QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
              G   +  V+   N P++ L++   +   GTLR   Y+ G   D 
Sbjct: 112 NWLGLSRLEIVVFTDNTPAITLYKRFDFAVEGTLRNYAYRGGKLSD 157 
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>ref|YP_003647086.1| glycoside hydrolase family 38 [Tsukamurella paurometabola DSM 
           20162] 
 gb|ADG78747.1| glycoside hydrolase family 38 [Tsukamurella paurometabola DSM 
           20162] 
          Length = 1003 
 
 Score = 39.3 bits (90), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 24/65 (36%), Positives = 39/65 (60%), Gaps = 7/65 (10%) 
 
Query: 111 LKSMEAQGFKSVVAVIGLPNDPS----VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
           L +++ +G   V++ I L +D S    VRL+EALG  ARG+L + G+ HGG  +V   +  
Sbjct: 921 LVTLDGEGI--VISAIKLADDRSGDVIVRLYEALGRRARGSL-SVGFSHGGIREVSLIED 977 
 
Query: 167 DFELP 171 
           + + P 
Sbjct: 978 EIDDP 982 
 
 
>ref|YP_002479907.1| GCN5-related N-acetyltransferase [Desulfovibrio desulfuricans 
           subsp. desulfuricans str. ATCC 27774] 
 gb|ACL49229.1| GCN5-related N-acetyltransferase [Desulfovibrio desulfuricans 
           subsp. desulfuricans str. ATCC 27774] 
          Length = 152 
 
 Score = 39.3 bits (90), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 33/110 (30%), Positives = 51/110 (46%), Gaps = 24/110 (21%) 
 
Query: 58  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           P  +A V+G +AG  +A     R + +  V   + +  RH+  GLG  L T ++K M    
Sbjct: 54  PGYIARVDGQMAGYCFA----DRESGEIMV---LALLPRHENQGLGRMLLTQMVKDMHHS 106 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167 
           GFK +   +   +D  VR   + G+          Y+H GW + G  QRD 
Sbjct: 107 GFKRL--FLACNSDSKVR---SYGF----------YRHLGWKETG--QRD 139 
 
 
>ref|NP_745432.1| acetyltransferase [Pseudomonas putida KT2440] 
 gb|AAN68896.1|AE016521_5 acetyltransferase, GNAT family [Pseudomonas putida KT2440] 
          Length = 182 
 
 Score = 39.3 bits (90), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 23/59 (38%), Positives = 31/59 (52%) 
 
Query: 87  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
            E  V VS   QR GLG  L  HL+ +    GF+ +V+     N    RL +ALG+T+R 
Sbjct: 107 CECAVAVSEDWQRKGLGKRLMQHLIAAARRNGFQCMVSRDLASNYAMHRLVKALGFTSR 165 
 
 
>ref|YP_001833465.1| GCN5-related N-acetyltransferase [Beijerinckia indica subsp. 
indica 
           ATCC 9039] 
 gb|ACB95976.1| GCN5-related N-acetyltransferase [Beijerinckia indica subsp. indica 
           ATCC 9039] 
          Length = 181 
 
 Score = 39.3 bits (90), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 25/108 (23%), Positives = 54/108 (50%), Gaps = 3/108 (2%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QG 118 
           +VA +EG + G+A    +  R ++    E  + V   HQ+ G+G+ L   ++ + +   G 
Sbjct: 73  IVAVLEGNIIGVAGFKCFPGRRSH--AAELGMGVHDDHQKRGVGTALLKEVIDAADNWFG 130 
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Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
            + +   +   N+ ++ L++  G+   GTLRA  ++ G + +  +  R 
Sbjct: 131 VRRLELTVYTDNEQAIHLYKKFGFETEGTLRAYAFRAGCYANALYMAR 178 
 
 
>ref|YP_003750846.1| hypothethical protein, acyl-CoA N-acyltransferase domain 
[Ralstonia 
           solanacearum PSI07] 
 emb|CBJ49524.1| hypothethical protein, Acyl-CoA N-acyltransferase domain [Ralstonia 
           solanacearum PSI07] 
          Length = 56 
 
 Score = 39.3 bits (90), Expect = 0.23,   Method: Composition-based stats. 
 Identities = 21/54 (38%), Positives = 25/54 (46%) 
 
Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 175 
           ++  I   N  S+RLHE LG+   G    A  K G W D  F QR  E P   R 
Sbjct: 1   MIGAIDGANAGSIRLHEKLGFKEAGRCPEAAIKRGQWLDRVFMQRRLEAPGTVR 54 
 
 
>ref|ZP_08212291.1| GCN5-related N-acetyltransferase [Thermoanaerobacter ethanolicus 
JW 
           200] 
 gb|EGD51712.1| GCN5-related N-acetyltransferase [Thermoanaerobacter ethanolicus JW 
           200] 
          Length = 178 
 
 Score = 39.3 bits (90), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 34/157 (21%), Positives = 72/157 (45%), Gaps = 17/157 (10%) 
 
Query: 10  IRPATAADMAAVCDIVNH------YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63 
           IR A   D   +  ++N       Y+ + T N+  E +  ++ I +L+R +D    LVA+ 
Sbjct: 16  IREAKVKDARGIIKLLNSVGREKLYMVSETFNWSEEEE--KQLIKNLDRNKD--LILVAD 71 
 
Query: 64  VEGVVAG----IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
             G + G      Y G    +  +    E  + +  R + +G+G+ L+T  +   +++G+ 
Sbjct: 72  YGGEIVGCLTLFRYYGGRSPKVQH--VGEIGISIDARFRNIGIGTKLFTEAINWAKSKGY 129 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
           + +   +   N+ ++ L++  G+   G  R   +K G 
Sbjct: 130 EKLCLSVFSTNEVAIHLYKKFGFEEEGR-RKKQFKIG 165 
 
 
>ref|ZP_01740397.1| GCN5-related N-acetyltransferase [Rhodobacterales bacterium 
           HTCC2150] 
 gb|EBA04808.1| GCN5-related N-acetyltransferase [Rhodobacterales bacterium 
           HTCC2150] 
          Length = 325 
 
 Score = 39.3 bits (90), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 36/141 (25%), Positives = 61/141 (43%), Gaps = 15/141 (10%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAEV 64 
           + IR A   D   + D++N  I+       T+P +P+   EW+D      D   W +AE  
Sbjct: 167 MHIRHAGPFDCRPLADLLNEIIDQGGTTALTDPVSPETIAEWMD-----TDNSSWHLAED 221 
 
Query: 65  E-GVVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           E G V G  +  P     ++A         +V      LG+GS L+    K+ +  G+   
Sbjct: 222 EKGNVLGYQWIDPHPDLPKDA----AHIATFVKLGKTGLGIGSALFEATKKTAKKLGYNH 277 
 
Query: 122 VVAVIGLPNDPSVRLHEALGY 142 
           + AVI   N   +  +++ G+ 
Sbjct: 278 IDAVIRTDNSGGLAYYQSRGF 298 
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>ref|YP_273193.1| acetyltransferase [Pseudomonas syringae pv. phaseolicola 1448A] 
 gb|AAZ37911.1| acetyltransferase, GNAT family [Pseudomonas syringae pv. 
           phaseolicola 1448A] 
 gb|EFW86339.1| acetyltransferase [Pseudomonas syringae pv. glycinea str. race 4] 
          Length = 161 
 
 Score = 39.3 bits (90), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 30/125 (24%), Positives = 59/125 (47%), Gaps = 7/125 (5%) 
 
Query: 41  QTPQEWIDDLERLQDRYPW----LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 96 
           + P + ++D+++L +        LVAE +G+V G A    ++ R  +    +  + V+   
Sbjct: 31  RMPYQSVNDIKKLVEGRSASGLSLVAERDGIVVGCAMLYRFQGRRQH--VADFWMGVADG 88 
 
Query: 97  HQRLGLGSTLYTHL-LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 155 
           H R G+G  L   L   +      K +   + + N+P++ L++  G+   GT R   Y+  
Sbjct: 89  HHRQGIGDELLKELSATACRWMNVKRLELTVFVDNEPAIALYKKNGFVIEGTHRKFAYRD 148 
 
Query: 156 GGWHD 160 
           G + D 
Sbjct: 149 GEYID 153 
 
 
>ref|YP_001030055.1| hypothetical protein Mlab_0614 [Methanocorpusculum labreanum Z] 
 gb|ABN06788.1| GCN5-related N-acetyltransferase [Methanocorpusculum labreanum Z] 
          Length = 181 
 
 Score = 39.3 bits (90), Expect = 0.26,   Method: Compositional matrix adjust. 
 Identities = 27/111 (24%), Positives = 51/111 (45%), Gaps = 3/111 (2%) 
 
Query: 59  WLVAEVEGVVAGIA-YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           W +   + ++ G   Y+ P   R ++  T    +Y+   +  + +G+    HL    + + 
Sbjct: 61  WCMHYKDRIIGGAGFYSQPPGTRLSHSATF--FLYIEPAYWGMSIGTKAIMHLEDEAKKR 118 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168 
           GF  +  ++   N  +V L+E LGY   GT + A Y  G + D+ F  + F 
Sbjct: 119 GFIRMECLVADTNPRAVCLYERLGYELEGTKKMAFYLDGKYTDLKFLGKIF 169 
 
 
>gb|AAU82639.1| probable acetyltransferase [uncultured archaeon GZfos18H11] 
          Length = 173 
 
 Score = 38.9 bits (89), Expect = 0.27,   Method: Compositional matrix adjust. 
 Identities = 33/129 (25%), Positives = 61/129 (47%), Gaps = 17/129 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP---WLVAEV 64 
           + IR  T  D          Y +  +VN +   Q  +  I +  R  ++Y    +LVAE+ 
Sbjct: 3   INIRKETEKD----------YEDIKSVNDKAFGQENEGKIVENLRKNEKYISDLYLVAEI 52 
 
Query: 65  EGVVAGIAYAGPWKAR---NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
           +  + G     P K R   N Y+    + + V   +Q++G+GS L  + +K+ +  G+ S 
Sbjct: 53  DNKIVGHILFFPIKIRSQENEYETLSLAPMSVLPNYQKMGIGSKLIEYGIKAAKKAGYGS 112 
 
Query: 122 VVAVIGLPN 130 
           ++ V+G P+ 
Sbjct: 113 II-VVGHPD 120 
 
 
>ref|ZP_05845618.1| acetyltransferase [Corynebacterium jeikeium ATCC 43734] 
 gb|EEW17320.1| acetyltransferase [Corynebacterium jeikeium ATCC 43734] 
          Length = 245 
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 Score = 38.9 bits (89), Expect = 0.27,   Method: Compositional matrix adjust. 
 Identities = 42/175 (24%), Positives = 66/175 (37%), Gaps = 26/175 (14%) 
 
Query: 5   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL---- 60 
           ++ + IR     D   V  I+   ++T    F  E   P+ W D    ++ R P L     
Sbjct: 37  KQAISIRLMEEKDYPQVQKILQTGMDTGEATF--EENAPEAWED---FMRHRLPELSFVA 91 
 
Query: 61  ------------VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 108 
                       + E    + G   A     R+ +D  +E ++YV       G+  +L   
Sbjct: 92  IDTDPAAAAAAGLGEDGEKILGWITATSASHRDVFDGVLEDSIYVHKDAAGKGVAGSLLD 151 
 
Query: 109 HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA-----GYKHGGW 158 
            LLK    QG  ++ + I   N+ SVRLH + G+   G          G K G W 
Sbjct: 152 RLLKDAAEQGHWAMHSSIFPENEGSVRLHVSRGFEEVGVFHCMSHMNYGPKKGTW 206 
 
 
>ref|ZP_06976320.1| acetyltransferase [Gardnerella vaginalis 5-1] 
 gb|EFH71774.1| acetyltransferase [Gardnerella vaginalis 5-1] 
          Length = 176 
 
 Score = 38.9 bits (89), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 22/76 (28%), Positives = 41/76 (53%), Gaps = 3/76 (3%) 
 
Query: 71  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 130 
             YAG W   +  D  +  T+ V+ ++QR GL + L + ++K+ E  G K ++  + + N 
Sbjct: 75  CGYAGYW--FDGDDAQI-MTIGVAKKYQRKGLAAELLSTMIKTAEKIGAKRMLLEVRVDN 131 
 
Query: 131 DPSVRLHEALGYTARG 146 
            P++ L+E  G+   G 
Sbjct: 132 VPALALYERFGFKKMG 147 
 
 
>ref|ZP_01616171.1| hypothetical protein GP2143_04500 [marine gamma proteobacterium 
           HTCC2143] 
 gb|EAW31680.1| hypothetical protein GP2143_04500 [marine gamma proteobacterium 
           HTCC2143] 
          Length = 197 
 
 Score = 38.9 bits (89), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 36/131 (27%), Positives = 56/131 (42%), Gaps = 17/131 (12%) 
 
Query: 3   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPW 59 
           P+   VE+R  TAAD  A+ +      +   +  R   T+P+   EWID++E         
Sbjct: 17  PDGASVELRIMTAADKNAILEFSQALPQEDLLFLRVDLTQPEVVDEWIDNIESGFSTSLV 76 
 
Query: 60  LVAEVEGVVAGIAYA------GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113 
           +  E E +V    YA       PW  R       E  V VS  ++  GLG  L + +    
Sbjct: 77  VFDEDEHLV---GYATVHRNPAPWTRRVG-----ELRVNVSSSYRARGLGKNLTSEIFDV 128 
 
Query: 114 MEAQGFKSVVA 124 
            ++ G K ++A 
Sbjct: 129 AQSIGVKKLLA 139 
 
 
>ref|YP_001435167.1| ribosomal-protein-alanine acetyltransferase [Ignicoccus 
hospitalis 
           KIN4/I] 
 gb|ABU81760.1| ribosomal-protein-alanine acetyltransferase [Ignicoccus hospitalis 
           KIN4/I] 
          Length = 147 
 
 Score = 38.9 bits (89), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 28/92 (30%), Positives = 47/92 (51%), Gaps = 8/92 (8%) 
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Query: 60  LVAEVEGVVAGIAYAGPW--KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           LVAEV G V G A A     K  +  ++ V+       +++ LG+GS L   L K  + + 
Sbjct: 45  LVAEVNGKVVGYAIAAKEVDKKLHLLNFAVDP------QYRGLGIGSALLESLEKLAKKK 98 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           G KS+   +   N  ++RL++ +G+   G +R 
Sbjct: 99  GLKSIYLEVEEDNYRAMRLYKKMGFVEVGRIR 130 
 
 
>ref|ZP_07469914.1| acetyltransferase [Corynebacterium accolens ATCC 49726] 
 gb|EFM42762.1| acetyltransferase [Corynebacterium accolens ATCC 49726] 
          Length = 333 
 
 Score = 38.9 bits (89), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 23/79 (29%), Positives = 37/79 (46%) 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           ++G    I      ++ +   W   S V V+  H+R GLG+ L  H+L+    QG K    
Sbjct: 242 IDGETVAITRGTITESGDGTAWLGYSAVEVAPAHRRQGLGALLGQHMLRWGREQGAKHAY 301 
 
Query: 124 AVIGLPNDPSVRLHEALGY 142 
             +   N   +RL+E LG+ 
Sbjct: 302 LDVLASNTAGIRLYEKLGF 320 
 
 
>ref|YP_004093376.1| ribosomal-protein-alanine acetyltransferase [Bacillus 
           cellulosilyticus DSM 2522] 
 gb|ADU28645.1| ribosomal-protein-alanine acetyltransferase [Bacillus 
           cellulosilyticus DSM 2522] 
          Length = 150 
 
 Score = 38.9 bits (89), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 31/107 (28%), Positives = 51/107 (47%), Gaps = 6/107 (5%) 
 
Query: 40  PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 99 
           P + + +I++L   Q  Y ++VA VEG V G  YAG W      D    + + V   +QR 
Sbjct: 29  PWSRKAFINELTTNQFAY-YIVAVVEGRVVG--YAGVWVV---IDEAHITNIAVHSAYQR 82 
 
Query: 100 LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 146 
           +G+G  L   +L+  +  G       + + ND +  L+E  G+   G 
Sbjct: 83  MGIGDLLLKGILEIAKMLGANKATLEVRVSNDKAKSLYEKHGFENGG 129 
 
 
>ref|NP_558835.1| N-acyltransferase [Pyrobaculum aerophilum str. IM2] 
 gb|AAL63017.1| N-acyltransferase [Pyrobaculum aerophilum str. IM2] 
          Length = 176 
 
 Score = 38.9 bits (89), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 39/153 (25%), Positives = 67/153 (43%), Gaps = 31/153 (20%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDLERLQDRYPWLVAEVEGV 67 
           IR AT  D+    DI+       ++N +  P+    W  ++ LE+      ++VAE+EG  
Sbjct: 24  IREATLKDLN---DII-------SINRKVLPENYPNWFFVEHLEQFPK--AFIVAEIEGK 71 
 
Query: 68  VAGIAYAGPWKARNAYDWT-VESTVYVSHRH----------QRLGLGSTLYTHLLKSMEA 116 
           V G   +     R  Y W+ +     V   H          +RLG+ + +    +K+M+  
Sbjct: 72  VVGYVMS-----RVEYGWSNIHRGKAVRKGHIVSVGVLPEARRLGIATAMMLRAMKAMKV 126 
 
Query: 117 Q-GFKSVVAVIGLPNDPSVRLHEALGYTARGTL 148 
             G   V   + + N P++ L+E LGY   G + 
Sbjct: 127 YYGASEVYLEVRVSNTPAISLYEKLGYKVVGRI 159 
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>ref|YP_001191493.1| GCN5-related N-acetyltransferase [Metallosphaera sedula DSM 5348] 
 gb|ABP95569.1| GCN5-related N-acetyltransferase [Metallosphaera sedula DSM 5348] 
          Length = 147 
 
 Score = 38.9 bits (89), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 40/138 (28%), Positives = 63/138 (45%), Gaps = 13/138 (9%) 
 
Query: 7   PVEIRPATAADMAAVCDIVNHYI-ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65 
           P+ IR AT  D+  V  +      E   + F +  +   E I+ L   QD +  L+AE++ 
Sbjct: 2   PLTIREATRGDIEGVYRLYQSLTPEDLYMRFFSFHRVSHEEIEQLFSRQD-HITLLAEID 60 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G A          YD   E +V V    +R G+G+ L   L++  +  G  S V   
Sbjct: 61  GEIVGEA--------TLYDDG-EFSVAVKPNQRRGGIGTELVAELIRRAKKMGI-SKVKF 110 
 
Query: 126 IGLP-NDPSVRLHEALGY 142 
             LP N P +R+ + LG+ 
Sbjct: 111 YTLPENYPMIRIGKKLGF 128 
 
 
>ref|YP_003938802.1| ribosomal-protein-alanine N-acetyltransferase [Bifidobacterium 
           bifidum S17] 
 gb|ADO53228.1| ribosomal-protein-alanine N-acetyltransferase [Bifidobacterium 
           bifidum S17] 
          Length = 194 
 
 Score = 38.9 bits (89), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 16/56 (28%), Positives = 29/56 (51%) 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 146 
           + VS  HQR G+   +  HL+     QG + ++  + + NDP++ L+   G+   G 
Sbjct: 83  IGVSKTHQRQGIAVAMMNHLISRARRQGARRMLLEVSVVNDPAIALYHRFGFQCIG 138 
 
 
>ref|XP_001542255.1| predicted protein [Ajellomyces capsulatus NAm1] 
 gb|EDN05823.1| predicted protein [Ajellomyces capsulatus NAm1] 
          Length = 713 
 
 Score = 38.9 bits (89), Expect = 0.31,   Method: Composition-based stats. 
 Identities = 33/122 (27%), Positives = 54/122 (44%), Gaps = 24/122 (19%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVA---- 62 
           +RP    D+  +  + N YI+ +      EP +    QE ID+ ER  D++P LVA     
Sbjct: 491 LRPIEKKDLQGLLKLFNWYIQNTVRCVDLEPLSFGNLQERIDECER--DKFPALVAVEQK 548 
 
Query: 63  ------------EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
                       ++ G +    + GP        +T E  ++V  ++ RLG+GS L   L 
Sbjct: 549 PRLGHALNGEEEKIFGCILASDFTGPATINR---YTAELELFVEPKYCRLGVGSCLVDKL 605 
 
Query: 111 LK 112 
           L+ 
Sbjct: 606 LE 607 
 
 
>ref|YP_003119106.1| GCN5-related N-acetyltransferase [Catenulispora acidiphila DSM 
           44928] 
 gb|ACU77265.1| GCN5-related N-acetyltransferase [Catenulispora acidiphila DSM 
           44928] 
          Length = 184 
 
 Score = 38.9 bits (89), Expect = 0.31,   Method: Compositional matrix adjust. 
 Identities = 31/109 (28%), Positives = 53/109 (48%), Gaps = 4/109 (3%) 
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Query: 50  LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES--TVYVSHRHQRLGLGSTLY 107 
           ++R   R   LVAEV GVV+G A  GP +  +  + +V     +YV     RLG+G+ L  
Sbjct: 65  VDRAARRVAVLVAEVGGVVSGFASVGPSRDADESEGSVGELYAIYVDPAMWRLGVGARLQ 124 
 
Query: 108 THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156 
              L+ +  +G++     +   N  S   +E  G+   G +  +G++ G 
Sbjct: 125 DVALRRLRDEGYREATLWVLATNGASRAFYEHTGWRHDGGV--SGFEAG 171 
 
 
>gb|EGC23553.1| acetyltransferase [Streptococcus sanguinis SK353] 
          Length = 156 
 
 Score = 38.9 bits (89), Expect = 0.31,   Method: Compositional matrix adjust. 
 Identities = 26/85 (30%), Positives = 42/85 (49%), Gaps = 2/85 (2%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYD-WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           L AEV+G + G  +    K    YD  T   ++      +  GLG  L T +L  ++A+G 
Sbjct: 58  LAAEVDGQLVGAVWVRIMKDYGYYDDQTPSLSISFLPEFRSQGLGQQLMTAMLDLLKAKG 117 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYT 143 
           + SV   +   N P+VR ++ LG+  
Sbjct: 118 YPSVSLSVSKDN-PAVRFYQRLGFV 141 
 
 
>ref|YP_001578082.1| GCN5-related N-acetyltransferase [Lactobacillus helveticus DPC 
           4571] 
 gb|ABX27777.1| GCN5-related N-acetyltransferase [Lactobacillus helveticus DPC 
           4571] 
          Length = 172 
 
 Score = 38.9 bits (89), Expect = 0.32,   Method: Compositional matrix adjust. 
 Identities = 35/160 (21%), Positives = 60/160 (37%), Gaps = 5/160 (3%) 
 
Query: 13  ATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           A  A++  +  I N  I +       EP    + Q W +      D  P  V + +  +A 
Sbjct: 7   AKQAELPKIVAIYNETIPSRLATADLEPVSVASRQPWFESFN--PDSRPLWVIKDDDKIA 64 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G      +  R AY  T E ++Y+    +  G+G     +++  +   G  ++VA I    
Sbjct: 65  GWVGLESFYGRPAYHKTAEISIYIDKDFRHQGIGQQAIAYVISQLPRLGLDALVAFIFSH 124 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N PS  L +   +   G L       G    +    R F+ 
Sbjct: 125 NQPSQHLFKQNQFETWGHLPDVAIMDGQRRSLDILGRRFQ 164 
 
 
>ref|ZP_04559314.1| conserved hypothetical protein [Citrobacter sp. 30_2] 
 gb|EEH95373.1| conserved hypothetical protein [Citrobacter sp. 30_2] 
          Length = 179 
 
 Score = 38.9 bits (89), Expect = 0.32,   Method: Compositional matrix adjust. 
 Identities = 19/57 (33%), Positives = 32/57 (56%), Gaps = 3/57 (5%) 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD---VGFWQRDFELP 171 
           G + + A +   N+ S RL E +G+   GTLRA+ + H  WHD    G  +++++ P 
Sbjct: 121 GLRRLTACVTAGNEASRRLLEKVGFIHEGTLRASYWLHHTWHDDWIFGLLKQEYQPP 177 
 
 
>ref|ZP_03932074.1| histone acetyltransferase HPA2 family protein [Corynebacterium 
           accolens ATCC 49725] 
 gb|EEI15272.1| histone acetyltransferase HPA2 family protein [Corynebacterium 
           accolens ATCC 49725] 
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          Length = 333 
 
 Score = 38.9 bits (89), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 23/79 (29%), Positives = 37/79 (46%) 
 
Query: 64  VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123 
           ++G    I      ++ +   W   S V V+  H+R GLG+ L  H+L+    QG K    
Sbjct: 242 IDGETVAITRGTITESGDGTAWLGYSAVEVAPAHRRQGLGALLGQHMLRWGREQGAKHAY 301 
 
Query: 124 AVIGLPNDPSVRLHEALGY 142 
             +   N   +RL+E LG+ 
Sbjct: 302 LDVLASNTAGIRLYEKLGF 320 
 
 
>ref|YP_575960.1| GCN5-related N-acetyltransferase [Nitrobacter hamburgensis X14] 
 gb|ABE61500.1| GCN5-related N-acetyltransferase [Nitrobacter hamburgensis X14] 
          Length = 183 
 
 Score = 38.9 bits (89), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 41/143 (28%), Positives = 60/143 (41%), Gaps = 13/143 (9%) 
 
Query: 8   VEIRPATAADMAAVCDIVNH--------YIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 59 
           +E+RPA  AD +AV    +          I  + +      + P  W D   R   R    
Sbjct: 20  IELRPAKVADASAVAATHDEAWRSAYRGIIPGAELEKLINRRGPH-WWDSAIRKGSRVSV 78 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           LV      VAG A  G  +AR+  YD  +   +Y+    Q LG G  L+T   + +   G 
Sbjct: 79  LV--FGDNVAGYANYGRNRARSLQYDGEIYE-LYLRPEFQGLGFGRRLFTAARRDLMQSG 135 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALG 141 
            KS+V      N+P+   + ALG 
Sbjct: 136 LKSMVTWALSDNEPATEFYRALG 158 
 
 
>gb|EGC25902.1| acetyltransferase [Streptococcus sanguinis SK405] 
 gb|EGC26611.1| acetyltransferase [Streptococcus sanguinis SK678] 
          Length = 156 
 
 Score = 38.9 bits (89), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 25/85 (29%), Positives = 43/85 (50%), Gaps = 2/85 (2%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYD-WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           L AEV+G + G  +    K    YD  T   ++      +  GLG  L T +L  ++A+G 
Sbjct: 58  LAAEVDGQLVGAVWVRIMKDYGYYDDQTPSLSISFLPEFRSQGLGQQLMTAMLDLLKAKG 117 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYT 143 
           + SV   +   ++P+VR ++ LG+  
Sbjct: 118 YPSVSLSVS-KDNPAVRFYQRLGFV 141 
 
 
>ref|ZP_00788288.1| acetyltransferase, GNAT family [Streptococcus agalactiae CJB111] 
 gb|EAO72965.1| acetyltransferase, GNAT family [Streptococcus agalactiae CJB111] 
          Length = 163 
 
 Score = 38.9 bits (89), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 42/162 (25%), Positives = 71/162 (43%), Gaps = 7/162 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLER-LQDRYPWLVAEVEGV 67 
           IRP    D  AV  + N     +     T P   ++W + DLE+ L +   + VAEV+   
Sbjct: 3   IRPMQDCDRGAVLTLQN-----TGWTALTSPVYDRKWTESDLEKNLANGMSFFVAEVDDK 57 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AGI   GP+    A        + ++  +Q  GLG  L   LL   +AQG+  +   +  
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Sbjct: 58  IAGILDFGPYYPFPAGKHVATFGILIAEPYQGQGLGKALLKALLTEAKAQGYIKIAMHVM 117 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  ++ L++  G+T    +  A +    + D   + +D E 
Sbjct: 118 GNNSRAISLYQKYGFTEEARITKAFFIENHYVDALIFAKDLE 159 
 
 
>ref|ZP_02182565.1| GCN5-related N-acetyltransferase [Flavobacteriales bacterium ALC-
1] 
 gb|EDP70497.1| GCN5-related N-acetyltransferase [Flavobacteriales bacterium ALC-1] 
          Length = 162 
 
 Score = 38.5 bits (88), Expect = 0.35,   Method: Compositional matrix adjust. 
 Identities = 23/79 (29%), Positives = 35/79 (44%) 
 
Query: 80  RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 139 
           R AY    E +VYV+      G+G+ L   L+K  E     ++ A I   N  S+++H   
Sbjct: 69  RKAYRGVAEVSVYVAKNKSGKGIGTKLLKSLIKVSEVNNIWTLQAGIMEANKISIKMHIN 128 
 
Query: 140 LGYTARGTLRAAGYKHGGW 158 
            G+   G     G  +G W 
Sbjct: 129 CGFRQIGYREKIGNLNGKW 147 
 
 
>ref|XP_001374182.1| PREDICTED: hypothetical protein [Monodelphis domestica] 
          Length = 243 
 
 Score = 38.5 bits (88), Expect = 0.37,   Method: Compositional matrix adjust. 
 Identities = 33/121 (27%), Positives = 52/121 (42%), Gaps = 12/121 (9%) 
 
Query: 23  DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 82 
           DIV+H + T   + R    + +              + VAE EG V G+  A P +     
Sbjct: 84  DIVDHALHTDMRDIRKSYLSARGSC-----------FWVAESEGQVVGMVCARPVEEAPE 132 
 
Query: 83  YDWTVEST-VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 141 
               VE   + V   H+  G+   L   L++  + QG+ +VV      N P+ RL+E LG 
Sbjct: 133 RQKNVELLHLSVDQDHRGQGIAKCLIQTLIEFAQDQGYDNVVLSTHALNYPAQRLYERLG 192 
 
Query: 142 Y 142 
           + 
Sbjct: 193 F 193 
 
 
>ref|ZP_00208304.1| COG1670: Acetyltransferases, including N-acetylases of ribosomal 
           proteins [Magnetospirillum magnetotacticum MS-1] 
          Length = 176 
 
 Score = 38.5 bits (88), Expect = 0.37,   Method: Compositional matrix adjust. 
 Identities = 19/61 (31%), Positives = 29/61 (47%), Gaps = 1/61 (1%) 
 
Query: 101 GLGSTLYTHLLK-SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 159 
           GLG  +   +L+      G + +V+    PN  S R+HE  G+   G  R   ++ GGW  
Sbjct: 96  GLGEAVIRRVLEHGFHGLGLRKIVSDFMAPNQGSRRIHERAGFREEGCARDDSWRRGGWV 155 
 
Query: 160 D 160 
           D 
Sbjct: 156 D 156 
 
 
>ref|ZP_01364096.1| hypothetical protein PaerPA_01001200 [Pseudomonas aeruginosa 
PACS2] 
          Length = 168 
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 Score = 38.5 bits (88), Expect = 0.38,   Method: Compositional matrix adjust. 
 Identities = 35/108 (32%), Positives = 44/108 (40%), Gaps = 5/108 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR  T  D+ A+  +        T +  TE    Q  ID L R       LVAE  G  
Sbjct: 3   ISIRAETPGDIEAIARLTEAAFRNETHSSHTE----QYIIDALRRAGALTFSLVAEANGQ 58 
 
Query: 68  VAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
           V G   A P      A DW   + + V+   QR GLGS L   LL  + 
Sbjct: 59  VIGHIAASPVTIDGEAGDWYGLAPLSVAPERQRQGLGSQLVRRLLAEL 106 
 
 
>ref|YP_002935498.1| acetyltransferase [Eubacterium eligens ATCC 27750] 
 gb|ACR73364.1| acetyltransferase [Eubacterium eligens ATCC 27750] 
          Length = 79 
 
 Score = 38.5 bits (88), Expect = 0.38,   Method: Compositional matrix adjust. 
 Identities = 19/68 (27%), Positives = 36/68 (52%) 
 
Query: 8  VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
          +EI+  T  D   + +I   Y++ + + F  +  + +E+   +  + DRYP++ A   G  
Sbjct: 1  MEIQNVTIEDAEELLEIYAPYVKNTAITFEYDVPSVEEFRQRIVNISDRYPYIKAVDNGQ 60 
 
Query: 68 VAGIAYAG 75 
          + G AYAG 
Sbjct: 61 IVGYAYAG 68 
 
 
>ref|YP_003382392.1| GCN5-related N-acetyltransferase [Kribbella flavida DSM 17836] 
 gb|ADB33593.1| GCN5-related N-acetyltransferase [Kribbella flavida DSM 17836] 
          Length = 371 
 
 Score = 38.5 bits (88), Expect = 0.39,   Method: Compositional matrix adjust. 
 Identities = 28/86 (32%), Positives = 38/86 (44%), Gaps = 2/86 (2%) 
 
Query: 60  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           +VA VE  V G+A A PW         +E  V V    QR GLGS L   +++     G  
Sbjct: 205 IVASVEDAVVGMATAAPWDELGG--GAMEVAVLVEDGWQRQGLGSQLLRLVIREARLLGA 262 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGYTAR 145 
             VV ++   N   +R  E+L    R 
Sbjct: 263 DRVVCMVQPENAAMLRTVESLRMRTR 288 
 
 
>ref|YP_136761.1| acetyltransferase [Haloarcula marismortui ATCC 43049] 
 gb|AAV47055.1| acetyltransferase (GNAT) family [Haloarcula marismortui ATCC 43049] 
          Length = 173 
 
 Score = 38.5 bits (88), Expect = 0.39,   Method: Compositional matrix adjust. 
 Identities = 35/144 (24%), Positives = 65/144 (45%), Gaps = 15/144 (10%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR-----TEPQTPQEWIDDLERLQDRYP 58 
           E R +++ PA  AD  +   +V  Y++    +        + +  +EW+D +  L      
Sbjct: 24  EDRSIDVIPADDADTES---LVEMYLDFDPADRAQGIPPVKEEAIREWLDTI--LNGDCV 78 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
            +VA+ +  VAG A   P           E  ++V   +Q  G+G+ L   LL   +++G 
Sbjct: 79  NVVAKHDDTVAGHATLVPDNEDEH-----ELAIFVLQAYQGAGIGTALVETLLGQGQSKG 133 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGY 142 
              V   +   NDP++ L+E +G+ 
Sbjct: 134 IDHVWLTVERWNDPAISLYEKVGF 157 
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>ref|YP_001538076.1| thioester reductase domain-containing protein [Salinispora 
arenicola 
            CNS-205] 
 gb|ABV99085.1| thioester reductase domain [Salinispora arenicola CNS-205] 
          Length = 2374 
 
 Score = 38.5 bits (88), Expect = 0.40,   Method: Compositional matrix adjust. 
 Identities = 53/188 (28%), Positives = 73/188 (38%), Gaps = 36/188 (19%) 
 
Query: 8    VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY--PWLVAEVE 65 
            + IRPAT AD+  +  I     E +  +    P+ P E     E LQ R   P  V+EV  
Sbjct: 2072 LHIRPATTADLPQLARICYEAFEATNASLGLPPEWPSEQAVT-EMLQGRLTAPSCVSEV- 2129 
 
Query: 66   GVVAGIAYAGPWKARNAYDWTVESTVY----VSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121 
                 +  AG     N      E   +    V+   Q  G+G  L   ++ + E  G  S 
Sbjct: 2130 ----AVDAAGSVVGSNFLVLGEEVAAFGPLSVAPDTQGSGVGRMLMESIVAASERLGRPS 2185 
 
Query: 122  VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP----- 176 
            V AV    N  + RL+ +LG+  R  L            VGF        APP P      
Sbjct: 2186 VRAVQVTNNLRNYRLYSSLGFVPREQLSVM---------VGF--------APPTPRTMAG 2228 
 
Query: 177  --VRPVTQ 182 
              VRP+T+ 
Sbjct: 2229 FEVRPMTE 2236 
 
 
>ref|YP_003683239.1| GCN5-related N-acetyltransferase [Nocardiopsis dassonvillei 
subsp. 
           dassonvillei DSM 43111] 
 gb|ADH70733.1| GCN5-related N-acetyltransferase [Nocardiopsis dassonvillei subsp. 
           dassonvillei DSM 43111] 
          Length = 151 
 
 Score = 38.5 bits (88), Expect = 0.41,   Method: Compositional matrix adjust. 
 Identities = 29/89 (32%), Positives = 39/89 (43%), Gaps = 6/89 (6%) 
 
Query: 60  LVAEVEGVVAG--IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           L+AE EG +AG  I +  P     AY         V+  H+R GL + LY         + 
Sbjct: 46  LIAEAEGELAGFLIGFPSPSVPEEAY----VHFAGVAPGHRRTGLANGLYRRFTDGARER 101 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARG 146 
           G   V AV    N+ S+  H A G+T  G 
Sbjct: 102 GCTVVRAVTSPANERSIAFHRAHGFTVTG 130 
 
 
>ref|ZP_05663843.1| conserved hypothetical protein [Enterococcus faecium 1,231,501] 
 gb|EEV47176.1| conserved hypothetical protein [Enterococcus faecium 1,231,501] 
          Length = 164 
 
 Score = 38.5 bits (88), Expect = 0.42,   Method: Compositional matrix adjust. 
 Identities = 31/135 (22%), Positives = 58/135 (42%), Gaps = 5/135 (3%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           D+  + +I N  I T       EP   ++ + W D   + ++R  W V +++  +AG    
Sbjct: 11  DLPRIVEIYNQAIPTRLSTADLEPVTIESKKAWFD-AHQSKERPMW-VLKIDQNIAGWVS 68 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
              +  R AY  T E ++Y+   +++ GLG    +     +      +++A +   N  S 
Sbjct: 69  LSDFYGRPAYAKTAEISIYIDSNYRKHGLGQKALSFAESQLLDCKIDTLLAFVFATNQAS 128 
 
Query: 134 VRLHEALGYTARGTL 148 
           + L    GY   G L 
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Sbjct: 129 INLFRKNGYEQWGHL 143 
 
 
>ref|YP_003680354.1| GCN5-related N-acetyltransferase [Nocardiopsis dassonvillei 
subsp. 
           dassonvillei DSM 43111] 
 gb|ADH67848.1| GCN5-related N-acetyltransferase [Nocardiopsis dassonvillei subsp. 
           dassonvillei DSM 43111] 
          Length = 178 
 
 Score = 38.5 bits (88), Expect = 0.43,   Method: Compositional matrix adjust. 
 Identities = 29/86 (33%), Positives = 45/86 (52%), Gaps = 2/86 (2%) 
 
Query: 59  WLVAEVEG-VVAGIAYAGPWKARNAYDWTVE-STVYVSHRHQRLGLGSTLYTHLLKSMEA 116 
            ++AE++G +VAG A     K R+A   T E   V+ S RH+RLGL S + T L ++    
Sbjct: 69  LVLAELDGEIVAGGAVRPYKKDRSAMADTAEFKRVWTSGRHRRLGLASRVMTALEEAARD 128 
 
Query: 117 QGFKSVVAVIGLPNDPSVRLHEALGY 142 
            G+  V+   G     +V  +  +GY 
Sbjct: 129 LGYTRVLLFTGPAQPEAVAFYTRIGY 154 
 
 
>ref|YP_001863614.1| aminotransferase class-III [Burkholderia phymatum STM815] 
 gb|ACC76564.1| aminotransferase class-III [Burkholderia phymatum STM815] 
          Length = 451 
 
 Score = 38.5 bits (88), Expect = 0.44,   Method: Compositional matrix adjust. 
 Identities = 31/86 (36%), Positives = 41/86 (47%), Gaps = 17/86 (19%) 
 
Query: 19  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG---------VVA 69 
           AAVCD V HY+  + V    E +  Q   + L RL  R+PW+ A+V G         V   
Sbjct: 319 AAVCDAVIHYMRENDVLANVERRGAQ-LEEGLRRLSARFPWM-ADVRGRGLLWGFEFVTD 376 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSH 95 
            I  A P  ARNA      +T +V+H 
Sbjct: 377 AITKAAPDPARNA------NTEFVAH 396 
 
 
>ref|YP_003297965.1| GCN5-related N-acetyltransferase [Thermomonospora curvata DSM 
           43183] 
 gb|ACY95927.1| GCN5-related N-acetyltransferase [Thermomonospora curvata DSM 
           43183] 
          Length = 156 
 
 Score = 38.5 bits (88), Expect = 0.45,   Method: Compositional matrix adjust. 
 Identities = 43/167 (25%), Positives = 67/167 (40%), Gaps = 19/167 (11%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           V +RPA  AD  A+  +++ +              P+ ++D   R       +VAE +G  
Sbjct: 5   VRLRPAEPADYDAIVAVMDDWWGRPV-----RAALPRLFLDHFHRTS-----IVAEHDGD 54 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           + G  +  P     AY       V V  R +  GL   +Y    +   + G   V A+   
Sbjct: 55  LVG--FLSPSAPEVAY----IHFVGVDPRFRGRGLARRMYRRFFELARSDGRSVVQAITS 108 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174 
             N  S+  H ALG+T  G +   GY  G   D   ++ D + P PP 
Sbjct: 109 PHNHGSIAFHTALGFTVTGPV--PGYN-GPSADRVVFRLDLDDPRPP 152 
 
 
>ref|YP_002882859.1| GCN5-related protein N-acetyltransferase [Beutenbergia cavernae 
DSM 
           12333] 
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 gb|ACQ81097.1| GCN5-related protein N-acetyltransferase [Beutenbergia cavernae DSM 
           12333] 
          Length = 181 
 
 Score = 38.1 bits (87), Expect = 0.45,   Method: Compositional matrix adjust. 
 Identities = 25/81 (30%), Positives = 41/81 (50%) 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G V G A      +R  Y   VE ++YV    +  G+G+ L +HL+ + E  GF ++ +  
Sbjct: 70  GHVLGWAACSSTSSRLVYVGVVELSLYVDPAARGRGIGTLLMSHLVAASERAGFWTLQSA 129 
 
Query: 126 IGLPNDPSVRLHEALGYTARG 146 
           +   N  S+ LH+A G+   G 
Sbjct: 130 VFPENTASLALHQAHGFRTVG 150 
 
 
>ref|ZP_05752266.1| phosphinothricin N-acetyltransferase [Lactobacillus helveticus 
DSM 
           20075] 
 gb|EEW68289.1| phosphinothricin N-acetyltransferase [Lactobacillus helveticus DSM 
           20075] 
          Length = 189 
 
 Score = 38.1 bits (87), Expect = 0.46,   Method: Compositional matrix adjust. 
 Identities = 35/160 (21%), Positives = 60/160 (37%), Gaps = 5/160 (3%) 
 
Query: 13  ATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           A  A++  +  I N  I +       EP    + Q W +      D  P  V + +  +A 
Sbjct: 24  AKQAELPKIVAIYNETIPSRLATADLEPVSVASRQPWFESFN--PDSRPLWVIKDDDKIA 81 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G      +  R AY  T E ++Y+    +  G+G     +++  +   G  ++VA I    
Sbjct: 82  GWVGLESFYGRPAYHKTAEISIYIDKDFRHQGIGQQAIAYVISQLPRLGLDALVAFIFSH 141 
 
Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
           N PS  L +   +   G L       G    +    R F+ 
Sbjct: 142 NQPSQHLFKQNQFETWGHLPDVAIMDGQRRSLDILGRRFQ 181 
 
 
>gb|EEQ90903.1| GNAT family N-acetyltransferase [Ajellomyces dermatitidis ER-3] 
          Length = 183 
 
 Score = 38.1 bits (87), Expect = 0.46,   Method: Compositional matrix adjust. 
 Identities = 30/124 (24%), Positives = 56/124 (45%), Gaps = 17/124 (13%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66 
           +++R AT +D+  +  I  HY+  + +                   Q+R  P+LVA VE  
Sbjct: 3   LKVRTATESDIPQIYSIFTHYVRNTVITLFANTPPFSYMTKRFHETQERGLPFLVA-VEQ 61 
 
Query: 67  V--------------VAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLL 111 
           +              V G   A P++    +Y  TVE +++V   +   G+GSTL + L+ 
Sbjct: 62  LEQDDTCHGGNMAEKVCGYTLASPFRGYMLSYAPTVEMSLFVHPEYHSRGIGSTLLSSLI 121 
 
Query: 112 KSME 115 
           ++++ 
Sbjct: 122 EALQ 125 
 
 
>ref|YP_001013176.1| acetyltransferase [Hyperthermus butylicus DSM 5456] 
 gb|ABM80831.1| predicted Acetyltransferase [Hyperthermus butylicus DSM 5456] 
          Length = 170 
 
 Score = 38.1 bits (87), Expect = 0.46,   Method: Compositional matrix adjust. 
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 Identities = 34/128 (26%), Positives = 63/128 (49%), Gaps = 17/128 (13%) 
 
Query: 33  TVNFRTEPQTPQEWI--DDLERLQDRYPWLVAEVEGVVAG-----IAYAGPWKARNAYDW 85 
            +N  T P+   EW   + LE+  +   + VAEV+G V G     + Y  P+ A+      
Sbjct: 31  MINKVTLPEHYPEWFWREHLEKWGE--AFFVAEVDGEVVGYVMTRVEYGPPFVAKGL--- 85 
 
Query: 86  TVES----TVYVSHRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEAL 140 
            V+     ++ V   ++R G+G  L    +++++ + G K V   + + N+P++RL+E L 
Sbjct: 86  IVKKGHIVSIAVLEGYRRRGIGRALMEAAMEALKTRYGCKEVYLEVRVSNNPAIRLYEKL 145 
 
Query: 141 GYTARGTL 148 
           G+     L 
Sbjct: 146 GFKKVKVL 153 
 
 
>ref|YP_001645660.1| GCN5-related N-acetyltransferase [Bacillus weihenstephanensis 
           KBAB4] 
 gb|ABY44032.1| GCN5-related N-acetyltransferase [Bacillus weihenstephanensis 
           KBAB4] 
          Length = 156 
 
 Score = 38.1 bits (87), Expect = 0.46,   Method: Compositional matrix adjust. 
 Identities = 17/50 (34%), Positives = 28/50 (56%) 
 
Query: 93  VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           V+ + +R G+ STLY++   S  A   K V A+    N  S+R H+ +G+ 
Sbjct: 75  VNPKFRRKGIASTLYSYFFDSARANNRKVVKAITSSVNKKSIRFHQEIGF 124 
 
 
>ref|YP_558760.1| putative phosphinothricin N-acetyltransferase [Burkholderia 
           xenovorans LB400] 
 gb|ABE30708.1| Putative phosphinothricin N-acetyltransferase [Burkholderia 
           xenovorans LB400] 
          Length = 176 
 
 Score = 38.1 bits (87), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 39/144 (27%), Positives = 65/144 (45%), Gaps = 8/144 (5%) 
 
Query: 11  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG- 66 
           R AT  D+ A+  I N  + +  V    EP + +    W       Q R  W+V + +   
Sbjct: 6   RDATLDDLPAIVAIYNSTVPSRQVTADLEPVSVESRLAWFH-AHGPQKRPLWVVEDPQQP 64 
 
Query: 67  --VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
             V+A ++++  +  R AY  T E ++Y+    +  GLG  L    L +  A G  +V+  
Sbjct: 65  GRVIAWLSFS-DFYGRPAYLRTAEVSIYLDESARGRGLGRQLLAASLAAAPALGIDTVLG 123 
 
Query: 125 VIGLPNDPSVRLHEALGYTARGTL 148 
            I   N+ S+RL    G+   G+L 
Sbjct: 124 FIFGHNEASLRLFRGFGFDTWGSL 147 
 
 
>ref|YP_001152298.1| ribosomal-protein-alanine acetyltransferase [Pyrobaculum 
           arsenaticum DSM 13514] 
 gb|ABP49646.1| SSU ribosomal protein S18P alanine acetyltransferase [Pyrobaculum 
           arsenaticum DSM 13514] 
          Length = 176 
 
 Score = 38.1 bits (87), Expect = 0.48,   Method: Compositional matrix adjust. 
 Identities = 41/162 (25%), Positives = 68/162 (41%), Gaps = 33/162 (20%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDLERLQDRYPWLVAEVEGV 67 
           IR AT  D+  V            +N +  P+    W  ++ LE+      ++VAE++G  
Sbjct: 24  IREATTKDLNDVI----------MINRKVLPENYPTWFFVEHLEQFPK--AFIVAEIDGR 71 
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Query: 68  VAGIAYAGPWKARNAYDWT-VESTVYVSHRH----------QRLGLGSTLYTHLLKSMEA 116 
           V G   +     R  Y W+ ++    V   H          +RLG+ + +    +K+M+  
Sbjct: 72  VVGYIMS-----RVEYGWSNIQKGKAVRKGHIVSVGVLPEARRLGIATAMMLRAMKAMKV 126 
 
Query: 117 -QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 157 
             G   V   + + N P++ L+E LGY   G  R  GY   G 
Sbjct: 127 FYGASEVYLEVRVSNTPAISLYEKLGYKVVG--RIPGYYSDG 166 
 
 
>ref|YP_004170058.1| GCN5-like N-acetyltransferase [Deinococcus maricopensis DSM 
21211] 
 gb|ADV66393.1| GCN5-related N-acetyltransferase [Deinococcus maricopensis DSM 
           21211] 
          Length = 315 
 
 Score = 38.1 bits (87), Expect = 0.48,   Method: Compositional matrix adjust. 
 Identities = 38/138 (27%), Positives = 58/138 (42%), Gaps = 12/138 (8%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIE---TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           V IR AT  D+  + ++   ++    T+    R E        DDL      +   VAE  
Sbjct: 3   VTIRDATPDDLGVIAELYTRFLPDEPTTAEMLRAE--------DDLAPANMHWRRFVAEQ 54 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124 
            G V G ++AG +      D  + + +    R  R G+G  L  HL + + A+G  S +A 
Sbjct: 55  NGRVVGTSWAGQFTGMYHPDKYLVNVIVDPERQGR-GVGRALTAHLDEHLGARGVLSTLA 113 
 
Query: 125 VIGLPNDPSVRLHEALGY 142 
                +  SV   EA GY 
Sbjct: 114 DAREDHARSVAFLEARGY 131 
 
 
>ref|YP_079920.1| GCN5-related N-acetyltransferase [Bacillus licheniformis ATCC 
           14580] 
 ref|YP_092335.1| hypothetical protein BLi02771 [Bacillus licheniformis ATCC 14580] 
 ref|ZP_07999140.1| hypothetical protein HMPREF1012_00173 [Bacillus sp. BT1B_CT2] 
 gb|AAU24282.1| GCN5-related N-acetyltransferase [Bacillus licheniformis ATCC 
           14580] 
 gb|AAU41642.1| hypothetical protein BLi02771 [Bacillus licheniformis ATCC 14580] 
 gb|EFV73510.1| hypothetical protein HMPREF1012_00173 [Bacillus sp. BT1B_CT2] 
          Length = 174 
 
 Score = 38.1 bits (87), Expect = 0.48,   Method: Compositional matrix adjust. 
 Identities = 23/84 (27%), Positives = 46/84 (54%), Gaps = 3/84 (3%) 
 
Query: 59  WLVAEVEGVVAGIAYAGPWKAR-NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           ++  E +G + G A  GP +   + Y   V S +Y+  ++Q+ G+GS L   +++ +  + 
Sbjct: 62  YVAEETDGKIIGFASGGPNRDHLSKYKGEV-SAIYLLLQYQKKGIGSRLMKAIVEELVKK 120 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALG 141 
             KS++  + L  +PS+  +E LG 
Sbjct: 121 NIKSLLVWV-LAGNPSINFYEKLG 143 
 
 
>ref|YP_004288199.1| acetyltransferase [Streptococcus gallolyticus subsp. 
gallolyticus 
           ATCC BAA-2069] 
 emb|CBZ48455.1| acetyltransferase [Streptococcus gallolyticus subsp. gallolyticus 
           ATCC BAA-2069] 
          Length = 169 
 
 Score = 38.1 bits (87), Expect = 0.49,   Method: Compositional matrix adjust. 
 Identities = 36/151 (23%), Positives = 72/151 (47%), Gaps = 14/151 (9%) 
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Query: 8   VEIRPATAADMAAV---CDIVNHYIETSTVNFRTEPQT-----PQEWIDDLERLQDRYPW 59 
           V +R A A+D  A+   C  +    ET  +++  E  T      +  + ++++ +  + + 
Sbjct: 2   VIVRNALASDAEAILAFCQQIGS--ETDNLSYGEEGLTISVADEEILLSEIQKSKTSH-F 58 
 
Query: 60  LVAEVEGVVAGIAYAGPW-KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           LVAE  G + G      + K R A+   +   V  ++ +Q  G+G  L T L+ + +  G 
Sbjct: 59  LVAEEAGEIVGTCNCSAFRKKRLAHRAEIGIVVKKAYWNQ--GIGRQLLTRLIAAAQQSG 116 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
            K +   +   ND ++ L+++LG+   GT + 
Sbjct: 117 LKVLSLEVRSDNDRAIHLYDSLGFQKIGTFK 147 
 
 
>ref|YP_003430715.1| acetyltransferase, GNAT family [Streptococcus gallolyticus UCN34] 
 emb|CBI13784.1| putative acetyltransferase, GNAT family [Streptococcus gallolyticus 
           UCN34] 
          Length = 169 
 
 Score = 38.1 bits (87), Expect = 0.50,   Method: Compositional matrix adjust. 
 Identities = 36/151 (23%), Positives = 72/151 (47%), Gaps = 14/151 (9%) 
 
Query: 8   VEIRPATAADMAAV---CDIVNHYIETSTVNFRTEPQT-----PQEWIDDLERLQDRYPW 59 
           V +R A A+D  A+   C  +    ET  +++  E  T      +  + ++++ +  + + 
Sbjct: 2   VIVRNALASDAEAILAFCQQIGS--ETDNLSYGEEGLTISVADEEILLSEIQKSKTSH-F 58 
 
Query: 60  LVAEVEGVVAGIAYAGPW-KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
           LVAE  G + G      + K R A+   +   V  ++ +Q  G+G  L T L+ + +  G 
Sbjct: 59  LVAEEAGEIVGTCNCSAFRKKRLAHRAEIGIAVKKAYWNQ--GIGRQLLTRLIAAAQQSG 116 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
            K +   +   ND ++ L+++LG+   GT + 
Sbjct: 117 LKVLSLEVRSDNDRAIHLYDSLGFQKIGTFK 147 
 
 
>ref|YP_171992.1| putative acetyltransferase [Synechococcus elongatus PCC 6301] 
 ref|YP_399250.1| putative acetyltransferase [Synechococcus elongatus PCC 7942] 
 dbj|BAD79472.1| putative acetyltransferase [Synechococcus elongatus PCC 6301] 
 gb|ABB56263.1| putative acetyltransferase [Synechococcus elongatus PCC 7942] 
          Length = 174 
 
 Score = 38.1 bits (87), Expect = 0.52,   Method: Compositional matrix adjust. 
 Identities = 44/173 (25%), Positives = 71/173 (41%), Gaps = 22/173 (12%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV- 68 
           IRPA AAD  A+  I+            T P  P     D+   + +  W+    +  V  
Sbjct: 6   IRPAIAADWPAIWAILEPIFRAG----ETYPYPP-----DISETEAQTVWMTVPTQTFVF 56 
 
Query: 69  -------AGIAYAGPWK-ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120 
                   G  Y  P +    ++       V  + R Q  G+G TL  H L+   + GF+ 
Sbjct: 57  ESGDRQILGTYYLKPNQPGLGSHVCNCGFAVAAAARGQ--GVGKTLGLHALQVASSFGFR 114 
 
Query: 121 SV-VAVIGLPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDFELP 171 
           ++   ++   N PS++L + LG+T  G L +A  +   GW D   + +  E P 
Sbjct: 115 AMQFNLVVATNTPSIQLWQQLGFTTIGRLPQAFRHPQQGWVDALIFYKLLEEP 167 
 
 
>ref|YP_920983.1| GCN5-related N-acetyltransferase [Thermofilum pendens Hrk 5] 
 gb|ABL78980.1| GCN5-related N-acetyltransferase [Thermofilum pendens Hrk 5] 
          Length = 161 
 
 Score = 38.1 bits (87), Expect = 0.52,   Method: Compositional matrix adjust. 
 Identities = 37/133 (27%), Positives = 53/133 (39%), Gaps = 13/133 (9%) 
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Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  TA D+ A  +++    E +   + T             RL      LVAE++G V  
Sbjct: 10  IRWLTAGDLPAAMEVLEEAFEGAERYWST-------------RLLGYLETLVAEIDGRVV 56 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G+A     +AR      V S + V    +R+G+G +L     K    +G   V A      
Sbjct: 57  GVAEIYETEARGYGRLGVVSYLAVKREFRRMGVGRSLVEAAEKIFRERGCAYVAASTRKS 116 
 
Query: 130 NDPSVRLHEALGY 142 
           N  S  L   LGY 
Sbjct: 117 NKASQALFRKLGY 129 
 
 
>ref|ZP_03646501.1| ribosomal-protein-alanine N-acetyltransferase [Bifidobacterium 
           bifidum NCIMB 41171] 
 ref|ZP_07802522.1| conserved hypothetical protein [Bifidobacterium bifidum NCIMB 
           41171] 
 gb|EFR50456.1| conserved hypothetical protein [Bifidobacterium bifidum NCIMB 
           41171] 
          Length = 193 
 
 Score = 38.1 bits (87), Expect = 0.54,   Method: Compositional matrix adjust. 
 Identities = 15/52 (28%), Positives = 28/52 (53%) 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           + VS  HQR G+   +  HL+     QG + ++  + + NDP++ L+   G+ 
Sbjct: 82  IGVSKTHQRQGIAVAMMNHLISRARRQGARRMLLEVSVVNDPAIALYHRFGF 133 
 
 
>ref|ZP_01984676.1| hypothetical acetyltransferase YafP [Vibrio harveyi HY01] 
 gb|EDL70830.1| hypothetical acetyltransferase YafP [Vibrio harveyi HY01] 
          Length = 159 
 
 Score = 38.1 bits (87), Expect = 0.54,   Method: Compositional matrix adjust. 
 Identities = 28/117 (23%), Positives = 52/117 (44%), Gaps = 15/117 (12%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 87 
           Y E     +  E    Q W++ +  +Q   P+ VAE+ GV+ G +   P    + +     
Sbjct: 31  YTEQQVKAWAQEGFDSQLWLNKMISIQ---PF-VAELNGVIVGYSDVQPSGLVDHF---- 82 
 
Query: 88  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 144 
               +  H +Q  G+G  L TH++K   A+G   + + + +   P    +E +G+T  
Sbjct: 83  ----FCHHEYQGQGVGRVLMTHVIKQAAAKGLDRIYSEVSITARP---FYEHMGFTV 132 
 
 
>ref|YP_330531.1| acetyltransferase [Streptococcus agalactiae A909] 
 ref|ZP_00782160.1| acetyltransferase, GNAT family [Streptococcus agalactiae H36B] 
 gb|ABA46325.1| acetyltransferase, GNAT family [Streptococcus agalactiae A909] 
 gb|EAO79123.1| acetyltransferase, GNAT family [Streptococcus agalactiae H36B] 
          Length = 193 
 
 Score = 38.1 bits (87), Expect = 0.54,   Method: Compositional matrix adjust. 
 Identities = 41/162 (25%), Positives = 71/162 (43%), Gaps = 7/162 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLER-LQDRYPWLVAEVEGV 67 
           IRP    D  AV  + N     +     T P   ++W + DLE+ L +   + VAEV+   
Sbjct: 33  IRPMQDCDREAVLTLQN-----TGWTALTSPVYDRKWTESDLEKNLANGMSFFVAEVDDK 87 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG+   GP+    A        + ++  +Q  GLG  L   LL   +AQG+  +   +  
Sbjct: 88  IAGVLDFGPYYPFPAGKHVATFGILIAEPYQGQGLGKALLKALLTEAKAQGYIKIAMHVM 147 
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Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  ++ L++  G+T    +  A +    + D   + +D E 
Sbjct: 148 GNNSRAISLYQKYGFTEEARITKAFFIENHYVDALIFAKDLE 189 
 
 
>ref|ZP_07835149.1| GCN5-related N-acetyltransferase [Thermaerobacter subterraneus 
DSM 
           13965] 
 gb|EFR63493.1| GCN5-related N-acetyltransferase [Thermaerobacter subterraneus DSM 
           13965] 
          Length = 159 
 
 Score = 38.1 bits (87), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 34/136 (25%), Positives = 56/136 (41%), Gaps = 8/136 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD---RYPWLVAEVEG 66 
           + PA  AD   V ++           +   P  P+   DDL R+QD   R    VA   G 
Sbjct: 4   VEPAAPADAVQVLEVTRRAFRRYEGKY---PVAPEPLQDDLARVQDDIGRGRVWVARNGG 60 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
            V G+  A P   R    W +     V   + +L +G++L   +   +  QG +++     
Sbjct: 61  RVIGVVRARPLAGRQEA-WEIYGLA-VDPEYSQLDVGTSLVRAVEDRLRPQGVRALHLQT 118 
 
Query: 127 GLPNDPSVRLHEALGY 142 
           GL + P++     +GY 
Sbjct: 119 GLRDAPAIEFWYRVGY 134 
 
 
>ref|NP_386563.2| hypothetical protein SMc01824 [Sinorhizobium meliloti 1021] 
 ref|ZP_07588263.1| GCN5-related N-acetyltransferase [Sinorhizobium meliloti BL225C] 
 ref|ZP_07596779.1| GCN5-related N-acetyltransferase [Sinorhizobium meliloti AK83] 
 emb|CAC47036.2| Conserved hypothetical protein [Sinorhizobium meliloti 1021] 
 gb|EFN27674.1| GCN5-related N-acetyltransferase [Sinorhizobium meliloti AK83] 
 gb|EFN31570.1| GCN5-related N-acetyltransferase [Sinorhizobium meliloti BL225C] 
          Length = 161 
 
 Score = 38.1 bits (87), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 33/115 (28%), Positives = 54/115 (46%), Gaps = 19/115 (16%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-----LQDRYPWLVA 62 
           V  R AT ADM A   I+N +I+ +    R  PQ      +D+ER     +    P +VA 
Sbjct: 9   VSCRDATLADMPACAGILNRWIDATPWMPRVHPQ------EDVERHYRESVFANGPVIVA 62 
 
Query: 63  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           +  G +AG        A +A  +   + +Y+  RH+ +G+G+TL     K   ++ 
Sbjct: 63  DCRGEIAGFL------ALSADGFV--TALYLDERHRGVGIGTTLIREAKKRARSE 109 
 
 
>ref|ZP_04932411.1| hypothetical protein PACG_05270 [Pseudomonas aeruginosa C3719] 
 gb|EAZ56530.1| hypothetical protein PACG_05270 [Pseudomonas aeruginosa C3719] 
          Length = 168 
 
 Score = 38.1 bits (87), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 35/108 (32%), Positives = 44/108 (40%), Gaps = 5/108 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67 
           + IR  T  D+ A+  +        T +  TE    Q  ID L R       LVAE  G  
Sbjct: 3   ISIRAETPGDIDAIARLTEAAFRNETHSSHTE----QYIIDALRRAGALTFSLVAEANGQ 58 
 
Query: 68  VAGIAYAGPWKARN-AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 114 
           V G   A P      A DW   + + V+   QR GLGS L   LL  + 
Sbjct: 59  VIGHIAASPVTIDGEAGDWYGLAPLSVAPERQRQGLGSQLVRRLLAEL 106 
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>ref|ZP_02445001.1| hypothetical protein ANACOL_04336 [Anaerotruncus colihominis DSM 
           17241] 
 gb|EDS09011.1| hypothetical protein ANACOL_04336 [Anaerotruncus colihominis DSM 
           17241] 
          Length = 162 
 
 Score = 38.1 bits (87), Expect = 0.57,   Method: Compositional matrix adjust. 
 Identities = 40/159 (25%), Positives = 64/159 (40%), Gaps = 6/159 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IR  T  D+AAV  I N  +       +  P TP+E          +    VAE  G +  
Sbjct: 5   IRQYTEKDLAAVTKIWNEVVAEGNAFPQDTPFTPEE---ARAFFASQTFTGVAESGGRIV 61 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGL 128 
           G     P  A +       ++  VS   +  G+G  L  H L+     GF  +    +   
Sbjct: 62  GFYILHPNNAGHC-AHIANASYGVSSEARGTGMGERLVRHSLEMCRKHGFVGLQFNAVVS 120 
 
Query: 129 PNDPSVRLHEALGYTARGTLRAA-GYKHGGWHDVGFWQR 166 
            N  ++RL+E LG+   GT +    +K G + D+  + + 
Sbjct: 121 SNTAAIRLYEKLGFVRIGTAKNGYRFKDGHYEDLFLFNK 159 
 
 
>ref|ZP_03743073.1| hypothetical protein BIFPSEUDO_03658 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
 gb|EEG70636.1| hypothetical protein BIFPSEUDO_03658 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
          Length = 191 
 
 Score = 37.7 bits (86), Expect = 0.59,   Method: Compositional matrix adjust. 
 Identities = 22/74 (29%), Positives = 37/74 (50%), Gaps = 3/74 (4%) 
 
Query: 73  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 132 
           YAG W   +  D  +  T+ V  R QR G+ ++L   L+     QG K ++  + + N P 
Sbjct: 89  YAGFWY--DGDDAEI-MTIGVGRRFQRQGIAASLMEALIARAREQGAKRMLLEVRVDNTP 145 
 
Query: 133 SVRLHEALGYTARG 146 
           ++ L+E  G+   G 
Sbjct: 146 ALALYERFGFAKMG 159 
 
 
>ref|ZP_05913840.1| N-acetyltransferase [Brevibacterium linens BL2] 
          Length = 163 
 
 Score = 37.7 bits (86), Expect = 0.60,   Method: Compositional matrix adjust. 
 Identities = 37/148 (25%), Positives = 63/148 (42%), Gaps = 18/148 (12%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ---DRYP---WLV 61 
           + +R AT  D+  +  +V      +   +  EP   +   DD   +    D +P    LV 
Sbjct: 1   MNVREATKDDLPDILRLVQ-----ALAVYEKEPDAVEATEDDFAAVMFPADGHPNTYGLV 55 
 
Query: 62  AEVEGVVAGIAY----AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           AEV+G + GIA        W  +N   W     ++V   H+  G G  L  HL +  + + 
Sbjct: 56  AEVDGQIIGIAIWFHSFSTWTGKNRI-WL--EDLFVDPDHRGNGAGKALLGHLAQICQER 112 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTAR 145 
           G   +   +   N+PS+  + +LG  A+ 
Sbjct: 113 GLTRLEWCVLKWNEPSIGFYRSLGAKAQ 140 
 
 
>ref|ZP_08017910.1| ribosomal-protein-alanine acetyltransferase [Lautropia mirabilis 
           ATCC 51599] 
 gb|EFV95268.1| ribosomal-protein-alanine acetyltransferase [Lautropia mirabilis 
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           ATCC 51599] 
          Length = 160 
 
 Score = 37.7 bits (86), Expect = 0.61,   Method: Compositional matrix adjust. 
 Identities = 35/142 (24%), Positives = 61/142 (42%), Gaps = 10/142 (7%) 
 
Query: 29  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE-VEGVVAG-----IAYAG-PWK--- 78 
           ++ ST+ FR   +     +D +E+    YPW +++  + + AG        AG P+     
Sbjct: 6   MDLSTIGFRPMTEADLPAVDAIEQAVQPYPWRISQFADSLKAGHQAWIFTEAGQPFGYAV 65 
 
Query: 79  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 138 
              A D     T+ ++  HQ  GLG      L   +  QG +S+   +   N P++ L++ 
Sbjct: 66  LLAALDEVELLTLALARSHQGRGLGRHCLGWLQAQVRQQGGRSLFLEVATANAPALALYQ 125 
 
Query: 139 ALGYTARGTLRAAGYKHGGWHD 160 
            +G+   G  R       G HD 
Sbjct: 126 RMGFETLGRRRNYYRAADGRHD 147 
 
 
>emb|CBJ28808.1| ribosomal-protein-alanine acetyltransferase-like protein 
           [Ectocarpus siliculosus] 
          Length = 227 
 
 Score = 37.7 bits (86), Expect = 0.63,   Method: Compositional matrix adjust. 
 Identities = 18/48 (37%), Positives = 27/48 (56%) 
 
Query: 97  HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 144 
           H+  GLG+ LY    K+++ +G   V AV    N  SV  H+A+G+ A 
Sbjct: 115 HRGAGLGALLYDQFFKAVQTRGCTLVHAVTSPANTASVAFHKAIGFEA 162 
 
 
>ref|YP_003971182.1| ribosomal-protein-S18-alanine acetyltransferase [Bifidobacterium 
           bifidum PRL2010] 
 gb|ADP36145.1| RimI Ribosomal-protein-S18-alanine acetyltransferase 
           [Bifidobacterium bifidum PRL2010] 
          Length = 193 
 
 Score = 37.7 bits (86), Expect = 0.64,   Method: Compositional matrix adjust. 
 Identities = 15/52 (28%), Positives = 28/52 (53%) 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           + VS  HQR G+   +  HL+     QG + ++  + + NDP++ L+   G+ 
Sbjct: 82  IGVSKTHQRQGIAVAMMNHLISRAHRQGARRMLLEVSVVNDPAIALYHRFGF 133 
 
 
>ref|ZP_02929682.1| hypothetical protein VspiD_23575 [Verrucomicrobium spinosum DSM 
           4136] 
          Length = 201 
 
 Score = 37.7 bits (86), Expect = 0.64,   Method: Compositional matrix adjust. 
 Identities = 37/159 (23%), Positives = 64/159 (40%), Gaps = 16/159 (10%) 
 
Query: 2   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE---------- 51 
           +P +  +EIR A  +D   + +I     + +          P E +D L+           
Sbjct: 4   TPHQMMIEIRRANTSDATGIAEI-----QVAGWQAAYRGIVPDEVLDGLDVASRIPLWQR 58 
 
Query: 52  -RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110 
             L  +    VA++EG VAG  +  P +   A      + +YV+    R G+G  L T   
Sbjct: 59  FSLDAKGDLYVADLEGGVAGFCHLIPSRDPGATGTAEIAAIYVNPLAWRTGIGRKLCTTA 118 
 
Query: 111 LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           L S   + +  V   +   N    R +EA+G+   G ++ 
Sbjct: 119 LHSAVERSYLRVTLWVLSGNHLGRRFYEAIGFEHDGAVK 157 
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>ref|YP_003868969.1| Histone acetyltransferase HPA2-like protein [Paenibacillus 
polymyxa 
           E681] 
 gb|ADM68431.1| Histone acetyltransferase HPA2-like protein [Paenibacillus polymyxa 
           E681] 
          Length = 170 
 
 Score = 37.7 bits (86), Expect = 0.68,   Method: Compositional matrix adjust. 
 Identities = 32/103 (31%), Positives = 49/103 (47%), Gaps = 4/103 (3%) 
 
Query: 41  QTPQEWIDDLERLQDRYPWLVAEVE-GVVAGIAYAGPWKARNAYDWTVEST-VYVSHRHQ 98 
           Q  + W  +L   +D +   VAE E G + G    GP K+     +  E T +YV   +  
Sbjct: 42  QRTELWNANLSS-EDGHRVYVAENEKGEIIGFVSGGPEKSGEYPPYGGEITAIYVLSEYH 100 
 
Query: 99  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 141 
            LGLG  LY  LL+   +    SV+  + L ++P+   +E LG 
Sbjct: 101 SLGLGKRLYLRLLQHFNSMDIHSVIVWV-LADNPACTFYERLG 142 
 
 
>ref|ZP_05784651.1| acetyltransferase, gnat family [Silicibacter lacuscaerulensis 
           ITI-1157] 
 gb|EEX11378.1| acetyltransferase, gnat family [Silicibacter lacuscaerulensis 
           ITI-1157] 
          Length = 140 
 
 Score = 37.7 bits (86), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 23/79 (29%), Positives = 34/79 (43%), Gaps = 2/79 (2%) 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G    G      +Y W +  T+++   H+R GLG  L  H       +G  S  A +    
Sbjct: 43  GAGRVGGLHGATSYGWLLIKTLWIDPAHRRRGLGRQLLDHAFAEARRRGCHS--AWLDTS 100 
 
Query: 130 NDPSVRLHEALGYTARGTL 148 
           N  + R +EALG+   G L 
Sbjct: 101 NPAAARFYEALGFEPFGRL 119 
 
 
>ref|ZP_02194079.1| putative acetyltransferase [Vibrio sp. AND4] 
 gb|EDP60415.1| putative acetyltransferase [Vibrio sp. AND4] 
          Length = 166 
 
 Score = 37.7 bits (86), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 33/151 (21%), Positives = 67/151 (44%), Gaps = 5/151 (3%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG-VV 68 
           +RP T  D AA+ DI +   +      +    +   W+D L  +       VAEV+G +V 
Sbjct: 5   VRPTTVEDAAALVDIYSQP-KAQRETLQLPKPSLSMWVDRLSNMPTGVYSYVAEVDGKIV 63 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA-QGFKSVVAVIG 127 
             I +    + R ++  T    + V  ++  LG+GS L + + +  +     + +   +  
Sbjct: 64  GNIGFHHSQRPRTSH--TASFGIGVHDKYHGLGVGSALISTVTQLADNWLNVRRIQIEVN 121 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
             N+ ++ L++  G+   G L  A ++ G + 
Sbjct: 122 ADNETAIGLYKKHGFEIEGELIDACFRDGEY 152 
 
 
>ref|NP_688964.1| acetyltransferase [Streptococcus agalactiae 2603V/R] 
 ref|NP_736396.1| GNAT family acetyltransferase [Streptococcus agalactiae NEM316] 
 ref|ZP_00781511.1| acetyl transferase [Streptococcus agalactiae 18RS21] 
 ref|ZP_00789134.1| acetyltransferase, GNAT family [Streptococcus agalactiae 515] 
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 gb|AAN00837.1|AE014281_6 acetyltransferase, GNAT family [Streptococcus agalactiae 
2603V/R] 
 emb|CAD47622.1| Unknown [Streptococcus agalactiae NEM316] 
 gb|EAO61896.1| acetyl transferase [Streptococcus agalactiae 18RS21] 
 gb|EAO72177.1| acetyltransferase, GNAT family [Streptococcus agalactiae 515] 
          Length = 163 
 
 Score = 37.7 bits (86), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 41/162 (25%), Positives = 71/162 (43%), Gaps = 7/162 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLER-LQDRYPWLVAEVEGV 67 
           IRP    D  AV  + N     +     T P   ++W + DLE+ L +   + VAEV+   
Sbjct: 3   IRPMQDCDREAVLTLQN-----TGWTALTSPVYDRKWTESDLEKNLANGMSFFVAEVDDK 57 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG+   GP+    A        + ++  +Q  GLG  L   LL   +AQG+  +   +  
Sbjct: 58  IAGVLDFGPYYPFPAGKHVATFGILIAEPYQGQGLGKALLKALLTEAKAQGYIKIAMHVM 117 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  ++ L++  G+T    +  A +    + D   + +D E 
Sbjct: 118 GNNSRAISLYQKYGFTEEARITKAFFIENHYVDALIFAKDLE 159 
 
 
>ref|YP_347744.1| hypothetical protein Pfl01_2012 [Pseudomonas fluorescens Pf0-1] 
 gb|ABA73755.1| hypothetical protein Pfl01_2012 [Pseudomonas fluorescens Pf0-1] 
          Length = 229 
 
 Score = 37.7 bits (86), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 21/57 (36%), Positives = 28/57 (49%) 
 
Query: 102 LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 158 
           L   L   L K+M AQG   VV V    N P+++LH  +GYT +G +       G W 
Sbjct: 144 LSVDLQLELWKAMAAQGCDKVVDVCEFHNIPALKLHLRMGYTEQGRIMNVYELFGRW 200 
 
 
>ref|ZP_07464734.1| GNAT family acetyltransferase [Streptococcus gallolyticus subsp. 
           gallolyticus TX20005] 
 gb|EFM29475.1| GNAT family acetyltransferase [Streptococcus gallolyticus subsp. 
           gallolyticus TX20005] 
          Length = 169 
 
 Score = 37.7 bits (86), Expect = 0.75,   Method: Compositional matrix adjust. 
 Identities = 25/92 (27%), Positives = 46/92 (50%), Gaps = 3/92 (3%) 
 
Query: 59  WLVAEVEGVVAGIAYAGPW-KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
           +LVAE  G + G      + K R A+   +   V  ++ +Q  G+G  L T L+ + +   
Sbjct: 58  FLVAEEAGEIVGTCNCSAFRKKRLAHRAEIGIAVKKAYWNQ--GIGRQLLTRLIAAAQQS 115 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           G K +   +   ND ++ L+++LG+   GT + 
Sbjct: 116 GLKVLSLEVRSDNDRAIHLYDSLGFQKIGTFK 147 
 
 
>ref|YP_384797.1| SSU ribosomal protein S18P alanine acetyltransferase [Geobacter 
           metallireducens GS-15] 
 gb|ABB32072.1| [SSU ribosomal protein S18P]-alanine acetyltransferase [Geobacter 
           metallireducens GS-15] 
          Length = 164 
 
 Score = 37.4 bits (85), Expect = 0.77,   Method: Compositional matrix adjust. 
 Identities = 33/118 (27%), Positives = 55/118 (46%), Gaps = 8/118 (6%) 
 
Query: 40  PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 99 
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           P T + +ID+L      YP +    +G+VAG  Y  P    +  +  ++  V +  R +  
Sbjct: 35  PWTREHFIDELNSPHS-YPLVARTADGIVAG--YICPLLVLDEGE-ILDVAVRLGSRGK- 89 
 
Query: 100 LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 157 
            G+G  L    +  + AQG + V   + + N P++ L+  LG+  R T R  GY   G 
Sbjct: 90  -GVGGALVRRAITELRAQGARVVCLEVRVSNLPALTLYRQLGF--RETGRRKGYYENG 144 
 
 
>ref|XP_001356126.2| GA16428 [Drosophila pseudoobscura pseudoobscura] 
 gb|EAL33186.2| GA16428 [Drosophila pseudoobscura pseudoobscura] 
          Length = 182 
 
 Score = 37.4 bits (85), Expect = 0.79,   Method: Compositional matrix adjust. 
 Identities = 20/75 (26%), Positives = 39/75 (52%), Gaps = 1/75 (1%) 
 
Query: 75  GPWKARNAYDWTVE-STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
           G +     Y+W      + VS  ++R G+ + L  H+ ++++A+G   V   +   N P+ 
Sbjct: 61  GKYLESKLYEWHGHVCALTVSDDYRRTGVATLLMRHIARALDAKGALYVDLFLRCSNRPA 120 
 
Query: 134 VRLHEALGYTARGTL 148 
           + L+ +LGY  R T+ 
Sbjct: 121 LSLYSSLGYVLRRTV 135 
 
 
>ref|YP_003906914.1| phosphinothricin acetyltransferase [Burkholderia sp. CCGE1003] 
 gb|ADN57623.1| Phosphinothricin acetyltransferase [Burkholderia sp. CCGE1003] 
          Length = 174 
 
 Score = 37.4 bits (85), Expect = 0.81,   Method: Compositional matrix adjust. 
 Identities = 38/146 (26%), Positives = 63/146 (43%), Gaps = 6/146 (4%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66 
           +  R AT  D+ A+  I N  + +  V    EP + +  +         + P  V E  G 
Sbjct: 3   LSYRDATLDDLPAIVAIYNSTVASRQVTADLEPVSVESRVAWFHAHGPHKRPLWVVEDAG 62 
 
Query: 67  ----VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 122 
               V A ++++  +  R AY  T E ++Y+  R +  GLG  L    L +  A G  +  
Sbjct: 63  QPGRVTAWLSFS-DFYGRPAYQRTAELSIYLDERARGKGLGKQLLAAALTAAPALGIDTA 121 
 
Query: 123 VAVIGLPNDPSVRLHEALGYTARGTL 148 
           +  I   N+ S+RL    G+   G+L 
Sbjct: 122 LGFIFGHNEASLRLFRGFGFDTWGSL 147 
 
 
>ref|ZP_06700579.1| phosphinothricin N-acetyltransferase [Enterococcus faecium U0317] 
 gb|EFF30027.1| phosphinothricin N-acetyltransferase [Enterococcus faecium U0317] 
          Length = 164 
 
 Score = 37.4 bits (85), Expect = 0.82,   Method: Compositional matrix adjust. 
 Identities = 30/135 (22%), Positives = 58/135 (42%), Gaps = 5/135 (3%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           D+  + +I N  I T       EP   ++ + W D   + ++R  W V +++  +AG    
Sbjct: 11  DLPRIVEIYNQAIPTRLSTADLEPVTIESKKAWFD-AHQSKERPMW-VMKIDQNIAGWVS 68 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
              +  R AY  T E ++Y+   +++ GLG    +     +      +++A +   N  S 
Sbjct: 69  LSDFYGRPAYAKTAEISIYIDSNYRKHGLGQKALSFAESQLLDCKIDTLLAFVFATNQAS 128 
 
Query: 134 VRLHEALGYTARGTL 148 
           + L    G+   G L 
Sbjct: 129 INLFRKNGFEQWGHL 143 
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>ref|ZP_06474333.1| mycothiol biosynthesis acetyltransferase [Frankia symbiont of 
           Datisca glomerata] 
 gb|EFD28976.1| mycothiol biosynthesis acetyltransferase [Frankia symbiont of 
           Datisca glomerata] 
          Length = 389 
 
 Score = 37.4 bits (85), Expect = 0.82,   Method: Compositional matrix adjust. 
 Identities = 35/129 (27%), Positives = 59/129 (45%), Gaps = 26/129 (20%) 
 
Query: 28  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL------VAEVEGVVAGIAYAGPWKARN 81 
           ++  ++V F T P+  +  ++DL RL++  PW       +AE  G + G            
Sbjct: 251 WVVVNSVAFATHPEQGRWTVEDL-RLREAEPWFDPAGFFLAEAAGQLVG----------- 298 
 
Query: 82  AYDWT-VES------TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134 
            + WT VE+       V V+      GLG  L    L  +  +G  +V+  +   N P+V 
Sbjct: 299 -FHWTKVEAGIGEVYVVGVAPTAAGRGLGRVLTLIGLHHLRDRGLATVMLYVDDTNRPAV 357 
 
Query: 135 RLHEALGYT 143 
           RL+E LG++ 
Sbjct: 358 RLYETLGFS 366 
 
 
>ref|ZP_05965160.1| putative phosphinothricin N-acetyltransferase [Bifidobacterium 
           gallicum DSM 20093] 
 gb|EFA23495.1| putative phosphinothricin N-acetyltransferase [Bifidobacterium 
           gallicum DSM 20093] 
          Length = 172 
 
 Score = 37.4 bits (85), Expect = 0.82,   Method: Compositional matrix adjust. 
 Identities = 45/171 (26%), Positives = 69/171 (40%), Gaps = 15/171 (8%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV- 64 
           + R ATA D   V  I N  +     +  T      + +EWI   E   D Y   + E   
Sbjct: 6   QARVATAHDAQIVAAIYNAAVVEGGASADTAAVSVASRREWI---EAHTDPYAVFIIEAV 62 
 
Query: 65  --EGV----VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118 
             +GV    VA  A +  +  R  YD   +   YV+   +R G+G      LL     +G 
Sbjct: 63  DEQGVPSIPVAFCALSNYYP-RPGYDGVTDLAYYVAPEWRRRGVGQFALRTLLDEARNRG 121 
 
Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTL-RAAGYKHGGWHDVGFWQRDF 168 
            +  V +I   N  S+ L  + G+T  G + +AA    G   D+ ++  D  
Sbjct: 122 MRKAVCIIFADNTASIALCTSFGFTRFGLMAQAATDALGVMRDMAYYDLDL 172 
 
 
>ref|XP_002021961.1| GL14242 [Drosophila persimilis] 
 gb|EDW25902.1| GL14242 [Drosophila persimilis] 
          Length = 391 
 
 Score = 37.4 bits (85), Expect = 0.83,   Method: Compositional matrix adjust. 
 Identities = 18/50 (36%), Positives = 31/50 (62%) 
 
Query: 93  VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           V   +++L +GSTL T  +++M A     VV    + N+P++RL+E LG+ 
Sbjct: 318 VRKEYRKLKIGSTLVTKAIEAMLADNADEVVLETEMRNEPALRLYENLGF 367 
 
 
>ref|ZP_03978230.1| phosphinothricin N-acetyltransferase [Corynebacterium 
           lipophiloflavum DSM 44291] 
 gb|EEI17705.1| phosphinothricin N-acetyltransferase [Corynebacterium 
           lipophiloflavum DSM 44291] 
          Length = 178 
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 Score = 37.4 bits (85), Expect = 0.84,   Method: Compositional matrix adjust. 
 Identities = 36/172 (20%), Positives = 73/172 (42%), Gaps = 8/172 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           +RP    D   V +I    +++   ++ ++ Q+ +E+   +  ++  +  + +E    V  
Sbjct: 8   LRPIRPEDYPQVREIYELGLKSGHASYESKGQSWEEFRSKM-IIETVFVAVDSEDNSRVV 66 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G   A    +R+ +   VE ++Y+    Q  G+ S L   L+ +  +    ++ + I    
Sbjct: 67  GWVAAAKASSRSVFHGVVEDSIYIHPDAQGRGVSSALLDKLIDTCTSLDMWAIHSWIFPE 126 
 
Query: 130 NDPSVRLHEALGYTARGTLRAA-----GYKHGGWHDVGFWQRDFELPAPPRP 176 
           N  S +LH + G+T  GT         G   G W     ++    LP P +P 
Sbjct: 127 NKGSSKLHMSRGFTKVGTFHNMAKMTYGDMAGQWRATDVYE--LLLPTPGKP 176 
 
 
>ref|XP_001355453.2| GA10986 [Drosophila pseudoobscura pseudoobscura] 
 gb|EAL32512.2| GA10986 [Drosophila pseudoobscura pseudoobscura] 
          Length = 432 
 
 Score = 37.4 bits (85), Expect = 0.86,   Method: Compositional matrix adjust. 
 Identities = 18/54 (33%), Positives = 33/54 (61%) 
 
Query: 89  STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 142 
           + + V   +++L +GSTL T  +++M A     VV    + N+P++RL+E LG+ 
Sbjct: 355 AMLAVRKEYRKLKIGSTLVTKAIEAMLADNADEVVLETEMRNEPALRLYENLGF 408 
 
 
>ref|ZP_01066033.1| Histone acetyltransferase HPA2 and related acetyltransferase 
           [Vibrio sp. MED222] 
 gb|EAQ52656.1| Histone acetyltransferase HPA2 and related acetyltransferase 
           [Vibrio sp. MED222] 
          Length = 166 
 
 Score = 37.4 bits (85), Expect = 0.87,   Method: Compositional matrix adjust. 
 Identities = 35/154 (22%), Positives = 63/154 (40%), Gaps = 7/154 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEGV 67 
           IR  T  D   + D++N  I  +      +  T  E    +E   +R  + VA  E     
Sbjct: 5   IREVTVEDAQGIIDVLNPIIIEARYTILDQTFTVDEEKAFIESFPERGVFSVAVNEATSQ 64 
 
Query: 68  VAGIAYAGPWKA-RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
           + G     P+     A+D       YV    +  G+   L+ +  KS +A+G++ + A + 
Sbjct: 65  LLGFQNVEPFATYTKAFDHVGIIGTYVDANSRGQGVAKQLFDYTFKSAKAKGYEKLFAYV 124 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160 
              N+ ++ ++   G+   GT +    KHG   D 
Sbjct: 125 RADNERALAVYFKQGFEIVGTAK----KHGKIGD 154 
 
 
>ref|YP_658242.1| protein N-acetyltransferase-like protein [Haloquadratum walsbyi DSM 
           16790] 
 emb|CAJ52634.1| protein N-acetyltransferase homolog [Haloquadratum walsbyi DSM 
           16790] 
          Length = 210 
 
 Score = 37.4 bits (85), Expect = 0.88,   Method: Compositional matrix adjust. 
 Identities = 19/57 (33%), Positives = 28/57 (49%) 
 
Query: 91  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147 
           VYV   H+  G+ + L T   +   A+     VA++ + N PS  L E  G+T R T 
Sbjct: 135 VYVDQAHRNRGVATALITAANRYASARDATQAVALVAIDNRPSQALFETCGFTVRST 191 
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>ref|ZP_00785850.1| acetyltransferase, GNAT family [Streptococcus agalactiae COH1] 
 gb|EAO75419.1| acetyltransferase, GNAT family [Streptococcus agalactiae COH1] 
          Length = 163 
 
 Score = 37.4 bits (85), Expect = 0.92,   Method: Compositional matrix adjust. 
 Identities = 40/162 (24%), Positives = 70/162 (43%), Gaps = 7/162 (4%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLER-LQDRYPWLVAEVEGV 67 
           IRP    D  AV  + N     +     T P    +W + DLE+ L +   + VAE++   
Sbjct: 3   IRPMQNCDREAVLTLQN-----TGWTALTSPVYDHKWTESDLEKNLANGMSFFVAEIDDK 57 
 
Query: 68  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127 
           +AG+   GP+    A        + ++  +Q  GLG  L   LL   +AQG+  +   +  
Sbjct: 58  IAGVLDFGPYYPFPAGKHVATFGILIAEPYQGQGLGKALLKALLTEAKAQGYIKIAMHVM 117 
 
Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169 
             N  ++ L++  G+T    +  A +    + D   + +D E 
Sbjct: 118 GNNSRAISLYQKYGFTEEARITKAFFIENHYVDALIFAKDLE 159 
 
 
>ref|ZP_05666635.1| phosphinothricin N-acetyltransferase [Enterococcus faecium 
           1,141,733] 
 gb|EEV49968.1| phosphinothricin N-acetyltransferase [Enterococcus faecium 
           1,141,733] 
          Length = 164 
 
 Score = 37.4 bits (85), Expect = 0.93,   Method: Compositional matrix adjust. 
 Identities = 28/135 (20%), Positives = 61/135 (45%), Gaps = 5/135 (3%) 
 
Query: 17  DMAAVCDIVNHYIETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 73 
           D+  + +I N  I         EP   ++ Q W D   + ++R  W++   + +V  ++  
Sbjct: 11  DLPRIVEIYNQAIPARLSTADLEPVTIESRQAWFD-AHQTKERPLWVIKIDQNIVGWLSL 69 
 
Query: 74  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133 
           +  +  R AY  T E ++Y+   +++ GLG    +     ++     +++A +   N  S 
Sbjct: 70  SDFY-GRPAYANTAEISIYIDSTYRKHGLGQKALSFAESQLKDCKIDTLLAFVFTINQAS 128 
 
Query: 134 VRLHEALGYTARGTL 148 
           ++L +  G+   G L 
Sbjct: 129 IKLFQKNGFEQWGHL 143 
 
 
>ref|ZP_05749879.1| probable phosphinothricin acetyltransferase protein 
           [Corynebacterium efficiens YS-314] 
 gb|EEW49985.1| probable phosphinothricin acetyltransferase protein 
           [Corynebacterium efficiens YS-314] 
          Length = 177 
 
 Score = 37.4 bits (85), Expect = 0.94,   Method: Compositional matrix adjust. 
 Identities = 40/175 (22%), Positives = 70/175 (40%), Gaps = 10/175 (5%) 
 
Query: 10  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69 
           IRP    D   V  I    +ET   ++  +  T +++   ++ ++  +     +    V  
Sbjct: 8   IRPIREVDFPQVRAIYEMGLETGHASYERKGPTWKQFTR-MKIMETVFVAAEKKDPDFVL 66 
 
Query: 70  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129 
           G   A P   R  +   VE ++Y+  + Q  G+G  L   L++  +     S+ + I    
Sbjct: 67  GWVAAAPASTRAVFHGVVEDSIYIHPQGQGRGVGGALLDKLIEVCQDLHKWSIHSWIFPE 126 
 
Query: 130 NDPSVRLHEALGYTARGTLRAA-----GYKHGGWHDVGFWQRDFELPAPPRPVRP 179 
           N  S +LH + G+    T         G   G W D   W++   LP P   +RP 
Sbjct: 127 NVGSAKLHASRGFEKVATFHHLAKMPYGEMAGEWRDTDVWEK--LLPKP--DIRP 177 
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>ref|YP_003176066.1| GCN5-related N-acetyltransferase [Halomicrobium mukohataei DSM 
           12286] 
 gb|ACV46359.1| GCN5-related N-acetyltransferase [Halomicrobium mukohataei DSM 
           12286] 
          Length = 174 
 
 Score = 37.4 bits (85), Expect = 0.95,   Method: Compositional matrix adjust. 
 Identities = 37/152 (24%), Positives = 68/152 (44%), Gaps = 17/152 (11%) 
 
Query: 4   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP------QEWIDDLERLQDRY 57 
           E R +++R A A D  A+ ++   +        R +   P      + W++++    DRY 
Sbjct: 24  EGRSIQLRRADATDRTALIEMYKQFDPAD----RAQGIPPARETAIERWLENILDT-DRY 78 
 
Query: 58  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 117 
             +VA  EG + G A   P       D   E  ++V   +Q  G+G+ L   LL   +++ 
Sbjct: 79  N-VVASHEGDLVGHATLVPDD-----DDGYELAIFVLSAYQGAGIGTELVETLLGHGQSE 132 
 
Query: 118 GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 149 
           G + V   +   NDP++ L+  +G+    + R 
Sbjct: 133 GIEQVWLTVERWNDPAIALYRKVGFETSNSER 164 
 
 
>ref|XP_001374166.1| PREDICTED: similar to putative N-acetyltransferase Camello 4 
           [Monodelphis domestica] 
          Length = 223 
 
 Score = 37.4 bits (85), Expect = 0.95,   Method: Compositional matrix adjust. 
 Identities = 27/83 (32%), Positives = 39/83 (46%), Gaps = 1/83 (1%) 
 
Query: 61  VAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119 
           VAE  G V G+  A P  KA  A        + V   H+  G+  TL   ++   + QG+ 
Sbjct: 111 VAEAGGQVVGLVCACPAQKASGAQKHLELLHLSVRQDHRGQGIAKTLTQTVIHFAQDQGY 170 
 
Query: 120 KSVVAVIGLPNDPSVRLHEALGY 142 
             +V V    N P+ RL+E LG+ 
Sbjct: 171 SGIVLVTASLNFPARRLYERLGF 193 
 
 
>ref|YP_002633376.1| putative N-acetyltransferase [Staphylococcus carnosus subsp. 
           carnosus TM300] 
 emb|CAL27191.1| putative N-acetyltransferase [Staphylococcus carnosus subsp. 
           carnosus TM300] 
          Length = 163 
 
 Score = 37.4 bits (85), Expect = 0.98,   Method: Compositional matrix adjust. 
 Identities = 32/160 (20%), Positives = 60/160 (37%), Gaps = 1/160 (0%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEG 66 
           V+++ A  AD+     + N  I    V    +  + +E            P + + + +G 
Sbjct: 2   VKLKIAEKADLPVFTKVYNQAIRMRNVTADVDEVSDEEMAPIFNSHDTSRPLYTIWDDQG 61 
 
Query: 67  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126 
              G A    +  R AYD T E ++Y+  + +  G G+ +   L +   +     +   + 
Sbjct: 62  QAIGYASLNHFYGRPAYDETAELSIYLDEQTRGQGYGTKVMQLLEQEAASLNIHYLTGYV 121 
 
Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166 
              N P  +L E  GY   G L    +      D+  W + 
Sbjct: 122 FAQNVPCNKLFEKQGYALWGNLPQIAHIDKNRLDLCIWGK 161 
 
 
>ref|ZP_07721400.1| acetyltransferase, GNAT family [Algoriphagus sp. PR1] 
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 gb|EAZ79908.1| acetyltransferase, GNAT family [Algoriphagus sp. PR1] 
          Length = 167 
 
 Score = 37.4 bits (85), Expect = 0.98,   Method: Compositional matrix adjust. 
 Identities = 30/118 (25%), Positives = 50/118 (42%), Gaps = 3/118 (2%) 
 
Query: 39  EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 98 
           EP TP+E ++          +++ +  GVV       P +     D    ++  V   HQ 
Sbjct: 33  EPDTPKEKLEGYWFASYMDSFVLVDEYGVVLATYIIKPNQIGLG-DHIANASYMVHPDHQ 91 
 
Query: 99  RLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 155 
             G G+ L  H +     +GFK +   ++   N P+V L E  G+   GT    G++H 
Sbjct: 92  GKGFGAMLCEHSISFATEKGFKGIQFNIVVSTNKPAVHLWEKFGFNIIGT-TPGGFRH 148 
 
 
>gb|EFR90833.1| gnat family acetyltransferase [Listeria innocua FSL S4-378] 
          Length = 123 
 
 Score = 37.4 bits (85), Expect = 0.98,   Method: Compositional matrix adjust. 
 Identities = 29/123 (23%), Positives = 57/123 (46%), Gaps = 4/123 (3%) 
 
Query: 9   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68 
           +I P      + V  +    I+T    F+ +  + + W  D + L+     LV   EG V 
Sbjct: 5   KILPMLKEHYSGVARVHQEGIDTGNATFQEKTLSFEAW--DEKYLKTCR--LVVLTEGQV 60 
 
Query: 69  AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128 
            G A   P+ + +AY    E ++Y++   +  G+G  L   ++++ E  GF ++ ++I   
Sbjct: 61  IGWAALLPFSSMHAYRGVAELSIYIAKSARGKGIGKALMQAIIQTSEQNGFWTLQSLIFP 120 
 
Query: 129 PND 131 
            N+ 
Sbjct: 121 ENE 123 
 
 
>dbj|BAJ27343.1| putative acetyltransferase [Kitasatospora setae KM-6054] 
          Length = 163 
 
 Score = 37.4 bits (85), Expect = 0.98,   Method: Compositional matrix adjust. 
 Identities = 43/152 (28%), Positives = 62/152 (40%), Gaps = 8/152 (5%) 
 
Query: 8   VEIRPATAADMAAVCDIVNHYI---ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64 
           +EIR AT  D +AV       I   ET T        T ++W   L    +R    V E  
Sbjct: 1   MEIREATPQDWSAVWPFFRRVIAAGETFTYPTDLTSDTARDWW--LLDAPNRTVVAVDEA 58 
 
Query: 65  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-V 123 
            G V G A     +  N       ++  V   H   G G  L    L+    QGF+++   
Sbjct: 59  AGTVLGTAKMNNNQWGNGGH-VASASFLVDPDHAGRGTGRALCVEALRWAREQGFRAMQF 117 
 
Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 155 
             +   N P+V L+ +LG+T  GT+   G+ H 
Sbjct: 118 NAVVASNAPAVGLYRSLGFTVVGTV-PEGFHH 148 
 
 
>ref|YP_001084545.1| putative antibiotic resistance [Acinetobacter baumannii ATCC 
17978] 
 gb|ABO11943.1| putative antibiotic resistance [Acinetobacter baumannii ATCC 17978] 
          Length = 90 
 
 Score = 37.4 bits (85), Expect = 0.99,   Method: Compositional matrix adjust. 
 Identities = 18/61 (29%), Positives = 32/61 (52%) 
 
Query: 66  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125 
           G + G A  G ++A  AY +TVE ++Y+ H H+  GL   L   L++  +      ++ V 
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Sbjct: 23  GKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHRGCGLSKVLMQALIQRAQQAQLHVLMVV 82 
 
Query: 126 I 126 
           + 
Sbjct: 83  L 83 
 
 
  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 
   0.319    0.135    0.432  
 
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: 1,835,885,264 
Number of extensions: 75419055 
Number of successful extensions: 205931 
Number of sequences better than  1.0: 1721 
Number of HSP's gapped: 206322 
Number of HSP's successfully gapped: 1721 
Length of query: 183 
Length of database: 4,621,495,809 
Length adjustment: 130 
Effective length of query: 53 
Effective length of database: 2,869,902,069 
Effective search space: 152104809657 
Effective search space used: 152104809657 
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 (21.8 bits) 
S2: 85 (37.4 bits) 
 
 
 
 
 
 
 
 
 
 
 
 
 

Dow AgroSciences LLC 
          Study ID:  110331 
                         Page 600




