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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 (*). 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 (%). 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 (%).

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 (). 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 = BLOSUM®62, 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 GCNS5 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

Number of
Description Ruturded E-Value
Alighments

N-acetyltransferase family proteins including 105
phosphinothricin N-acetyltransferase, GCN5-related N- 712 0.009 - 4.00x10
acetyltransferase, GNAT family N-acetyltransferase

Hypothetical protein 110 0.005 — 4.00x10™%°
(Putative) sortase and related acyltransferase 102 0.005 — 4.00x10™*
ArsR family transcriptional regulators 5 2.00x10” - 5.00x10”

Other actyltransferase superfamily protein 12 0.004 — 2.00x10%®
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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

Page 15

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. - o oo e e done
Score E

Sequences producing significant alignments: (bits) Valu
ref|zZP_07302142_1] phosphinothricin-N-acetyltransferase [Strepto... 378
gb|AAF15587.1]AF187951_1 promotes resistance to glutamine synthe... 301
sp|P16426.1]|PAT_STRHY RecName: Full=Phosphinothricin N-acetyltra... 300
gb]ABU39932.1] bialaphos/phosphinothricin resistance protein [CI... 299
gb]ADN51987.1] phosphinothricin acetyltransferase [Binary vector... 299
gb]ABB52512.1] editing-dependent chimeric phosphinothricin acety... 299
gb]ABB52513.1] phosphinothricin acetyltransferase [synthetic con... 299
gb|ADF81054.1] phosphinothricin acetyltransferase [Tobacco plast... 299
gb]AAR86773.1] phosphinothricin acetyl transferase [synthetic co... 299
gb]AA085360.1] phosphinothricin acetyl transferase [Binary vecto... 298
gb]AAK21981.1] phosphinothricin acetyltransferase [synthetic con... 298
prf]11311256A gene bar,herbicide resistance 296
gb|ABK32772.1] BastaR [Silencing vector pFE12860S] >gi|117209779... 287
gb]ABA55625.1] phosphinothricin acetyltransferase [synthetic con... 228
ref]YP_001156945.1] GCN5-related N-acetyltransferase [Salinispor... 190
ref|YP_234588.1] GCN5-related N-acetyltransferase [Pseudomonas s... 149
ref|YP_003776508.1] phosphinothricin N-acetyltransferase [Herbas... 144
ref|YP_327183.1] N-acetyltransferase [Natronomonas pharaonis DSM... 143
ref|zP_08023172.1] phosphinothricin acetyltransferase, putative ... 142
refINP_925472.1] phosphinothricin N-acetyltransferase [Gloeobact. .. 137
ref|YP_003130042.1] GCN5-related N-acetyltransferase [Halorhabdu... 136
ref]ZP_06174053.1] hypothetical protein VME_04370 [Vibrio harvey... 135
ref|YP_001546382.1] GCN5-related N-acetyltransferase [Herpetosip... 133
ref]|ZP_07277001.1] phosphinothricin N-acetyltransferase [Strepto... 131
ref]ZP_01235017.1] Phosphinothricin N-acetyltransferase, putativ... 130
ref|YP_675890.1] GCN5-related N-acetyltransferase [Mesorhizobium... 129
ref|YP_003479949_.1] Phosphinothricin acetyltransferase [Natrialb... 128
ref|zP_07864612.1] acetyltransferase, GNAT family [Streptococcus... 128
ref|ZP_00994644_.1] GCN5-related N-acetyltransferase [Janibacter ... 128
ref|YP_003536939.1] Phosphinothricin N-acetyltransferase [Halofe... 127

ref|zZP_08119923.1] phosphinothricin acetyltransferase [Pseudonoc... 127

e

e-103
4e-80
4e-80
8e-80
9e-80
le-79
le-79
le-79
le-79
2e-79
2e-79
7e-79
4e-76
3e-58
9e-47
2e-34
4e-33
le-32
3e-32
5e-31
1le-30
2e-30
le-29
4e-29
7e-29
2e-28
4e-28
4e-28
4e-28
4e-28
4e-28



ref]ZP_01869333.1] Phosphinothricin N-acetyltransferase, putativ...
ref]YP_001198067.1] sortase and related acyltransferase [Strepto...
ref]ZP_08069452.1] phosphinothricin acetyltransferase [Streptoco...
ref]YP_001261029.1] GCN5-like N-acetyltransferase [Sphingomonas ...
ref]YP_820655.1] phosphinothricin acetyltransferase, putative [S...
ref]YP_141658.1] phosphinothricin acetyltransferase [Streptococc...
ref]|ZP_07832184.1] putative phosphinothricin N-acetyltransferase. ..
ref]YP_003401819.1] GCN5-related N-acetyltransferase [Haloterrig...
gb]ADQ63288.1] Sortase acyltransferase-like protein [Streptococc...
ref|ZP_08021317.1] phosphinothricin acetyltransferase [Streptoco...
ref|ZP_04062352_1] phosphinothricin N-acetyltransferase [Strepto...
ref|ZP_08098012.1] phosphinothricin N-acetyltransferase, putativ...
ref]YP_003409278.1] phosphinothricin acetyltransferase [Geoderma...
gb]ADZ90538.1] Phosphinothricin acetyltransferase [Marinomonas m...
ref|YP_139746.1] phosphinothricin acetyltransferase, putative [S...
ref]|ZP_03399908.1] phosphinothricin N-acetyltransferase [Pseudom...
ref|ZP_06060563.1] acyltransferase [Streptococcus sp. 2_1 36FAA]...
ref|ZP_05877484_1] phosphinothricin N-acetyltransferase putative. ..
ref|ZP_07837484_1] Phosphinothricin acetyltransferase [Eubacteri...
ref|ZP_07726783.1] putative phosphinothricin N-acetyltransferase. ..
ref]YP_003074738.1] phosphinothricin N-acetyltransferase [Teredi...
ref|ZP_03624439.1] GCN5-related N-acetyltransferase [Streptococc...
ref]YP_001354135.1] phosphinothricin N-acetyltransferase [Janthi...
ref|ZP_05645407.1] conserved hypothetical protein [Enterococcus ...
ref]ZP_05655037.1] conserved hypothetical protein [Enterococcus ...
ref]YP_927219.1] phosphinothricin N-acetyltransferase [Shewanell. ..
ref]YP_001758117.1] GCN5-related N-acetyltransferase [Methylobac...
ref]YP_001893235.1] GCN5-related N-acetyltransferase [Ralstonia ...
ref]YP_001601101.1] putative phosphinothricin N-acetyltransferas...
gb]ADI112131.1] Phosphinothricin acetyltransferase [Streptomyces ...
gb]EGC23067.1] phosphinothricin acetyltransferase [Streptococcus...
ref|ZP_04747260.1] GCN5-related N-acetyltransferase [Mycobacteri...
ref]YP_002275595.1] GCN5-like N-acetyltransferase [Gluconacetoba...
ref|zP_08145758.1] phosphinothricin acetyltransferase [Enterococ...
gb]EGD36393.1] phosphinothricin acetyltransferase [Streptococcus...
gb]EGC26393.1] phosphinothricin acetyltransferase [Streptococcus...
gb|EGC24800.1] phosphinothricin acetyltransferase [Streptococcus...
ref|YP_001450496.1] acyltransferase [Streptococcus gordonii str....
gb|EGD29501.1] phosphinothricin acetyltransferase [Streptococcus...
ref|YP_004016335.1] phosphinothricin acetyltransferase [Frankia ...
ref|zP_08087207.1] phosphinothricin acetyltransferase [Streptoco...
gb|EGD38415.1] phosphinothricin acetyltransferase [Streptococcus...
ref]YP_004140179.1] phosphinothricin acetyltransferase [Mesorhiz...
ref|YP_001035153.1] phosphinothricin acetyltransferase, putative...
ref|zZP_06895655.1] phosphinothricin acetyltransferase [Roseomona...
ref]YP_463756.1] GCN5-related N-acetyltransferase [Anaeromyxobac...
ref]|ZP_08047697.1] phosphinothricin N-acetyltransferase [Strepto...
ref|zZP_05648693.1] phosphinothricin N-acetyltransferase [Enteroc...
ref|zZP_01131943.1] phosphinothricin N-acetyltransferase [Pseudoa...
gb|EGD31687.1] phosphinothricin acetyltransferase [Streptococcus...
ref|YP_155176.1] phosphinothricin N-acetyltransferase, putative ...
ref|ZP_06900531.1] phosphinothricin acetyltransferase [Streptoco...
ref|zZP_05813493.1] GCN5-related N-acetyltransferase [Mesorhizobi. ..
ref]YP_550242_1] GCN5-related N-acetyltransferase [Polaromonas s...
ref]ZP_01898379.1] Phosphinothricin N-acetyltransferase, putativ...
ref]YP_003914549.1] phosphinothricin acetyltransferase [Ferrimon...
ref|ZP_05981641.1] phosphinothricin N-acetyltransferase [Subdoli...
ref]YP_004104996.1] phosphinothricin acetyltransferase [Ruminoco...
emb]|CAM78141.1] phosphinothricin acetyltransferase [Magnetospiri...
ref|ZP_07453833.1] phosphinothricin acetyltransferase [Eubacteri...
ref]YP_002132943.1] GCN5-related N-acetyltransferase [Anaeromyxo. ..
ref|ZP_07296464_1] GNAT family toxin-antitoxin system, toxin com...
ref|YP_269286.1] phosphinothricin N-acetyltransferase [Colwellia...
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ref]YP_003679970.1] phosphinothricin acetyltransferase [Nocardio...
ref]YP_003484882.1] putative acetyltransferase [Streptococcus mu. ..
ref]YP_003749344_1] phosphinothricin n-acetyltransferase (ppt n-...
ref]YP_002551041.1] acetyltransferase [Agrobacterium vitis S4] >.._.
ref]ZP_08044113.1] GCN5-related N-acetyltransferase [Haladaptatu. ..
ref]|ZP_07343113.1] phosphinothricin N-acetyltransferase [Burkhol...
ref|ZP_03755566.1] hypothetical protein ROSEINA2194 04006 [Roseb. ..
ref|ZP_08196974.1] phosphinothricin N-acetyltransferase [Nocardi...
ref]YP_003766886.1] acetyltransferase [Amycolatopsis mediterrane. ..
ref|ZP_03797973.1] hypothetical protein COPCOM_00226 [Coprococcu. ..
ref|ZP_02434166.1] hypothetical protein BACSTE_00385 [Bacteroide...
ref]YP_003392558.1] GCN5-related N-acetyltransferase [Conexibact...
ref]YP_001913381.1] phosphinothricin N-acetyltransferase [Xantho...
ref]YP_003388108.1] GCN5-related N-acetyltransferase [Spirosoma ...
ref|ZP_05034621.1] acetyltransferase, GNAT family [Brevundimonas...
ref]YP_003268792.1] phosphinothricin acetyltransferase [Haliangi...
ref]|ZP_02041092.1] hypothetical protein RUMGNA_01858 [Ruminococc. ..
ref|ZP_08157709.1] putative phosphinothricin N-acetyltransferase. ..
ref]YP_003178172.1] GCN5-related N-acetyltransferase [Halomicrob. ..
ref]|ZP_07669863.1] phosphinothricin N-acetyltransferase [Erysipe...
ref]YP_002490995.1] GCN5-related N-acetyltransferase [Anaeromyxo. ..
ref]YP_001523874.1] GCN5-related N-acetyltransferase [Azorhizobi...
ref]YP_001363663.1] GCN5-related N-acetyltransferase [Kineococcu. ..
ref|ZP_08014935.1] hypothetical protein HMPREF9464 00154 [Sutter...
ref]YP_003383991.1] phosphinothricin acetyltransferase [Kribbell. ..
ref]YP_002720780.1] Sortase related acyltransferase [Brachyspira...
ref]YP_567667.1] GCN5-related N-acetyltransferase [Rhodopseudomo. ..
emb]CBK80336.1] Sortase and related acyltransferases [Coprococcu. ..
ref|NP_347494_.1] phosphinothricin acetyltransferase [Clostridium...
ref|ZP_07458488.1] phosphinothricin acetyltransferase [Streptoco...
ref]|ZP_04115199.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_001033220.1] phosphinothricin N-acetyltransferase [Lactoc...
ref|ZP_04186528.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|YP_779246.1] GCN5-related N-acetyltransferase [Rhodopseudomo. ..
ref]YP_001557413.1] GCN5-related N-acetyltransferase [Clostridiu...
ref|zP_02027156.1] hypothetical protein EUBVEN_02425 [Eubacteriu...
ref|zZP_03110621.1] acetyltransferase, GNAT family [Bacillus cere...
ref|NP_721464_1] putative acetyltransferase [Streptococcus mutan. ..
ref|NP_105235.1] phosphinotricin acetyltransferase [Mesorhizobiu...
ref|YP_002559467.1] acetyltransferase family protein [Macrococcu...
ref|zP_04084797.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]|ZP_04671490.1] phosphinothricin N-acetyltransferase [Clostri...
ref|zP_02188752.1] GCN5-related N-acetyltransferase [alpha prote...
ref|zZP_03234565.1] acetyltransferase, GNAT family [Bacillus cere...
ref|YP_713648_1] putative N-acetyltransferase [Frankia alni ACN1...
ref|YP_003340665.1] phosphinothricin acetyltransferase [Streptos...
refINP_744077.1] phosphinothricin N-acetyltransferase, putative ...
ref|ZP_04174994_1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|YP_003738151.1] phosphinothricin N-acetyltransferase [Halalk...
ref|zZP_05136289.1] phosphinothricin N-acetyltransferase [Stenotr...
ref|zZP_06897931.1] phosphinothricin acetyltransferase [Roseomona. ..
ref]|ZP_04120739.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_811544_1] sortase related acyltransferase [Lactococcus la...
ref]ZP_04169245.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|NP_959023.1] hypothetical protein MAPO089 [Mycobacterium avi...
ref]YP_002367523.1] acetyltransferase, GNAT family [Bacillus cer...
ref|ZP_05130852.1] phosphinothricin acetyltransferase [Clostridi...
ref|ZP_05346405.1] phosphinothricin N-acetyltransferase [Bryante...
ref]YP_004267013.1] Phosphinothricin acetyltransferase [Syntroph...
ref|ZP_04126827.1] Phosphinothricin N-acetyltransferase [Bacillu...
emb|CAM74335.1] GCN5-related N-acetyltransferase [Magnetospirill. ..
ref|NP_832560.1] phosphinothricin N-acetyltransferase [Bacillus ...
emb]CBK99483.1] Sortase and related acyltransferases [Faecalibac...
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ref]YP_003354349.1] GNAT family acetyltransferase [Lactococcus I...
ref]YP_004106813.1] phosphinothricin acetyltransferase [Rhodopse...
ref]|ZP_03232858.1] acetyltransferase, GNAT family [Bacillus cere...
ref]ZP_02075451.1] hypothetical protein CLOL250_ 02227 [Clostridi...
ref]|ZP_04146050.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_002028028.1] GCN5-related N-acetyltransferase [Stenotroph...
ref]ZP_03011953.1] hypothetical protein BACCOP_03879 [Bacteroide...
ref]YP_001971847_1] putative acetyltransferase [Stenotrophomonas...
ref]|ZP_08127907.1] phosphinothricin N-acetyltransferase [Clostri...
gb]EFV98070.1] phosphinothricin acetyltransferase [Streptococcus...
ref]YP_001591522_1] hypothetical protein SPAB_05416 [Salmonella ...
ref|ZP_04102502.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_003399412_.1] GCN5-related N-acetyltransferase [Acidaminoc. ..
ref|ZP_02213075.1] acetyltransferase, GNAT family [Bacillus anth. ..
ref|ZP_04301002.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|ZP_04262522_1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|ZP_04223012.1] Phosphinothricin N-acetyltransferase [Bacillu...
emb]CBL02997.1] Sortase and related acyltransferases [Faecalibac...
ref|ZP_04273770.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|ZP_04323719.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|ZP_04197844_1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_001645441.1] GCN5-related N-acetyltransferase [Bacillus w. ..
ref]YP_003550782.1] GCN5-like N-acetyltransferase [Candidatus Pu...
ref]YP_895314.1] phosphinothricin N-acetyltransferase acetyltran. ..
ref]YP_001202590.1] phosphinothricin acetyltransferase (PPT N-ac...
ref]|YP_421541.1] phosphinothricin N-acetyltransferase [Magnetosp...
ref]YP_818802.1] sortase related acyltransferase [Leuconostoc me...
ref|ZP_04072392_1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|ZP_02948867.1] phosphinothricin N-acetyltransferase [Clostri...
ref]|ZP_01962684.1] hypothetical protein RUMOBE_00397 [Ruminococc. ..
ref]|ZP_00743946.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_001477588.1] GCN5-related N-acetyltransferase [Serratia p..-.
ref|NP_267934.1] acyltransferase [Lactococcus lactis subsp. lact...
ref]YP_003211166.1] phosphinothricin N-acetyltransferase [Cronob...
ref|ZP_03913843.1] possible Phosphinothricin acetyltransferase [..-.
ref|NP_945552.1] GCN5-related N-acetyltransferase [Rhodopseudomo. ..
ref|ZP_07674254.1] toxin-antitoxin system, toxin component, GNAT...
ref|YP_002235706.1] putative phosphinothricin N-acetyltransferas...
ref]YP_003602596.1] putative phosphinothricin N-acetyltransferas...
ref|ZP_04454120.1] hypothetical protein GCWU0O00342_00100 [Shuttl. ..
ref]|ZP_05851266.1] phosphinothricin N-acetyltransferase [Granuli...
ref|zZP_04079000.1] Phosphinothricin N-acetyltransferase [Bacillu. ..
ref|NP_521958_.1] phosphinothricin acetyltransferase protein [Ral. ..
ref|YP_003792542_1] putative phosphinothricin N-acetyltransferas. ..
ref|ZP_02234915.1] hypothetical protein DORFOR_01789 [Dorea form. ..
ref|YP_760389.1] acetyltransferase [Hyphomonas neptunium ATCC 15...
ref]YP_003101109.1] GCN5-related N-acetyltransferase [Actinosynn. ..
ref|YP_001633138.1] acetyltransferase [Bordetella petrii DSM 128. ..
ref|zZP_04579325.1] conserved hypothetical protein [Oxalobacter f...
ref|zP_01168931.1] probable phosphinothricin acetyltransferase (...
ref|NP_688817.1] phosphinothricin N-acetyltransferase [Streptoco...
ref|YP_003163209.1] GCN5-related N-acetyltransferase [Leptotrich...
ref]ZP_08010212.1] phosphinothricin N-acetyltransferase [Coproba...
ref]YP_004259793.1] Phosphinothricin acetyltransferase [Bacteroi...
ref]ZP_03210120.1] hypothetical protein BACPLE_03811 [Bacteroide. ..
ref]ZP_02868381.1] hypothetical protein CLOSPI_02223 [Clostridiu...
ref]|ZP_04947527.1] hypothetical protein BDAG_03502 [Burkholderia...
ref|zZP_03297278.1] hypothetical protein COLSTE_01172 [Collinsell. ..
ref]YP_483910.1] GCN5-related N-acetyltransferase [Rhodopseudomo. ..
ref|ZP_04289658.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|ZP_04192159.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|YP_775946.1] GCN5-related N-acetyltransferase [Burkholderia ...
ref|ZP_04228286.1] Phosphinothricin N-acetyltransferase [Bacillu...
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ref]|ZP_03682824.1] hypothetical protein CATMIT_01460 [Catenibact...
ref]|ZP_04889981.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref]ZP_04317895.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_003634998.1] GCN5-related N-acetyltransferase [Brachyspir...

ref|NP_979141.1] acetyltransferase [Bacillus cereus ATCC 10987]

ref|YP_330444.1] phosphinothricin N-acetyltransferase, putative ...
ref|ZP_03777241.1] hypothetical protein CLOHYLEM 04290 [Clostrid...
ref|ZP_03715013.1] hypothetical protein EUBHAL_00046 [Eubacteriu. ..
ref|ZP_01438277.1] putative phosphinothricin N-acetyltransferase. ..
ref]YP_001583998.1] GCN5-related N-acetyltransferase [Burkholder. ..
ref|ZP_02084880.1] hypothetical protein CLOBOL_02410 [Clostridiu...
ref|ZP_04295105.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|YP_001772764.1] GCN5-related N-acetyltransferase [Methylobac...
ref]YP_535527.1] phosphinothricin N-acetyltransferase [Lactobaci...
ref]YP_036893.1] phosphinothricin N-acetyltransferase [Bacillus ...
emb]CBL41830.1] Sortase and related acyltransferases [butyrate-p...
ref]YP_001703771.1] phosphinothricin N-acetyltransferase [Mycoba...
ref]|ZP_00785183.1] phosphinothricin N-acetyltransferase [Strepto...
ref|ZP_04234094.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref]YP_001412546.1] GCN5-like N-acetyltransferase [Parvibaculum ...
gb]ADI12551.1] GCN5-related N-acetyltransferase [Streptomyces bi...
ref|ZP_06645478_1] phosphinothricin N-acetyltransferase [Erysipe...
ref]YP_001437209.1] hypothetical protein ESA_01105 [Cronobacter ...
ref]|ZP_01992495_1] phosphinothricin N-acetyltransferase [Vibrio ...
ref|ZP_02886944_.1] GCN5-related N-acetyltransferase [Burkholderi...
gb]ADJ78841.1] Phosphinothricin N-acetyltransferase [Lactobacill...

gb]EFV81785.1] acetyltransferase [Achromobacter xylosoxidans C54]

ref]YP_004148646.1] Phosphinothricin N-acetyltransferase [Staphy...
ref]YP_002360568.1] GCN5-related N-acetyltransferase [Methylocel. ..
ref|ZP_02406525.1] phosphinothricin N-acetyltransferase [Burkhol...
ref]ZP_00054060.1] COG1247: Sortase and related acyltransferases...
ref]YP_084124.1] phosphinothricin N-acetyltransferase [Bacillus ...
ref]YP_004232049.1] phosphinothricin acetyltransferase [Burkhold...
ref]YP_001878529.1] GCN5-related N-acetyltransferase [Akkermansi...
ref|ZP_04446277.1] hypothetical protein COLINT_03009 [Collinsell...
ref]ZP_04096923.1] Phosphinothricin N-acetyltransferase [Bacillu...
ref|zP_02384866.1] phosphinothricin N-acetyltransferase [Burkhol...
ref|YP_371912_1] GCN5-related N-acetyltransferase [Burkholderia ...
ref]|ZP_06074266.1] conserved hypothetical protein [Bacteroides s...
ref]|ZP_03569168.1] phosphinothricin N-acetyltransferase (PPT N-a...
ref]|ZP_02370975.1] phosphinothricin N-acetyltransferase [Burkhol...
ref|YP_003781205.1] putative acetyltransferase [Clostridium ljun. ..
ref|zZP_07634831.1] Sortase related acyltransferase [Ruminococcac. ..
ref|YP_548523_.1] GCN5-related N-acetyltransferase [Polaromonas s...
ref|zZP_02415035.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref]|ZP_07966268.1] acetyltransferase [Segniliparus rugosus ATCC ...
ref|YP_002131561.1] phosphinothricin N-acetyltransferase [Phenyl. ..
gb]ACO070893.1] putative acetyltransferase [uncultured Verrucomic. ..
ref]YP_001301874.1] phosphinothricin N-acetyltransferase [Paraba. ..
ref|zZP_05287381.1] phosphinothricin N-acetyltransferase, putativ...
ref]YP_003308709.1] phosphinothricin acetyltransferase [Sebaldel. ..
ref]YP_001308116.1] GCN5-related N-acetyltransferase [Clostridiu...
ref]|ZP_04521588.1] phosphinothricin N-acetyltransferase (PPT N-a...
ref]YP_001062349.1] phosphinothricin N-acetyltransferase [Burkho...
ref|ZP_02501639.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref|ZP_02493429._1] phosphinothricin N-acetyltransferase [Burkhol...
ref|ZP_02451118.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref|ZP_04967733.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref]YP_337680.1] phosphinothricin N-acetyltransferase [Burkholde. ..
ref|zZP_07894787.1] phosphinothricin acetyltransferase [Enterococ...
ref]|ZP_01765750.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref]YP_439663.1] phosphinothricin N-acetyltransferase [Burkholde. ..
ref]YP_001180792.1] GCN5-related N-acetyltransferase [Caldicellu...
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ref]|ZP_02737400.1] putative acetyltransferase [Gemmata obscurigl. ..
ref]YP_003981951.1] GNAT family acetyltransferase 28 [Achromobac. ..
ref]|ZP_06987509.1] phosphinothricin N-acetyltransferase [Bactero...
ref]YP_001236578.1] phosphinothricin acetyltransferase (PPT N-ac...
ref]|ZP_02426951.1] hypothetical protein CLORAM_00328 [Clostridiu...
ref]YP_001414928.1] GCN5-related N-acetyltransferase [Xanthobact...
ref|ZP_06189127_1] putative N-acetyltransferase [Serratia odorif. ..
ref|ZP_02459278.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref|ZP_02211453.1] hypothetical protein CLOBAR_01066 [Clostridiu...
ref|NP_767103.1] acetyltransferase [Bradyrhizobium japonicum USD. ..
ref|ZP_03450133.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref]YP_001908169.1] Putative N-acetyltransferase [Erwinia tasman...
ref]|ZP_02907912_1] GCN5-related N-acetyltransferase [Burkholderi...
ref]YP_001811189.1] GCN5-related N-acetyltransferase [Burkholder. ..
ref]YP_110939.1] phosphinothricin N-acetyltransferase [Burkholde...
ref]YP_989894.1] phosphinothricin N-acetyltransferase [Burkholde. ..
ref]YP_003285848.1] toxin resistance protein [Vibrio sp. Ex25] >...
ref|ZP_03758704.1] hypothetical protein CLOSTASPAR_02725 [Clostr...
ref]|ZP_07357026.1] phosphinothricin N-acetyltransferase [Desulfo...
ref|ZP_04565925.1] phosphinothricin N-acetyltransferase [Mollicu...
ref]|ZP_03643045.1] hypothetical protein BACCOPRO_01407 [Bacteroi...
ref]|ZP_03475670.1] hypothetical protein PRABACTJOHN_01332 [Parab...
ref]ZP_08063150.1] phosphinothricin acetyltransferase [Streptoco. ..
ref]YP_003452959.1] acetyltransferase [Azospirillum sp. B510] >g..-.
ref|ZP_07312487.1] phosphinothricin N-acetyltransferase [Strepto...
ref]YP_003151289.1] sortase-like acyltransferase [Cryptobacteriu...
ref]|ZP_03793115.1] phosphinothricin N-acetyltransferase [Burkhol...
ref]|ZP_07954371.1] acetyltransferase [Gemella moribillum M424] >...
ref]|ZP_02164455_1] putative phosphinothricin N-acetyltransferase...
ref]YP_003332566.1] phosphinothricin acetyltransferase [Dickeya ...
ref]YP_575598.1] GCN5-related N-acetyltransferase [Nitrobacter h...
ref|zP_07945011.1] acetyltransferase [Bilophila wadsworthia 3_1_...
ref]|ZP_06053422_.1] GCN5-related N-acetyltransferase [Grimontia h...
ref]YP_879394.1] phosphinothricin N-acetyltransferase [Mycobacte. ..
ref]YP_003784563.1] UDP-3-0-[3-hydroxymyristoyl] glucosamine N-a...
ref]YP_105922.1] phosphinothricin N-acetyltransferase [Burkholde. ..
ref]YP_001195120.1] GCN5-related N-acetyltransferase [Flavobacte. ..
ref|YP_003607239.1] Phosphinothricin acetyltransferase [Burkhold. ..
ref|zP_02466216.1] phosphinothricin N-acetyltransferase [Burkhol...
ref|zZP_02926674.1] putative acetyltransferase [Verrucomicrobium ...
ref|zZP_06641431.1] phosphinothricin acetyltransferase [Serratia ...
ref|NP_387329.1] putative acetyltransferase (antibiotic resistan. ..
ref|zP_07376830.1] Phosphinothricin acetyltransferase [Pantoea s...
ref]|ZP_07028623.1] Phosphinothricin acetyltransferase [Afipia sp...
ref|YP_001078206.1] phosphinothricin N-acetyltransferase [Burkho...
ref|zP_02358538.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref|zZP_02365602.1] phosphinothricin N-acetyltransferase [Burkhol. ..
ref|zZP_02080264.1] hypothetical protein CLOLEP_01716 [Clostridiu...
ref|YP_981695.1] GCN5-related N-acetyltransferase [Polaromonas n. ..
ref|ZP_05546015.1] conserved hypothetical protein [Parabacteroid...
ref|YP_001338532.1] putative acetyltransferase [Klebsiella pneum. ..
ref]|ZP_07304405.1] phosphinothricin N-acetyltransferase [Strepto...
ref]ZP_03679607.1] hypothetical protein BACCELL_03968 [Bacteroid. ..
ref]|ZP_02032877.1] hypothetical protein PARMER_02897 [Parabacter...
ref]YP_004153830.1] phosphinothricin acetyltransferase [Variovor. ..
ref]ZP_08076595.1] putative phosphinothricin N-acetyltransferase. ..
ref|ZP_05093745.1] acetyltransferase, GNAT family [marine gamma ...
ref]YP_001117611.1] GCN5-related N-acetyltransferase [Burkholder. ..
ref|ZP_06944043.1] toxin resistance protein [Vibrio cholerae RC3. ..
ref|zZP_02891871.1] GCN5-related N-acetyltransferase [Burkholderi...
emb|CBL25177.1] Sortase and related acyltransferases [Ruminococc. ..
ref]YP_003881883.1] Phosphinothricin N-acetyltransferase [Dickey...
ref]YP_003450289.1| acetyltransferase [Azospirillum sp. B510] >g.--
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ref]YP_004223325.1] sortase [Microbacterium testaceum StLB037] >... 100 1le-19
ref]YP_001215771.1] toxin resistance protein [Vibrio cholerae 03... 100 1le-19
ref]|ZP_07475281.1] phosphinothricin N-acetyltransferase [Brucell. .. 100 1le-19
ref]ZP_03313133.1] hypothetical protein DESPIG_03073 [Desulfovib. .. 100 1le-19
ref]|ZP_07478906.1] phosphinothricin N-acetyltransferase [Brucell. .. 100 1le-19
ref]YP_003620615.1] hypothetical protein LKI_00515 [Leuconostoc ... 100 1le-19
ref|NP_353896.2] acetyltransferase [Agrobacterium tumefaciens st... 100 1le-19
ref|YP_002988528.1] Phosphinothricin acetyltransferase [Dickeya ... 100 1le-19
ref]YP_001258130.1] phosphinothricin N-acetyltransferase [Brucel... 100 1le-19
ref]YP_001888617.1] GCN5-related N-acetyltransferase [Burkholder. .. 100 1le-19
ref]YP_585578.1] GCN5-related N-acetyltransferase [Cupriavidus m... 100 1le-19
ref|NP_540775.1] phosphinothricin N-acetyltransferase [Brucella ... 100 1le-19
ref]YP_003005423.1] Phosphinothricin acetyltransferase [Dickeya ... 100 1le-19
ref]YP_553531.1] putative phosphinothricin N-acetyltransferase [..-. 100 1le-19
ref]YP_935194.1] putative N-acetyltransferase [Azoarcus sp. BH72... 100 1le-19
ref|ZP_04761786.1] GCN5-related N-acetyltransferase [Acidovorax ... 100 1le-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|CBLO6841.1] 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|zZP_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
refINP_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|zZP_02438997.1] hypothetical protein CLOSS21 01461 [Clostridi... 98 5e-19
ref|zZP_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



ref]ZP_01114119.1] putative phosphinothricin N-acetyltransferase. ..
ref]YP_002283223.1] GCN5-related N-acetyltransferase [Rhizobium ...
ref]YP_001328738.1] GCN5-related N-acetyltransferase [Sinorhizob...
emb]CBL33399.1] Sortase and related acyltransferases [Eubacteriu...
ref]YP_001757052.1] GCN5-related N-acetyltransferase [Methylobac. ..
ref]YP_001339364.1] GCN5-like N-acetyltransferase [Marinomonas s...
ref]YP_002961972_1] phophinothricin N-acetyltransferase [Methylo...
ref]YP_002007021.1] phosphinothricin n-acetyltransferase [Cupria...
ref|ZP_04996481.1] conserved hypothetical protein [Streptomyces ...
gb]ADL24342_1] acetyltransferase, GNAT family [Staphylococcus au...
gb]ADY85178.1] Phosphinothricin acetyltransferase [Lactobacillus...
ref|ZP_01259639.1] toxin resistance protein [Vibrio alginolyticu...
ref|ZP_03301026.1] hypothetical protein BACDOR_02398 [Bacteroide. ..
ref]YP_001339360.1] GCN5-like N-acetyltransferase [Marinomonas s...
ref]YP_300460.1] putative acetyltransferase [Staphylococcus sapr...
ref]YP_002731861.1] phosphinothricin N-acetyltransferase [Brucel...
ref|ZP_02243592_1] phosphinothricin N-acetyltransferase [Xanthom...
ref|ZP_04540039.1] conserved hypothetical protein [Bacteroides s...
ref|ZP_06412786.1] Phosphinothricin acetyltransferase [Frankia s...
ref|YP_728012.1] phosphinothricin N-acetyltransferase [Ralstonia...
ref|NP_769816.1] acetyltransferase [Bradyrhizobium japonicum USD. ..
ref|ZP_04941465.1] GCN5-related N-acetyltransferase [Burkholderi...
ref]YP_004088834.1] phosphinothricin acetyltransferase [Asticcac...
ref|ZP_02919852_1] hypothetical protein STRINF_00704 [Streptococ...
ref]YP_002770383.1] phosphinothricin acetyltransferase [Brevibac...
ref]YP_001638468.1] GCN5-related N-acetyltransferase [Methylobac. ..
ref|ZP_07726498.1] acetyltransferase, GNAT family [Streptococcus...
ref]YP_003638725.1] Phosphinothricin acetyltransferase [Cellulom...
ref]YP_200814.1] phosphinothricin N-acetyltransferase [Xanthomon...
ref]YP_003968115.1] Phosphinothricin acetyltransferase [Ilyobact...
ref|ZP_06089820.1] conserved hypothetical protein [Bacteroides s...
ref|NP_232781.1] toxin resistance protein [Vibrio cholerae 01 bi...
gb|EFA85466.1] hypothetical protein PPL_01423 [Polysphondylium p...
ref|YP_619073.1] acyltransferase [Lactobacillus delbrueckii subs. ..
ref]YP_004006032.1] gnat acetyltransferase [Rhodococcus equi 103...
gb]EGD28189.1] phosphinothricin acetyltransferase [Lactobacillus...
ref|zP_05736877.1] phosphinothricin N-acetyltransferase [Granuli...
reft|ZP_04449569.1] hypothetical protein GCWU000282_00798 [Catone...
ref|YP_001903385.1] Putative phosphinothricin N-acetyltransferas. ..
ref]|ZP_06684576.1] phosphinothricin N-acetyltransferase [Achromo...
ref|YP_003144489.1] sortase-like acyltransferase [Slackia heliot. ..
emb | CAQ50959.1] hypothetical acetyltransferase YncA [Staphylococ...
ref]YP_784856.1] acetyltransferase [Bordetella avium 197N] >gi|l...
emb|CBA28717.1] Phosphinothricin N-acetyltransferase [Curvibacte...
ref|YP_003830359.1] GNAT family acetyltransferase [Butyrivibrio ...
emb]|CBK74492_.1] Sortase and related acyltransferases [Butyrivibr...
ref]YP_003101768.1] GCN5-related N-acetyltransferase [Actinosynn...
ref|zZP_01996698.1] hypothetical protein DORLON_02716 [Dorea long...
ref|zZP_02862900.1] hypothetical protein ANASTE_02127 [Anaerofust...
ref|zP_08185887.1] sortase-like acyltransferase [Xanthomonas gar...
ref|YP_003910913.1] phosphinothricin acetyltransferase [Burkhold...
ref|zP_07818891.1] acetyltransferase, GNAT family [Eremococcus c...
ref|YP_002516357.1] phosphinothricin N-acetyltransferase [Caulob...
ref|YP_003613927.1] GCN5-related N-acetyltransferase [Enterobact...
ref]YP_004034059.1] sortase related acyltransferase [Lactobacill. ..
ref]|ZP_04676812.1] phosphinothricin acetyltransferase [Staphyloc...
ref]YP_002943286.1] phosphinothricin acetyltransferase [Variovor. ..
ref]YP_062723.1] phosphinothricin acetyltransferase protein [Lei...
ref]YP_002637715.1] acetyltransferase [Salmonella enterica subsp...
ref]YP_003695517.1] phosphinothricin acetyltransferase [Starkeya...
ref]YP_002943389.1] phosphinothricin acetyltransferase [Variovor...
ref]YP_813066.1] sortase related acyltransferase [Lactobacillus ...
ref]YP_001570427.1] hypothetical protein SARI_01387 [Salmonella ...
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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 le-17
ref]YP_002548913.1] Phosphinothricin acetyltransferase [Agrobact... 94  le-17
gb]EFZ06201.1] putative acyltransferase [Salmonella enterica sub... 94  le-17
ref]|ZP_07603383.1] Phosphinothricin acetyltransferase [Streptomy... 94  le-17
ref]|YP_468767.1] phosphinothricin acetyltransferase (antibiotic ... 94  le-17
ref]|ZP_01772202.1] Hypothetical protein COLAER_01204 [Collinsell... 94  le-17
ref]YP_002827727.1] putative GCN5-related N-acetyltransferase [S... 93 le-17
ref|YP_275243.1] phosphinothricin N-acetyltransferase [Pseudomon... 93 le-17
ref]YP_001020299.1] putative phosphinothricin acetyltransferase ... 93 le-17
gb]ADI99011.1] probable phosphinothricin N-acetyltransferase [St... 93 le-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
refINP_647266.1] hypothetical protein MW2449 [Staphylococcus aur. .. 92 2e-17
ref|YP_001923646.1] GCN5-related N-acetyltransferase [Methylobac... 92 2e-17
ref|zZP_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|zZP_07047827.1] acetyltransferase yncA [Lysinibacillus fusifo... 92 3e-17
ref|zZP_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 b5e-17
ref]YP_770098.1] acetyltransferase [Rhizobium leguminosarum bv. ... 91 b5e-17
ref]YP_004118289.1] phosphinothricin acetyltransferase [Pantoea ... 91 b5e-17
emb]|CBK84854.1] Sortase and related acyltransferases [Enterobact... 91 b5e-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|BA177993.1] 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 le-16
gb]ADY39465.1] GCN5-related N-acetyltransferase [bacterium enric... 91 le-16
ref|YP_471413.1] putative phosphinothricin N-acetyltransferase (..-. 90 1le-16
ref]YP_117898.1] putative acetyltransferase [Nocardia farcinica ... 90 1le-16
ref|NP_765632.1] N-acetyltransferase [Staphylococcus epidermidis... 90 1le-16
ref]|ZP_00943431.1] Phosphinothricin N-acetyltransferase [Ralston... 90 1le-16
ref| XP_003088197.1] hypothetical protein CRE_05355 [Caenorhabdit... 90 1le-16
ref|zP_02421681.1] hypothetical protein EUBSIR_00512 [Eubacteriu... 90 1le-16
ref]YP_003182713.1] GCN5-related N-acetyltransferase [Eggerthell. .. 90 1le-16
ref|YP_001616270.1] putative acetyltransferase [Sorangium cellul... 90 1le-16
ref|XP_002416063.1] phosphinothricin N-acetyltransferase, putati... 90 1le-16
ref]YP_189646.1] phosphinothricin acetyltransferase, putative [S... 90 le-16
ref|zP_07947262.1] acetyltransferase [Eggerthella sp. 1_3_56FAA]. .. 90 1le-16
ref|YP_002573340.1] GCN5-like N-acetyltransferase [Caldicellulos... 90 le-16
ref]YP_001587924.1] hypothetical protein SPAB_01697 [Salmonella ... 90 le-16
ref|YP_002543819.1] phosphinothricin acetyltransferase (antibiot... 90 le-16
ref]YP_001832067.1] GCN5-related N-acetyltransferase [Beijerinck... 90 le-16
ref]YP_002252427.1] antibiotic resistance (acetyltransferase) pr... 90 1le-16
ref|zZP_06355097.1] toxin-antitoxin system, toxin component, GNAT... 90 le-16
ref|zZP_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|zZP_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|zZP_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|zZP_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|zZP_03527994.1] GCN5-related N-acetyltransferase [Rhizobium e... 88 6e-16
dbj |BAGO6876.1] phosphinothricin acetyltransferase [Nocardia sp.... 88 6e-16
ref|zZP_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 T7e-16
ref|zZP_05968426.2] toxin-antitoxin system, toxin component, GNAT... 87 8e-16
ref|zZP_05036885.1] acetyltransferase, GNAT family [Synechococcus... 87 8e-16
ref|zZP_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|zZP_02382636.1] putative antibiotic resistance (acetyltransfe... 87 le-15
ref]YP_987554.1] GCN5-related N-acetyltransferase [Acidovorax sp... 87 le-15
ref|zZP_03699912.1] GCN5-related N-acetyltransferase [Lutiella ni... 87 le-15
ref|zZP_07675196.1] toxin-antitoxin system, toxin component, GNAT... 87 le-15
ref]YP_003470746.1] Phosphinothricin N-acetyltransferase [Staphy... 87 le-15
ref]YP_766974_.1] phosphinothricin N-acetyltransferase [Rhizobium... 87 le-15
ref]YP_001710475.1] putative acetyltransferase [Clavibacter mich. .. 87 le-15
ref|ZP_07912391.1] acetyltransferase [Staphylococcus lugdunensis. .. 87 le-15
ref|ZP_06690604.1] conserved hypothetical protein [Acinetobacter... 87 le-15
ref|ZP_03523576.1] probable phosphinothricin acetyltransferase (... 87 le-15
ref|YP_199234.1] phosphinothricin acetyltransferase [Xanthomonas... 87 le-15
ref|YP_192775.1] putative acetyltransferase (antibiotic resistan... 87 le-15
ref|XP_645686.1] hypothetical protein DDB_G0271268 [Dictyosteliu. .. 86 le-15
ref]YP_003744261.1] antibiotic resistance protein (acetyltransfe... 86 le-15
ref]YP_003109023.1] GCN5-related N-acetyltransferase [Acidimicro... 86 2e-15

dbj|BA177991.1] 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 CFTO073... 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|zZP_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|zZP_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|zZP_01734503.1] hypothetical protein FBBAL38_ 09159 [Flavobact... 85 4e-15
refINP_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 le-14
gb]ADY81488.1] putative antibiotic resistance (acetyltransferase... 84 le-14
ref]YP_001622888.1] hypothetical protein BSUIS_B1127 [Brucella s... 84 le-14
ref]YP_001270028.1] GCN5-related N-acetyltransferase [Pseudomona. .. 84 le-14
emb]CBJ01023.1] putative acetyltransferase [Escherichia coli ETE... 84 le-14
ref]YP_001893348.1] GCN5-related N-acetyltransferase [Ralstonia ... 84 le-14
ref|ZP_03043698.1] acetyltransferase, GNAT family [Escherichia c... 83 le-14
ref|ZP_07466039.1] phosphinothricin N-acetyltransferase [Strepto... 83 le-14
ref|ZP_00049330.1] C0G1247: Sortase and related acyltransferases... 83 le-14
ref]|ZP_03629351.1] GCN5-related N-acetyltransferase [bacterium E. .. 83 le-14
ref|zP_02691607.1] Phosphinothricin N-acetyltransferase [Epulopi... 83 1le-14
ref]YP_001239152.1] putative phosphinothricin N-acetyltransferas... 83 le-14
ref|zZP_05827462.1] sortase [Acinetobacter baumannii ATCC 19606] - .. 83 1le-14
ref|NP_881122.1] hypothetical protein BP2495 [Bordetella pertuss... 83 le-14
ref]|ZP_07507612.1] putative acyl-CoA N-acyltransferase [Escheric... 83 le-14
ref]YP_003635502.1] Phosphinothricin acetyltransferase [Cellulom. .. 83 le-14
refINP_746951.1] GCN5-related N-acetyltransferase [Pseudomonas p... 83 le-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|zZP_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|zZP_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 1le-13
ref|zZP_06808016.1] phosphinothricin acetyltransferase [Aerococcu... 80 le-13
ref]YP_003308692.1] phosphinothricin acetyltransferase [Sebaldel... 80 le-13
ref]YP_046305.1] putative phosphinothricin N-acetyltransferase [... 80 1le-13
ref|ZP_04681054.1] acetyltransferase [Ochrobactrum intermedium L._.. 80 le-13
ref|zZP_06686178.1] acetyltransferase [Achromobacter piechaudii A... 80 le-13
ref|YP_003807359.1] GCN5-related N-acetyltransferase [Desulfarcu... 80 le-13
gb]ADX25103.1] acetyltransferase (GNAT) family protein [Streptoc... 80 le-13
ref|YP_001326928.1] GCN5-related N-acetyltransferase [Sinorhizob... 80 le-13
emb|CBK87879.1] Sortase and related acyltransferases [Eubacteriu... 80 1le-13
gb|ABB77438.1] acetyl-or acyltransferase [Mitsuokella multacida] 80 le-13
ref|zP_01158185.1] phosphinothricin N-acetyltransferase, putativ... 80 le-13
ref]ZP_06113675.1] toxin-antitoxin system, toxin component, GNAT... 80 le-13
ref|zZP_05181470.1] hypothetical protein Bru83_08976 [Brucella sp... 80 le-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 le-12
ref]YP_003938516.1] Phosphinothricin N-acetyltransferase [Bifido... 77 le-12
ref]ZP_03129084.1] GCN5-related N-acetyltransferase [Chthoniobac... 77 le-12
ref|zZP_07272181.1] phosphinothricin N-acetyltransferase [Strepto... 77 le-12
ref|ZP_04744486.1] toxin-antitoxin system, toxin component, GNAT... 77  le-12
pdb]2BL1]JA Chain A, Crystal Structure Of A Putative Phosphinothr. .. 77  le-12
ref]|ZP_07316760.1] toxin-antitoxin system, toxin component, GNAT... 77  le-12
pdb]1YVO]A Chain A, Hypothetical Acetyltransferase From P_Aerugi... 77  le-12
ref]|ZP_07986020.1] phosphinothricin N-acetyltransferase [Strepto... 77  le-12
ref]|ZP_06898706.1] phosphinothricin acetyltransferase [Roseomona... 77  le-12
ref|zP_05087661.1] phosphinothricin N-acetyltransferase, putativ... 77 le-12
ref]YP_003970832.1] phosphinothricin N-acetyltransferase [Bifido... 77  le-12
ref|NP_353926.1] phosphinothricin acetyltransferase [Agrobacteri... 77 le-12
ref|zP_01755850.1] phosphinothricin N-acetyltransferase, putativ... 77  le-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|zZP_05117294_.1] acetyltransferase, GNAT family [Labrenzia ale... 76 2e-12
gb|ADZ72147.1] Phosphinothricin N-acetyltransferase, putative [P... 76 2e-12
pdb]1YROJA Chain A, Crystal Structure OFf 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 4de-12
ref|NP_633926.1] hypothetical protein MM_1902 [Methanosarcina ma. .. 75 4e-12
ref|zZP_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  le-11
ref|ZP_06729221._1] phosphinothricin acetyltransferase [Acinetoba... 74  le-11
ref]YP_003576977.1] GNAT family acetyltransferase [Rhodobacter c... 74  le-11

ref|ZP_03612639.1] acetyltransferase, gnat family [Staphylococcu. .. 74  le-11
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ref]|ZP_03646126.1] GCN5-related N-acetyltransferase [Bifidobacte... 73  le-11
ref]ZP_07802156.1] conserved hypothetical protein [Bifidobacteri... 73 le-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 4de-11
ref]ZP_03396120.1] phosphinothricin N-acetyltransferase [Pseudom... 72 4de-11
ref|ZP_03587049.1] acetyltransferase, gnat family [Burkholderia ... 72 4de-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 T7e-11
ref]YP_001998872.1] GCN5-related N-acetyltransferase [Chlorobacu... 71 T7e-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 1le-10
ref]YP_003559670.1] putative acetyltransferase [Sphingobium japo... 70 1le-10
ref|YP_001422934.1] YwnH [Bacillus amyloliquefaciens FZB42] >gi]--.- 70 1le-10
ref]YP_001762213.1] GCN5-like N-acetyltransferase [Shewanella wo... 70 1le-10
ref|zP_03394589.1] acetyltransferase, gnat family [Corynebacteri... 70 1le-10
ref]YP_001807735.1] GCN5-related N-acetyltransferase [Burkholder... 70 1le-10
ref]ZP_01910089.1] PHOSPHINOTHRICIN N-ACETYLTRANSFERASE [Plesioc... 70 le-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|zZP_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 VCD1l... 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



ref]ZP_01386326.1] GCN5-related N-acetyltransferase [Chlorobium ...
ref]YP_003840370.1] GCN5-related N-acetyltransferase [Caldicellu. ..
ref]YP_003696266.1] GCN5-related N-acetyltransferase [Starkeya n...
ref]|ZP_05843895.1] GCN5-related N-acetyltransferase [Rhodobacter...
ref]ZP_06064160.1] acetyltransferase [Acinetobacter johnsonii SH...
ref]|ZP_04635815.1] hypothetical protein yinte0001_16760 [Yersini...
ref]|ZP_06496516.1] GCN5-related N-acetyltransferase [Pseudomonas. ..
ref]YP_003997004.1] gcn5-related N-acetyltransferase [Leadbetter. ..
ref]YP_502905.1] GCN5-related N-acetyltransferase [Methanospiril. ..
ref|ZP_07048308.1] phosphinothricin N-acetyltransferase [Lysinib...
ref|ZP_08206859.1] sortase [Gordonia neofelifaecis NRRL B-59395]...
ref]YP_785269.1] N-acetyltransferase [Bordetella avium 197N] >gi...
gb]ADZ76815.1] GCN5-related N-acetyltransferase [Sphingobacteriu...
ref]YP_001532082.1] GCN5-like N-acetyltransferase [Dinoroseobact...
ref|ZP_05366549.1] phosphinothricin N-acetyltransferase [Coryneb...
ref]|ZP_07377158.1] GCN5-related N-acetyltransferase [Pantoea sp...-.
ref|ZP_00958271.1] putative acetyltransferase, GNAT family prote...
ref]YP_003962714.1] N-acetyltransferase yncA [Ketogulonicigenium. ..
ref|ZP_07714681.1] phosphinothricin acetyltransferase [Corynebac...
ref]YP_080971.1] putative phosphinothricin acetyltransferase [Ba...
ref|NP_786466.1] phosphinothricin N-acetyltransferase [Lactobaci...
ref|ZP_07265426.1] GCN5-related N-acetyltransferase [Pseudomonas...
gb]EFW79832.1] phosphinothricin N-acetyltransferase [Pseudomonas...
ref|ZP_06884360.1] GCN5-related N-acetyltransferase [Clostridium...
ref]YP_003064133.1] phosphinothricin N-acetyltransferase [Lactob...
ref|XP_756087.1] GNAT family N-acetyltransferase [Aspergillus fu...
gb]EDP55256.1] GNAT family N-acetyltransferase, putative [Asperg...
ref|NP_615734.1] phosphinothricin acetyltransferase [Methanosarc...
ref]YP_003194019.1] phosphinothricin N-acetyltransferase [Robigi...
ref]YP_276592.1] phosphinothricin N-acetyltransferase [Pseudomon...
ref|ZP_07388746.1] Phosphinothricin acetyltransferase [Paenibaci...
ref]YP_003650967.1] GCN5-related N-acetyltransferase [Thermobisp...
ref]YP_002778658.1] acetyltransferase [Rhodococcus opacus B4] >g...
ref]YP_001118910.1] GCN5-related N-acetyltransferase [Burkholder...
ref|ZP_01447778.1] phosphinothricin N-acetyltransferase [alpha p..-.
ref]YP_001196742.1] GCN5-related N-acetyltransferase [Flavobacte...
ref]YP_100962.1] putative acetyltransferase [Bacteroides fragili...
ref|YP_003085267.1] GCN5-related N-acetyltransferase [Dyadobacte...
ref]YP_003191605.1] GCN5-related N-acetyltransferase [Desulfotom...
ref|zZP_01059494_1] phosphinothricin N-acetyltransferase [Leeuwen...
ref]|ZP_05122029.1] phosphinothricin acetyltransferase [Rhodobact...
ref|ZP_04586796.1] GCN5-related N-acetyltransferase [Pseudomonas...
ref]|ZP_03489074.1] hypothetical protein EUBIFOR_01660 [Eubacteri...
ref|YP_213080.1] putative acetyltransferase [Bacteroides fragili...
ref]|ZP_07087704.1] phosphinothricin acetyltransferase [Chryseoba. ..
ref|zP_03934219.1] possible Phosphinothricin acetyltransferase [...
ref]ZP_08002273.1] YwnH protein [Bacillus sp. BT1B_CT2] >gi|3173...
emb|CBW23960.1] putative acetyltransferase [Bacteroides fragilis. ..
ref|ZP_04244771.1] GCN5-related N-acetyltransferase [Bacillus ce. ..
ref]YP_437978.1] sortase and related acyltransferase [Hahella ch. ..
ref]ZP_05283241.1] putative acetyltransferase [Bacteroides fragi...
ref]|ZP_07991612.1] acetyltransferase [Corynebacterium variabile ...
ref]YP_001195416.1] GCN5-related N-acetyltransferase [Flavobacte. ..
ref]ZP_01902912.1] phosphinothricin N-acetyltransferase, putativ...
ref]YP_003059578.1] GCN5-related N-acetyltransferase [Hirschia b. ..
ref]YP_001678727.1] phosphinothricin n-acetyltransferase, putati...
ref|ZP_06898661.1] acetyltransferase [Roseomonas cervicalis ATCC. ..
ref|ZP_07329309.1] GCN5-related N-acetyltransferase [Acetivibrio...
ref|YP_028878.1] hypothetical protein BAS2619 [Bacillus anthraci...
ref|ZP_08109933.1] Phosphinothricin acetyltransferase [Desulfovi...
ref|ZP_03338523.1] putative acetyltransferase [Salmonella enteri...
ref|XP_003034026.1] hypothetical protein SCHCODRAFT_107275 [Schi...
ref|ZP_01852414_1] Putative phosphinothricin N-acetyltransferase. ..
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ref]YP_002794590.1] Phosphinothricin acetyltransferase [Laribact...
ref]YP_001865339.1] GCN5-related N-acetyltransferase [Nostoc pun...
gb]EFU15691.1] acetyltransferase, GNAT family [Enterococcus faec...
ref]YP_686313.1] GNAT family acetyltransferase [uncultured metha...
ref]|ZP_04322990.1] GCN5-related N-acetyltransferase [Bacillus ce...
ref|YP_146446.1] phosphinothricin N-acetyltransferase [Geobacill. ..
ref|ZP_02140906.1] acetyltransferase, putative [Roseobacter lito...
ref|ZP_01446058.1] GCN5-related N-acetyltransferase [Pelagibaca ...
ref|ZP_05475424_1] phosphinothricin N-acetyltransferase [Enteroc...
ref|ZP_00048643.1] C0G1247: Sortase and related acyltransferases...
gb]EGC98046.1] GCN5-related N-acetyltransferase [Burkholderia sp...
ref]|ZP_06971607.1] transcriptional regulator, ArsR family [Ktedo...
ref|ZP_04946138.1] hypothetical protein BDAG_02064 [Burkholderia...
ref]YP_003996590.1] phosphinothricin acetyltransferase [Leadbett...
ref|ZP_05571308.1] hypothetical protein Faci_07786 [Ferroplasma ...
ref|ZP_06968560.1] GCN5-related N-acetyltransferase [Ktedonobact...
ref]YP_004205490.1] putative phosphinothricin acetyltransferase ...
ref|ZP_08000132.1] hypothetical protein HMPREF1012_ 01166 [Bacill. ..
ref]YP_079109.1] GCN5-related N-acetyltransferase [Bacillus lich. ..
ref]YP_001636579.1] GCN5-related N-acetyltransferase [Chloroflex. ..
ref]YP_001126960.1] phosphinothricin N-acetyltransferase [Geobac...
ref]YP_353862.1] GNAT family acetyltransferase [Rhodobacter spha...
ref|ZP_03149547.1] GCN5-related N-acetyltransferase [Geobacillus...
ref|ZP_05076285.1] phosphinothricin N-acetyltransferase [Rhodoba. ..
ref]ZP_03593460.1] hypothetical protein Bsubsl 19761 [Bacillus s...
ref]YP_004091673.1] GCN5-related N-acetyltransferase [Ethanolige...
ref|NP_391537.1] phosphinothricin acetyltransferase [Bacillus su...
ref]ZP_01129948.1] phosphinothricin acetyltransferase protein [m...
ref| XP_003034027.1] hypothetical protein SCHCODRAFT_52412 [Schiz...
ref]YP_003729814.1] acyltransferase [Pantoea vagans C9-1] >gi|]29...
ref|ZP_04292465.1] GCN5-related N-acetyltransferase [Bacillus ce...
ref|YP_333836.1] phosphinothricin acetyltransferase [Burkholderi...
gb]|EFS50244.1] acetyltransferase, GNAT family [Propionibacterium...
ref|zZP_06427550.1] acetyltransferase, GNAT family [Propionibacte. ..
ref]YP_108060.1] putative acetyltransferase [Burkholderia pseudo...
ref|zP_06308276.1] GCN5-related N-acetyltransferase [Cylindrospe...
ref|zP_04386509.1] transcriptional regulator, ArsR family [Rhodo. ..
ref|zZP_01078874.1] Phosphinothricin N-acetyltransferase, putativ...
ref]YP_001059314.1] acetyltransferase [Burkholderia pseudomallei...
ref|zP_03918120.1] Phosphinothricin acetyltransferase [Corynebac...
ref|zZP_06263749.1] acetyltransferase, GNAT family [Propionibacte. ..

gb]AAV70501.1] unknown [Bacillus sp. MB24]

ref]YP_001812670.1] GCN5-related N-acetyltransferase [Exiguobact...
ref|YP_574837.1] GCN5-related N-acetyltransferase [Chromohalobac. ..
ref|YP_002776597.1] putative ArsR family transcriptional regulat...
ref|zZP_07468658.1] phosphinothricin acetyltransferase [Corynebac. ..
ref]YP_002766834.1] ArsR family transcriptional regulator [Rhodo...
ref]YP_001137970.1] hypothetical protein cgR_1092 [Corynebacteri. ..
ref|YP_003086321.1] GCN5-related N-acetyltransferase [Dyadobacte...
ref|zZP_06735037.1] putative phosphinothricin N-acetyltransferase...
ref|YP_002526507.1] GCN5-related N-acetyltransferase [Rhodobacte. ..
ref|YP_001271389.1] GCN5-related N-acetyltransferase [Lactobacil...
dbj|BAI87305.1] hypothetical protein BSNT_05581 [Bacillus subtil...
ref]YP_003832435.1] GNAT family acetyltransferase [Butyrivibrio ...
gb|EFS74684.1] acetyltransferase, GNAT family [Propionibacterium...
ref]YP_001044314.1] GCN5-related N-acetyltransferase [Rhodobacte. ..
ref]YP_001029322_1] phosphinothricin acetyltransferase [Burkhold...
ref]ZP_03931541.1] Phosphinothricin acetyltransferase [Corynebac...
ref]|ZP_04231266.1] GCN5-related N-acetyltransferase [Bacillus ce...
ref]ZP_02186123.1] phosphinothricin N-acetyltransferase [Carnoba...
ref]YP_002897089.1] phosphinothricin acetyltransferase [Burkhold...
ref|YP_002464793.1] GCN5-related N-acetyltransferase [Chloroflex. ..
ref]YP_055338.1] N-acetyltransferase [Propionibacterium acnes KP. ..
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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|zZP_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 1le-06
gb]AAA26766.2] ORF X product (put.); putative [Streptomyces coel... 57 le-06
ref|zP_07992477.1] acetyltransferase [Neisseria mucosa C102] >gi. .. 57 1le-06
ref]|ZP_01750878.1] putative acetyltransferase, GNAT family prote... 57 le-06
ref]YP_825858.1] GCN5-related N-acetyltransferase [Candidatus So... 57 le-06
ref]YP_002777200.1] ArsR family transcriptional regulator [Rhodo... 57 1le-06
ref]YP_003095172.1] phosphinothricin N-acetyltransferase [Flavob... 57 le-06
gbEFS49061.1] acetyltransferase, GNAT family [Propionibacterium... 57 le-06
ref|YP_003841929.1] GCN5-related N-acetyltransferase [Clostridiu... 57 le-06
ref|YP_001467661.1] acetyltransferase [Campylobacter concisus 13... 57 le-06
ref]|ZP_06873759.1] putative phosphinothricin acetyltransferase [... 57 1le-06
ref]YP_001031090.1] polyprenyl synthetase [Methanocorpusculum la... 57 1le-06
ref]YP_001488516.1] acetyltransferase [Bacillus pumilus SAFR-032... 57 1le-06
ref]YP_003682387.1] ArsR family transcriptional regulator [Nocar... 57 le-06
ref]ZP_07088258.1] GNAT family acetyltransferase [Chryseobacteri. .. 57 le-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]ADI118697.1] 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]CA089677.1] 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|zZP_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|zZP_01049506.2] acetyltransferase (GNAT) family protein [Dokd... 54  9e-06
ref]|ZP_03973496.1] acetyltransferase [Lactobacillus reuteri CF48... 54  9e-06
ref|zZP_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 1le-05
ref]|ZP_02962821.1] possible N-acetyl transferase [Bifidobacteriu... 54 1le-05
ref]YP_001353673.1] acetyltransferase [Janthinobacterium sp. Mar. .. 54 1le-05
ref|ZP_05744891.1] phosphinothricin N-acetyltransferase [Lactoba... 54 1le-05
ref]YP_949323.1] putative phosphinothricin N-acetyltransferase [... 54  1le-05
ref]|ZP_05025230.1] acetyltransferase, GNAT family [Microcoleus c... 54  1le-05
ref]YP_003838423.1] GCN5-related N-acetyltransferase [Micromonos... 54 1le-05
ref]YP_003961511.1] GCN5-related N-acetyltransferase [Eubacteriu... 54  1le-05
ref]ZP_06500009.1] GCN5-related N-acetyltransferase [Pseudomonas... 54  1le-05
ref]|ZP_05915841.1] putative phosphinothricin N-acetyltransferase... 54 le-05
ref]YP_002469889.1] N-acetyl transferase [Bifidobacterium animal. .. 54 1le-05
ref]YP_340976.1] acetyltransferase [Pseudoalteromonas haloplankt. .. 54  1le-05
ref|ZP_04758433.1] acetyltransferase [Neisseria flavescens SK114. .. 54 1le-05
ref|ZP_04440177.1] acetyltransferase [Lactobacillus rhamnosus LM. .. 53 1le-05
ref]YP_003123028.1] GCN5-related N-acetyltransferase [Chitinopha... 53 1le-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 1inl1437 [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 1le-04
ref|YP_003172350.1] phosphinothricin N-acetyltransferase [Lactob... 50 le-04
ref|zP_07902166.1] GCN5-related N-acetyltransferase [Paenibacill... 50 1le-04
ref|YP_562118_.1] GCN5-related N-acetyltransferase [Shewanella de... 50 le-04
ref]ZP_00120498.1] C0G1247: Sortase and related acyltransferases... 50 le-04
ref]YP_002350131.1] acetyltransferase, gnat family [Listeria mon... 50 le-04
ref|ZP_04242914_1] Acetyltransferase, GNAT [Bacillus cereus Rock... 50 le-04
refINP_982169.1] acetyltransferase, GNAT family protein [Bacillu... 50 le-04
ref|zZP_06557427.1] acetyltransferase [Listeria monocytogenes FSL... 50 le-04
ref|zZP_06981307.1] phosphinothricin N-acetyltransferase [Neisser... 50 le-04
emb]CBK99284 1] Sortase and related acyltransferases [Faecalibac... 50 1le-04
ref]YP_001099698.1] putative acetyltransferase [Herminiimonas ar... 50 1le-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 PseP1l_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]ADI117869.1] sortase and related acyltransferases [uncultured ... 48 5e-04
ref|NP_464925.1] hypothetical protein Imol1400 [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 T7e-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|zZP_00134886.2] CO0G1247: 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|zZP_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|zZP_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



ref]YP_001272503.1] GCN5-related N-acetyltransferase [Lactobacil...
ref]ZP_05366550.1] acetyltransferase, gnat family [Corynebacteri...
ref]|ZP_07542630.1] Predicted sortase and acyltransferase [Actino...
ref]YP_003321282.1] GCN5-like N-acetyltransferase [Sphaerobacter...
ref]|ZP_07296419.1] GNAT family acetyltransferase [Streptomyces h...
emb]CBL03028.1] Sortase and related acyltransferases [Faecalibac...
ref]ZP_06500010.1] GCN5-related N-acetyltransferase [Pseudomonas...
ref]|ZP_03463681.1] hypothetical protein BACPEC_02780 [Bacteroide...
ref]YP_581302.1] GCN5-related N-acetyltransferase [Psychrobacter...
ref]YP_001125715.1] phosphinothricin N-acetyltransferase [Geobac...
ref]YP_003783135.1] hypothetical protein cpfrc_00734 [Corynebact...
ref|zZP_03973757.1] acetyltransferase [Lactobacillus reuteri CF48. ..

ref|ZP_04609105.1] GCN5 N-acetyltransferase [Micromonospora sp.

ref]YP_518100.1] hypothetical protein DSY1867 [Desulfitobacteriu...
ref]YP_004095829.1] GCN5-related N-acetyltransferase [Bacillus c...
ref|ZP_08042081.1] GNAT family acetyltransferase [Streptococcus ...
gb|EEH23616.1] conserved hypothetical protein [Paracoccidioides ...
ref|ZP_07870722.1] gnat family acetyltransferase [Listeria marth...
ref|ZP_04753113.1] sortase and related acyltransferase [Actinoba...
ref|NP_104417.1] hypothetical protein mlr3271 [Mesorhizobium lot. ..
ref]YP_561875.1] GCN5-related N-acetyltransferase [Shewanella de...
ref]YP_002138059.1] GNAT family acetyltransferase [Geobacter bem...
ref]YP_004044624.1| acetyltransferase [Halogeometricum borinquen. ..
ref|ZP_03931540.1] possible Phosphinothricin acetyltransferase [..-.
ref]YP_089481.1] hypothetical protein MS2289 [Mannheimia succini...
ref]YP_004260817.1] GCN5-like N-acetyltransferase [Cellulophaga ...
ref|ZP_02092539.1] hypothetical protein FAEPRAM212 02833 [Faecal...
ref]YP_233975.1] GCN5-related N-acetyltransferase [Pseudomonas s...
ref]YP_002941961.1] GCN5-related N-acetyltransferase [Variovorax. ..
ref]YP_003936999.1|] GNAT family acetyltransferase [Clostridium s...
ref|NP_939298.1] putative phosphinothricin N-acetyltransferase [...
ref|NP_046564.1] hypothetical protein SPBc2p012 [Bacillus phage ...
dbj|BA185559.1] hypothetical protein BSNT_03093 [Bacillus subtil...
ref|ZP_07990096.1] putative acetyltransferase [Corynebacterium v...
ref|ZP_07468657.1] phosphinothricin acetyltransferase [Corynebac...
ref|zZP_04588131.1] acetyltransferase [Pseudomonas syringae pv. O...
ref]|ZP_01059497.1] N-acetyltransferase [Leeuwenhoekiella blanden. ..
ref|YP_804838.1] sortase related acyltransferase [Pediococcus pe...
ref|NP_828437.1] acetyltransferase [Streptomyces avermitilis MA-_._.
ref]YP_265042.1] phosphinothricin acetyltransferase [Psychrobact...
ref|XP_002538119.1] conserved hypothetical protein [Ricinus comm. ..
ref|YP_703758.1] phosphinothricin N-acetyltransferase [Rhodococc...
ref]|ZP_01727450.1] GCN5-related N-acetyltransferase [Cyanothece ...
gb|EER38620.1] GNAT family N-acetyltransferase [Ajellomyces caps.-.-.
ref|YP_684288.1] acetyltransferase, putative [Roseobacter denitr...
ref|ZP_05635004.1] GCN5-related N-acetyltransferase [Fusobacteri...
ref]|ZP_01862614.1] putative acetyltransferase [Erythrobacter sp....
ref]YP_003973202.1] putative acetyltransferase; phage SPbeta [Ba...
ref]ZP_03931617.1] phosphinothricin N-acetyltransferase [Coryneb. ..
ref|XP_002623155.1] GNAT family N-acetyltransferase [Ajellomyces...
refINP_440374.1] hypothetical protein sl11647 [Synechocystis sp....
ref|zZP_02919047.1] hypothetical protein BIFDEN_02369 [Bifidobact...
ref|YP_001343476.1] GCN5-related N-acetyltransferase [Actinobaci...
ref|YP_003736550.1] GCN5-related N-acetyltransferase [Halalkalic...
ref|YP_001800003.1] putative acetyltransferase [Corynebacterium ...
ref|zP_03393715.1] acetyltransferase, gnat family [Corynebacteri...
ref]|ZP_01667257.1] ribosomal-protein-alanine acetyltransferase [...
ref|YP_002834468.1] putative acetyltransferase [Corynebacterium ...
ref|YP_003264892_.1] GCN5-related N-acetyltransferase [Haliangium...
ref]|ZP_05117902.1] acetyltransferase, gnat family [Vibrio paraha...
ref|zP_07263169.1] GCN5-related N-acetyltransferase [Pseudomonas...
ref]YP_002828185.1] putative acyl-CoA N-acyltransferase, GNAT fa...
ref|zZP_04977988.1] acyltransferase [Mannheimia haemolytica PHL21...
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emb]CBL0O3517.1] Sortase and related acyltransferases [Gordonibac...
gb]ADZ92302.1] GCN5-related N-acetyltransferase [Marinomonas med. ..
ref]YP_003640603.1] GCN5-related N-acetyltransferase [Thermincol. ..
ref]ZP_05989200.1] acyltransferase [Mannheimia haemolytica serot...
ref]YP_003411640.1] GCN5-related N-acetyltransferase [Geodermato...
ref]YP_002507954.1] SSU ribosomal protein S18P alanine acetyltra...
ref]YP_002016217.1] GCN5-related N-acetyltransferase [Prosthecoc...
ref|XP_002540679.1] predicted protein [Uncinocarpus reesii 1704]...
ref]YP_003327372.1] GCN5-related N-acetyltransferase [Xylanimona...
ref]|ZP_07714579.1] probable phosphinothricin N-acetyltransferase. ..
ref]ZP_05362847.1] phosphinothricin N-acetyltransferase [Campylo...
ref]YP_004171066.1] GCN5-like N-acetyltransferase [Deinococcus m. ..
ref|YP_003479445_.1] GCN5-related N-acetyltransferase [Natrialba ...
ref]YP_002550145.1] acetyltransferase protein [Agrobacterium vit. ..
ref]YP_909505.1] N-acetyl transferase [Bifidobacterium adolescen. ..
ref|ZP_04850775.1] conserved hypothetical protein [Paenibacillus. ..
ref]YP_003410975.1] GCN5-related N-acetyltransferase [Geodermato. ..
ref|ZP_07953439.1] ribosomal-protein-alanine acetyltransferase [..-.
ref]YP_003404965.1] GCN5-related N-acetyltransferase [Haloterrig...
dbj|BA177988.1] phosphinothricin N-acetyltransferase [Pseudomona...
ref]YP_003476587.1] GCN5-related N-acetyltransferase [Thermoanae. ..
dbj|BA177987.1] phosphinothricin N-acetyltransferase [Pseudomona...
ref]YP_003194023.1] N-acetyltransferase [Robiginitalea biformata...
ref]YP_863525.1] GNAT family acetyltransferase [Gramella forseti...
ref|ZP_02028574.1] hypothetical protein BIFADO_01007 [Bifidobact...
ref]YP_003859178.1] (SSU ribosomal protein S18P)-alanine acetylt. ..
ref]YP_002544534.1] N-acetyltransferase protein [Agrobacterium r...
ref]YP_004152368.1] gcn5-related N-acetyltransferase [Variovorax. ..
ref]YP_038811.1] acetyltransferase [Bacillus thuringiensis serov...
ref|ZP_06499389.1] GCN5-related N-acetyltransferase [Pseudomonas. ..
ref]|ZP_05365511.1] phosphinothricin N-acetyltransferase [Coryneb...
ref|ZP_00518247.1] GCN5-related N-acetyltransferase [Crocosphaer...
ref]|ZP_01040135.1] YnaD [Erythrobacter sp. NAP1] >gi]85690603]gb. ..
ref|YP_001525754_1] acetyltransferase [Azorhizobium caulinodans ...
ref|ZP_05629105.1] sortase and related acyltransferase [Actinoba...
ref|zZP_05784948.1] putative phosphinothricin N-acetyltransferase. ..
ref|zZP_07326841.1] GCN5-related N-acetyltransferase [Acetivibrio...
ref]YP_786135.1] acetyltransferase [Bordetella avium 197N] >gi|1l...
ref|zZP_04148126.1] hypothetical protein bthur0001_46870 [Bacillu...
ref]ZP_05075392_1] acetyltransferase, gnat family [Rhodobacteral. ..
emb | CBG92007.1] phosphinothricin acetyltransferase [Streptomyces...
ref|ZP_01154999.1] acetyltransferase, GNAT family protein [Ocean...
gb]ADZ81183.1] GCN5-related N-acetyltransferase [Sphingobacteriu. ..
ref|YP_003388727.1] GCN5-related N-acetyltransferase [Spirosoma ...
gb|EFW82027.1] acetyltransferase [Pseudomonas syringae pv. glyci...
ref|ZP_04776977.1] ribosomal-protein-alanine acetyltransferase [...
ref|YP_076248_.1] putative acetyltransferase [Symbiobacterium the...
ref|zP_03754730.1] hypothetical protein ROSEINA2194 03159 [Roseb...
ref|YP_002905889.1] putative acetyltransferase [Corynebacterium ...
ref|ZP_04783922_1] phosphinothricin N-acetyltransferase [Weissel...
ref|ZP_04241767.1] hypothetical protein bcere0018 44690 [Bacillu...
ref|zZP_02613950.1] acetyltransferase [Clostridium botulinum NCTC...
ref]YP_001895573.1] GCN5-related N-acetyltransferase [Burkholder. ..
ref]ZP_08132925.1] phosphinothricin N-acetyltransferase [Kingell...

emb]CBG92010.1] pat [Streptomyces viridochromogenes]

ref]ZP_06604042.1] ribosomal-protein-alanine acetyltransferase [...
ref|ZP_04448201.1] hypothetical protein BIFANG_03206 [Bifidobact...
ref]|ZP_04281143.1] hypothetical protein bcere0011_44930 [Bacillu...
ref]ZP_06860143.1] acetyltransferase, gnat family protein [Citro...
ref]ZP_01622046.1] hypothetical protein L8106_22596 [Lyngbya sp....

ref|NP_834464.1] acetyltransferase [Bacillus cereus ATCC 14579]

ref|zZP_04194030.1] hypothetical protein bcere0027_44300 [Bacillu...
ref|YP_001815262.1] ribosomal-protein-alanine acetyltransferase ...
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ref]YP_002967100.1] putative acetyltransferase [Methylobacterium. ..
ref]YP_079508.1] putative N-acetyltransferase [Bacillus lichenif._.
ref]YP_001445734_.1] hypothetical protein VIBHAR_ 02546 [Vibrio ha...
ref]|ZP_04122658.1] hypothetical protein bthur0005 44820 [Bacillu...
ref]|ZP_04308421.1] hypothetical protein bcere0005 44320 [Bacillu...
ref]ZP_04320007.1] hypothetical protein bcere0002_47020 [Bacillu...
ref]ZP_03230810.1] acetyltransferase, gnat family [Bacillus cere...
gb]ABA47270.1] phosphinothricin N-acetyltransferase [Pseudomonas...
ref]YP_645273.1] CoA-binding protein [Rubrobacter xylanophilus D...
ref]|ZP_04205474.1] hypothetical protein bcere0025 44320 [Bacillu...
ref]ZP_04117060.1] hypothetical protein bthur0006_44090 [Bacillu...
ref]|ZP_05492640.1] GCN5-related N-acetyltransferase [Thermoanaer...
ref|XP_001246318.1] hypothetical protein CIMG_00089 [Coccidioide...
ref]YP_003901482.1] ribosomal-protein-alanine acetyltransferase ...
ref]|ZP_04214509.1] hypothetical protein bcere0023 46470 [Bacillu...
gb]EGC44325.1] conserved hypothetical protein [Ajellomyces capsu...
ref]YP_002940564.1] GCN5-related N-acetyltransferase [Kosmotoga ...
ref]YP_928642.1] GCN5-related N-acetyltransferase [Shewanella am. ..
ref|ZP_08168265.1] acetyltransferase, GNAT family [Turicibacter ...
gb]EEH09853.1] conserved hypothetical protein [Ajellomyces capsu...
ref|ZP_07665673.1] ribosomal-protein-alanine acetyltransferase [..-.
ref]YP_002940792.1] GCN5-related N-acetyltransferase [Kosmotoga ...
ref]YP_003676537.1] GCN5-related N-acetyltransferase [Thermoanae. ..
ref|ZP_06622285.1] acetyltransferase, GNAT family [Turicibacter ...
ref|ZP_03702661.1] GCN5-related N-acetyltransferase [Flavobacter...
ref]YP_003405120.1] ribosomal-protein-alanine acetyltransferase ...
dbj |BAG24087.1] phosphinothricin N-acetyltransferase [Pseudomona...
ref|ZP_07290419.1] phosphinothricin N-acetyltransferase [Strepto...

ref|NP_981206.1] acetyltransferase [Bacillus cereus ATCC 10987]

ref|XP_002844551.1] conserved hypothetical protein [Arthroderma ...
ref]YP_317104.1] GCN5-related N-acetyltransferase [Nitrobacter w...
ref]YP_251248.1] putative acetyltransferase [Corynebacterium jei...
ref|NP_354328.2] acetyltransferase [Agrobacterium tumefaciens st...
ref|zZP_06964844.1] GCN5-related N-acetyltransferase [Ktedonobact. ..
ref|ZP_03942033.1] acetyltransferase [Lactobacillus buchneri ATC...
ref]YP_001972175.1] hypothetical protein Smlt2386 [Stenotrophomo. ..
ref|zZP_03939126.1] acetyltransferase [Lactobacillus brevis subsp. ..
ref|YP_283420.1] GCN5-related N-acetyltransferase [Dechloromonas...
ref|zZP_03955019.1] acetyltransferase [Lactobacillus hilgardii AT...
ref|zZP_08098391.1] putative acetyltransferase [Vibrio brasiliens...
ref|zZP_06177647.1] conserved hypothetical protein [Vibrio harvey. ..
ref|YP_003958986.1] ribosomal-protein-alanine acetyltransferase ...
ref|YP_002805376.1] acetyltransferase [Clostridium botulinum A2 __.
ref]YP_004114156.1] GCN5-like N-acetyltransferase [Pantoea sp. A...
ref|YP_001267788.1] GCN5-related N-acetyltransferase [Pseudomona...
ref|ZP_06190054.1] GCN5-related N-acetyltransferase [Serratia od...
ref|zZP_04599568.1] hypothetical protein VEIDISOL_01005 [Veillone...
dbj|BA177986.1] phosphinothricin N-acetyltransferase [Pseudomona. ..
ref|ZP_05296504.1] hypothetical protein LmonocyFSL_15566 [Lister...
ref|YP_001547447.1] GCN5-related N-acetyltransferase [Herpetosip...
ref|YP_003647086.1] glycoside hydrolase family 38 [Tsukamurella ...
ref|YP_002479907.1] GCN5-related N-acetyltransferase [Desulfovib...
ref|NP_745432.1] acetyltransferase [Pseudomonas putida KT2440] >...
ref|YP_001833465.1] GCN5-related N-acetyltransferase [Beijerinck...
ref|YP_003750846.1] hypothethical protein, acyl-CoA N-acyltransf.._.
ref|zP_08212291.1] GCN5-related N-acetyltransferase [Thermoanaer...
ref|zZP_01740397.1] GCN5-related N-acetyltransferase [Rhodobacter...
ref|YP_273193.1] acetyltransferase [Pseudomonas syringae pv. pha...
ref]|YP_001030055.1] hypothetical protein Mlab_0614 [Methanocorpu...
gb]AAU82639.1] probable acetyltransferase [uncultured archaeon G. ..
ref|zZP_05845618.1] acetyltransferase [Corynebacterium jeikeium A__._
ref|zZP_06976320.1] acetyltransferase [Gardnerella vaginalis 5-1]...
ref|zZP_01616171.1] hypothetical protein GP2143 04500 [marine gam...
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Page 40
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-111 [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]|zZP_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|zZP_03743073.1] hypothetical protein BIFPSEUDO_03658 [Bifidob.. 38 0.59
ref|zZP_05913840.1] N-acetyltransferase [Brevibacterium linens BL2] 38 0.60
ref|zZP_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|zZP_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 Pf101_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



Dow AgroSciences LLC
Study ID: 110331

Page 41
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_O01]

gb]AAS78956.1] PAT [Binary Vector pORE_03]

gb]AAS78962.1| PAT [Binary Vector pORE_O5]

gb]AAS78982.1] PAT [Binary Vector pORE_R5]

gb]AAUO0088.1] 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%), Positi

ves = 183/183 (100%)

Query: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
Sbjct: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK
Sbjct: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180
SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV
Sbjct: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180

Query: 181 TQI 183

TQl
Sbjct: 181 TQI 183

>gb| AAF15587 .1 |AF187951_1 promotes resistance to glutamine synthetase inhibitors
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[Activation-tagging vector pSKI1015]
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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
MSPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL
Sbjct: 1 MSPERRPAD IRRATEADMPAVCT IVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK
Sbjct: 61 VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
SWAVIGLPNDPSVR+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
hRlIuc-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
pPFYTAG]
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]AB130074.1] BAR [Binary vector pMOA36]
gb]AB164009.1] 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]AC048268.1] basta resistance protein [Cloning vector pNIGELO7]
gb]AC048277.1] basta resistance protein [Cloning vector pNIGEL09]
gb]AC048279.1| basta resistance protein [Cloning vector pNIGEL11]
gb]AC048281.1] basta resistance protein [Cloning vector pNIGEL13]
gb]AC048284.1| basta resistance protein [Cloning vector pNIGEL15]
gb]AC048287.1] basta resistance protein [Cloning vector pNIGEL16]
gb]AC056767.1] phosphinothricin acetyltransferase [Vector miniTn7-bar]
gb]ACX31714.1] bialiphos resistance protein [Vector pwFRT-PCS12-bar]
dbj |BA167366.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB601]
dbj |BAI67369.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB602]
dbj |BA167372.1] phosphinothricin acetyltransferase [Gateway binary vector
pGWB6020mega]
dbj |BAI67376.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB604]
dbj |BA167380.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB605]
dbj |BAI67383.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB606]
dbj |BA167386.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB607]
dbj |BAI67389.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB608]
dbj |BA167392_1] phosphinothricin acetyltransferase [Gateway binary vector pGWB609]
dbj |BA167395.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB610]
dbj |BA167398.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB611]
dbj |BA167401.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB612]
dbj |BA167404.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB613]
dbj |BA167407.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB614]
dbj |BA167410.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB615]
dbj |BA167413.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB616]
dbj |BA167416.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB617]
dbj |BA167419._1] phosphinothricin acetyltransferase [Gateway binary vector pGWB618]
dbj |BA167422_.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB619]
dbj |BA167425_1] phosphinothricin acetyltransferase [Gateway binary vector pGWB620]
dbj |BA167428_1] phosphinothricin acetyltransferase [Gateway binary vector pGWB621]
dbj |BA167431.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB622]
dbj |BA167434.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB623]
dbj |BA167437.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB624]
dbj |BA167440.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB625]
dbj |BA167443.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB626]
dbj |BA167446.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB627]
dbj |BA167449_1] phosphinothricin acetyltransferase [Gateway binary vector pGWB628]
dbj |BA167452_1] phosphinothricin acetyltransferase [Gateway binary vector pGWB629]
dbj |BA167456.1] phosphinothricin acetyltransferase [Gateway binary vector pGWB633]



dbj | BAI67460.
dbj | BAI67463.
dbj | BAI67466.
dbj | BAI67469.
dbj | BAI67472.
dbj | BAI67475.
dbj | BAI67478.
dbj | BAI67482.
dbj | BAI67486.
dbj | BAI67489.
dbj | BAI67493.
dbj | BAI67497.
dbj | BAI67500.
dbj | BAI67504.
dbj | BAI67508.
dbj | BAI67511.
dbj | BAI67514.

phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin
phosphinothricin

R4pGWB601]

dbj |BA167518.1] phosphinothricin
R4pGWB604]

dbj |BA167521.1] phosphinothricin
R4pGWB607]

dbj |BA167524_1] phosphinothricin
R4pGWB610]

dbj |BA167527.1] phosphinothricin
R4pGWB613]

dbj |BA167530.1] phosphinothricin
R4pGWB616]

dbj |BA167533.1] phosphinothricin
R4pGWB619]

dbj |BA167536.1] phosphinothricin
R4pGWB622]

dbj |BA167539.1] phosphinothricin
R4pGWB625]

dbj |BA167542_1] phosphinothricin
R4pGWB628]

dbj |BA167546.1] phosphinothricin
R4pGWB633]

dbj |BA167550.1] phosphinothricin
R4pGWB635]

dbj |BA167553.1] phosphinothricin
R4pGWB640]

dbj |BA167556.1] phosphinothricin
R4pGWB643]

dbj |BA167560.1] phosphinothricin
R4pGWB650]

dbj |BA167564.1] phosphinothricin
R4pGWB653]

dbj |BA167568.1] phosphinothricin
R4pGWB659]

gb]ADM88584 1] phosphinothricin N-acetyltransferase [Plant binary vector
pXNSlpat-Strep]

gb]ADM88586.1] phosphinothricin N-acetyltransferase [Plant binary vector
pXNS2pat-Strep]

gb]ADM88588.1] phosphinothricin N-acetyltransferase [Plant binary vector
pXSlpat-Strep]

gb]ADM88590.1] phosphinothricin N-acetyltransferase [Plant binary vector
pXS2pat-Strep]

gb]ADRO0304.1] glufosinate tolerance (bar) protein [Cloning vector pSIM1]

gb]ADRO0309.1] 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

acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase
acetyltransferase

acetyltransferase
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[Gateway
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binary
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pGWB635]
pGWB640]
pGWB641]
pGWB642]
pGWB643]
pGWB644]
pGWB645]
pGWB650]
pGWB651]
pGWB652]
pGWB653]
pGWB654]
pGWB655]
pGWB659]
pGWB660]
pGWB661]
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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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
MSPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL
Shjct: 1 MSPERRPAD IRRATEADMPAVCT IVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK
Sbjct: 61 VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
SWAVIGLPNDPSVR+HEALGY RG LRAAG+KHG WHDVGFWQ DF
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168

>gb]ABU39932.1] bialaphos/phosphinothricin resistance protein [Cloning vector
pGreenll 0229]
gb]ABU39934_1] bialaphos/phosphinothricin resistance protein [Cloning vector
pGreenll 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
pG0o04]
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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
MSPERRP +IR AT ADM AVC IVNHYI+TSTVNFRTEPQ PQEW DDL RL++RYPWL
Sbjct: 1 MSPERRPAD IRRATEADMPAVCT IVNHY 1QTSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK
Sbjct: 61 VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
SVWAVIGLPNDPSVR+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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
M+PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL
Sbjct: 1 MNPERRPAD IRRATEADMPAVCT IVNHY 1ETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK
Sbjct: 61 VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
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SVAVIGLPNDPSVR+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 = l1le-79, Method: Compositional matrix adjust.
Identities = 143/167 (85%), Positives = 150/167 (89%)

Query: 2 SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY 61
SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV
Sbjct: 6 SPERRPADIRRATEADMPAVCT IVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWLY 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 = l1le-79, Method: Compositional matrix adjust.
Identities = 143/167 (85%), Positives = 150/167 (89%)

Query: 2  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY 61
SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV
Sbjct: 16 SPERRPADIRRATEADMPAVCTIVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWLYV 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 = l1le-79, Method: Compositional matrix adjust.
Identities = 143/167 (85%), Positives = 150/167 (89%)

Query: 2  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61
SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV
Sbjct: 7 SPERRPAD IRRATEADMPAVCT IVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWLYV 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 = l1le-79, Method: Compositional matrix adjust.
Identities = 143/168 (85%), Positives = 150/168 (89%)

Query: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
M PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL
Sbjct: 1 MDPERRPAD IRRATEADMPAVCT IVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK
Sbjct: 61 VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
SWAVIGLPNDPSVR+HEALGY RG LRAAG+KHG WHDVGFWQ DF
Sbjct: 121 SVVAVIGLPNDPSVRMHEALGYAPRGMLRAAGFKHGNWHDVGFWQLDF 168

>gb]AA085360.1] phosphinothricin acetyl transferase [Binary vector pLH7000]
gb]AA085365.1] phosphinothricin acetyl transferase [Binary vector pLH7500]
Length = 183

Score = 298 bits (764), Expect

= 2e-79, Method: Compositional matrix adjust.
Identities = 143/168 (85%), Positiv

es = 150/168 (89%)

Query: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
M PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWL
Sbjct: 1 MGPERRPAD IRRATEADMPAVCT IVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWL 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK
Sbjct: 61 VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
SWAVIGLPNDPSVR+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  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 61
SPERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLV
Sbjct: 3  SPERRPADIRRATEADMPAVCTIVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWLY 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



Dow AgroSciences LLC
Study ID: 110331
Page 48
Score = 296 bits (758), Expect = 7e-79, Method: Compositional matrix adjust.
Identities = 142/166 (85%), Positives = 149/166 (89%)

Query: 3 PERRPVE IRPATAADMAAVCD IVNHY IETSTVYNFRTEPQTPQEWIDDLERLQDRYPWLVA 62
PERRP +IR AT ADM AVC IVNHYIETSTVNFRTEPQ PQEW DDL RL++RYPWLVA
Sbjct: 1 PERRPAD IRRATEADMPAVCT IVNHY IETSTVNFRTEPQEPQEWTDDLVRLRERYPWLVA 60

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
EV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFKSV
Sbjct: 61 EVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFKSY 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 pFE128600E]
gb|ABK41844_.1] BastaR [Overexpression vector pLE128600E]
gb|ABK41846.1] BastaR [Overexpression vector pFC128500E]
gb|ABK41848.1] BastaR [Overexpression vector pFC128600E]
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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
MSPERRP +IR AT ADM AVC IVNHYIETSTVNFRT + QEW DDL RL++RYPWL
Sbjct: 1 MSPERRPAD IRRATEADMPAVCT IVNHY IETSTVNFRTS-RRKQEWTDDLVRLRERYPWL 59

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VAEV+G VAGIAYAGPWKARNAYDWT ESTVYVS RHQR GLGSTLYTHLLKS+EAQGFK
Sbjct: 60 VAEVDGEVAGIAYAGPWKARNAYDWTAESTVYVSPRHQRTGLGSTLYTHLLKSLEAQGFK 119

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
SWAVIGLPNDPSVR+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 = 1097109 (100%), Positi

ves = 109/109 (100%)

Query: 75 GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 134
GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV IGLPNDPSV
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

= Q9e-47, Method: Compositional matrix adjust.
Identities = 95/178 (53%), Positives =

117/178 (65%), Gaps = 1/178 (O%)
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Query: 7 PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEG 66
PV +R ATAAD AV DIVNHYI T+T+N TE +T Q+W D R ++RYPWLVA +
Sbjct: 4 PVTVREATAADWPAVTD IVNHY IATTTLNLHTEARTLQDWTADWTRYRERYPWLVATDDD 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 GLPNDPSAGFHESFGFRHVGTLAGVGFKNGTWLDVGFWQRSAGDTSQAPDPLLPCADY 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
+R A+ D AA+ 1 +E + ++F EP T +E +E +YP+LVAE EG V
Sbjct: 7  VRSASPTDAAAIQGIYAPMVERTAI SFELEPPTVEEMAHR IESTLSKYPYLVAEREGQVV 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]CA149626.1] probable N-acetyltransferase [Natronomonas pharaonis DSM 2160]
Length = 206

Score = 143 bits (360), Expect = 1le-32, Method: Compositional matrix adjust.
Identities = 76/173 (43%), Positives = 99/173 (57%), Gaps = 3/173 (1%)
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Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
V +R AT D AA+ DI YIE++ FR EP P + D+++ + YPW VAE +G
Sbjct: 18 VSLRVATTRDAAAIADIYRPYIESTAATFREEPLEPSDVADE ID--EPTYPWFVAERDGR 75

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G A+tAG + 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+ +TVF E T E+ + R DRY WLVAE++G +A
Sbjct: 2 IRPAT IGDAAGCRDVYAPYVRETTVTFEDEVPTVDEFAAR ISRALDRYDWLVAELDGRIA 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYAGP K R AY W+ E +VYV + GLG Y L +E GF+ ++A+1 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 NEPSVGMHRALGFREAGRLER IGFKHGRWLDVTWMQADLGPDPASPPTARP 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
IRA D Av DI ++ SVF +P + E + +RYPWLV \
Sbjct: 19 [IRLADGTDAQAVLDIYTPFVSGSPVTFEVQPPSAAEMQRRIGST IERYPWLVCASANRVL 78

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA  +AR AY W+V+ +VY+ H R G+ LYTL + QGF +V A I LP
Sbjct: 79 GYAYASEHRARAAYGWSVDCSVY IDPHHSRRGMARGLYTSLFALLRLQGFFNVFAGITLP 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 = 1le-30, Method: Compositional matrix adjust.
ldentities = 74/174 (42%), Positives = 101/174 (58%), Gaps = 4/174 (2%)
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Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE--GV 67
+R AT AD A+ 1 Y+E++ + F TE T +E D +E+ + +PW+V E E GV
Sbjct: 5 LRIATPADGPAIRSIYAPYVESTAITFETEVPTTEEMTDQIEQTHEAFPWIVCETENEGY 64

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
VGAA +++ 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 EPAPP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64
+EIR D+A + +1 N+Y+E+++++F EP  + Q+ I+++ L  PWLVAEV
Sbjct: 1 MEIREVKDTDLAQIVEIYNYYVESTSISFEEEP ISVEVMQQRIEEV--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

V1 LPN+ S+RLHE LG+ G G KG VGHWQ + +
Sbjct: 119 VITLPNESSIRLHERLGFKKVGEFPNIGLKFGEKKSVGYWQLELNY 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 = l1le-29, Method: Compositional matrix adjust.
Identities = 74/176 (42%), Positives = 99/176 (56%), Gaps = 5/176 (2%)

Query: 9 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV-AEVEGV 67
EIR AT AD A+ 1 +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 Al
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]EFLO5370.1] 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 1 Y+ +T++F TEP TP E + + Y WLV E++G V
Sbjct: 9 I1RAAEERDAEACAAIYAPYVRDTTISFETEPPTPTEMAARIAKATKSYAWLVLEMDGSVV 68

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AY P+K R AY W+ E +VY++ +R GG 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 NEPSVGLHKAMGFEL IGTWRR IGWKHGAWRDVTWMQRELVPASDDTPEEPR 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEG 66
++IR D A+ I N+Y+ + +F T + ++ ++QD YPWLV E +G
Sbjct: 1 MDIRTVNKDDAGAIAKIYNYYVNET I I TFEETELTEDQMRER ISKIQDTSYPWLVLEKDG 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 DIIGFAYASPWHTKSAYRYTAESTIYISNQNIGGGYGRALYQALLTQLKAIGIKNVMALL 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
+ IRA AD+ + | 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 RVLGYAYAGPFRPRRAYRFMVEDSI1YIAPDAQGRGMGRLLLTSL IEECRRLGFRQIVAVI 121

Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
GP SV+LHEALG+ G L A+GYKHG WD 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



Dow AgroSciences LLC
Study ID: 110331
Page 53
p] | + +SVF PT 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 FERFADFPRVGYTQGEWHDVRWWRRE IADKPENPEP ITPFSTV 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+IRA D A+ 1 Y+E + + F + + +E+ D +E+ +RYP+LVAE +G
Shjct: 1 MNIRLANKNDATALVAIYAPYVEKTAITFEYDIPSVEEFSDRIEKTLERYPYLVAEEDGA 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + R AY+W VE +VYV+ ++ G+G LY L + +E QGF +A 1
Sbjct: 61 ILGYAYASTYYGREAYNWAVELSVYVADENRGRG IGKQLYDKLEEILEQQGFVHFLACIA 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|EAQO0898.1] 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
DA I HY+E ST F + +E + Q+R+ W+VAE G + G AY GP
Sbjct: 5 DAAGCAAIYGHYVEQSTATFEEAAPSAEEMAARTASAQERHAWIVAERGGTIVGYAYGGP 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|ADEO4346.1] 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
V 4R AT +D+ A+ +1  ++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 VAGYAYAGAIRERIAYRWAVETSI1YVRPEFQRRGVARGLYTALLDLLERQGYVSAVAVIT 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66
++IR ATAD A 1 Y+ + V+F +EP P E + Q+RY WLVA + G
Sbjct: 1 MQIRDATAEDADACAVIYAPYVRDTAVSFESEPPGPVEMAGR IAAAQERYVWLVAVTDDG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V G AY P+K R AY WT E +VY+ + GG LY LL +AG 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+ 1 NHYI ST F PT + ++ + D PWLV E +G V
Sbjct: 2 IRNVQETDSIATARIYNHY IAHSTCTFEEHPVTDADMAER IRVVVDSALPWLVYEHQGQV 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IRA DA+ I Y+E+ + FTE 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 1
Sbjct: 62 VVGYAYASTYYARAAYDWTVELSVY IKQEARGKGIGTLLYNALEKDLTARGFKNFLACIA 121

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168

LPN S+ LHE GY + GYK  WHD+ + Q+
Sbjct: 122 LPNAASIALHEKRGYEQVAHFKKVGYKFDTWHD IVWLQKSL 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  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY 61
SE+ + IRPA+ +D A+ | Y+E + F E + QE+ + + ++YP+LV
Sbjct: 3  SKEKMMLTIRPASLSDAQAIQAIYTPYVEKTAFTFEYEVPSVQEFEKRICKTLEKYPYLV 62

Query: 62 AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121
AE GV G AYA + AR AYDWT E ++YV+ + G+GS LYT L + ++A+G+
Sbjct: 63 AEENGQVLGYAYASTYYARTAYDWTTELSIYVAKEARGQGIGSALYTALEEELQARGYLR 122

Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171
+A 1 +PN+ S+ +HE GY GYK  WHD+ + Q+ + P
Sbjct: 123 FLACIAVPNEASISMHEKRGYVQVAHFPK IGYKFNKWHDIVWMQKT IDGP 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  PVEIRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
P+ IRA AD A+ | +Y+ T +F +P+ E  + + +P+LVAE++G
Sbjct: 4  PLRIRAARPADAEAIAAIYAYYVLTGP I TFEVDPPSAAEMARRMTD ILPHHPYLVAELDG 63

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+AG AYA R AY W VE+TVYV+ R G+G+ LY L+ S+ QGF++V+ 1
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRPA AD A+ 1 Y+E + + F E + QE+ + +RYP+LVAE +G
Sbjct: 2 ITIRPANLADAQAIQATYAPYVEKTAITFEYEVPSVQEFEKRISNT IERYPYLVAEEDGQ 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA P+ AR AYDWT E ++Y++ + GLGS LY L + +E +GF +A 1
Sbjct: 62 VLGYAYASPYYARTAYDWTTELSIYLNEDARGRGLGSQLYGALEEELEKRGFLRFLACIA 121

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
+PN+ S+ +HE GY GYK WHD+ + Q+ + P R +R
Sbjct: 122 VPNEASIAMHEKRGY IQVAHFPKVGYKFEQWHD IVWMQKT ID--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 SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY 61
S E+ + IRPA AD A+ 1 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 1 +PN+ S+ +HE GY GYK W+D+ + Q+ + P R +R
Sbjct: 139 FLACIAVPNEASIAMHEKRGY IQVAHFPKVGYKFEQWYDIVWMQKT ID--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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRA +D A+ | HY+E S + F + + +E+ + ++Q VYP+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+ EPP
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 PT E + + + YPWLV E++G VA
Sbjct: 7 IRVATPDDAAAVRDI YAPFCESTAVTFEETPPTEAEVANRIASTLETYPWLVCEIDGAVA 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 AP P+ P+
Sbjct: 127 NPETERFHERLGFERCVDFPAIGHSEGEWRDVAWWRRS IGEKTADPEPITPL 178

>gb]|ADQ63288.1] Sortase acyltransferase-like protein [Streptococcus thermophilus
NDO3]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRPA AD A+ 1 Y+E + + F E + QE+ + +RYP+LVAE +G
Sbjct: 2 ITIRPANLADAQAIQATIYAPYVEKTAITFEYEVPSVQEFEKRISNTIERYPYLVAEEDGQ 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWWAVIG 127
V G AYA + AR AYDWT E ++Y++ + GLGS LY L + +E +GF +A 1
Sbjct: 62 VLGYAYASTYYARTAYDWTTELSIYLNEDARGRGLGSQLYGALEEELEKRGFLRFLACIA 121

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
+PN+ S+ +HE GY GYK WHD+ + Q+ + P R +R
Sbjct: 122 VPNEASIAMHEKRGY IQVAHFPKVGYKFEQWHD IVWMQKT -~ 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.
ldentities = 64/167 (38%), Positives = 91/167 (54%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IRP T D + 1 Y+E + + F + T +E+ +E++ R+P+LVAE +G
Sbjct: 2 LKIRPVTLKDAPELVRIYAPYVEKTAITFEYQIPTIEEFEGRIEKILQRFPYLVAEEDGQ 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
vV AY + R+AYDW VE +VYV  H+ GLGS LY L  +EA+G+ +A 1
Sbjct: 62 VLAYAYGSTYYDRSAYDWAVEVSVYVDQDHRGQGLGSRLYEALEMELEARGYLRFLACIA 121

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN S+ LHE GY GYK WHD+ + Q+ EP P
Sbjct: 122 LPNPASIALHEKRGYVKVAHFPKIGYKFDQWHD IVWMQKTIEGPVKP 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRPA+ +D A+ 1 Y+E + F E + QE+ + + ++YP+LVAE G V
Sbjct: 4 IRPASLSDAQAIQAIYTPYVEKTAFTFEYEVPSVQEFEKR ICKTLEKYPYLVAEENGQVL 63

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + AR AYDWT E ++YV+ + G+GS LYT L + ++A+G+ +A 1 +P
Sbjct: 64 GYAYASTYYARTAYDWTTELSIYVAKEARGQGIGSALYTALEEELQARGYLRFLACIAVP 123

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171
N+ S+ +HE GY GYK  WHD+ + Q+ + P
Sbjct: 124 NEASISMHEKRGYVQVAHFPKIGYKFNKWHD IVWMQKTIDGP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ R 4D A+ DI N ++ STVF + T ++  +E++ D +PW+V E +G
Sbjct: 1 MNFRTVNLSDSQAIADIYNPFVTDSTVTFEEKAVTAEQISQRIEKVLDSGFPWIVLEQDG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+ G AYAGPW R+AY +T EST+Y+S GG LY LL ++ QG K+V+ V+
Sbjct: 61 EILGYAYAGPWHTRSAYRFTAESTIYLSPDAGGKGYGHKLYRELLARLKEQGIKNVMGVV 120

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
LPN PSV+LH++LG+T G + G K vV +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 1 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 1 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
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>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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGW 68
IRAT DA+ I NHYl +++ F EP + + ++ ++++Q + PWLVAEV+G +
Sbjct: 2 IRNATPQDAAKIAAIYNHY IVKTSITFEEEPVS 1D IVERVQKVQGKDLPWLVAEVDGEI 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 SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLYV 61
S E+ + IRPA AD A+ 1 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 FLACIAVPNEASIAMHEKRGY IQVAHFPKVGYKFEQWHD I VWMQKT ID--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 = le-26, Method: Compositional matrix adjust.
Identities = 66/167 (39%), Positives = 92/167 (55%)
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Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IR A AD A+ 1 + + ++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++ A1
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 = le-26, Method: Compositional matrix adjust.
Identities = 66/175 (37%), Positives = 98/175 (56%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+EIR AT +D AA+ | Y+E + + F E T +++ + + + ++YP+LVAE +GV
Sbjct: 12 MEIRLATPSDAAALLAIYAPYVENTAITFEYEVPT IEDFTNRIAKTLEKYPYLVAEEDGV 71

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA + AR AYDW VE +VYVS + G+GS LY L ++ G+ +A 1
Sbjct: 72 VLGYAYASTYYARAAYDWAVELSVYVSLDSRGQGVGSKLYDALEYLLDQMGYVHFLACIS 131

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 182
LPN+ S+ LH GY GYK WHD+ + Q+ + AP + V +
Sbjct: 132 LPNEASLALHRKRGYQQVAYFPKIGYKFERWHD IVWLQKSLDKEAGP IKLLKVKE 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 = le-26, Method: Compositional matrix adjust.
Identities = 63/166 (37%), Positives = 95/166 (57%), Gaps = 3/166 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+EIR D+ + +1 N YIE +T+ F +P + + + + +++  PWLV EG
Sbjct: 1 MEIRDIQDVDIVTITEIYNRY IEQTTITFEEDP I SVSDMGERVNK I RAAGLPWLVVAHEG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V G AYAG W R+AY +TVE ++Y+S + + G G +Y LL ++ G ++V+ VI
Sbjct: 61 TVVGYAYAGQWNTRSAYRFTVEPSIYLSPQAKGQGWGRATYQMLLSKLKDLGIRNVLGVI 120

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172
LPN S+ LHE+LG+ G GYK W VG+WQ E+PA
Sbjct: 121 ALPNGASIGLHESLGFRKVGEFSQVGYKFERWLSVGYWQ--LEIPA 164

>ref|zZP_07837484_.1] Phosphinothricin acetyltransferase [Eubacterium cellulosolvens 6]
gb]|EFR66575.1] Phosphinothricin acetyltransferase [Eubacterium cellulosolvens 6]
Length = 183

Score = 123 bits (308), Expect = le-26, Method: Compositional matrix adjust.
Identities = 58/159 (36%), Positives = 91/159 (57%), Gaps = 7/159 (4%)
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Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR A+ AD  + +1 ++Y+ + + F E + +E+ +E++ RYP+LVAE +G +
Sbjct: 4  IRDASVADAKRLLEIYDYYVRKTAITFEYETPSIEEFTARMEK IMKRYPYLVAERDGQIV 63

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G +YAG +K R AYDW+ E+T+Y+ H ++ GLG LY L + ++A G ++ A IG P
Sbjct: 64 GYSYAGVFKDRAAYDWSCETTIY IDHNERKSGLGRLLYEALEEKLKAIGIMNLYACIGYP 123

Query: 130 ---——-- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
S H LGYT G GYK+G W+D+
Sbjct: 124 1EEDEYLTKNSAEFHAHLGYTKVGEFHKCGYKYGRWYDM 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP  +D AA+ | Y+ + + F + TQE+ + + ++P+LVAEV4G V
Sbjct: 3  IRPVQLSDAAAIRAIYQPYVTETAITFEVDVPTVQEFESRIAKTLTQFPYLVAEVDGKW 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + AR AYDWT E ++YV+ + G+G LYT L + ++A+G+ +A 1 +P
Sbjct: 63 GYAYASTYYARAAYDWTTELSIYVAKEARGQGIGLALYTALEEELQARGYLRFLACIAVP 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171
N+ S+ +HE GY GYK WHD+ + Q+ E P
Sbjct: 123 NEASISMHEKRGYVQVAHFPKIGYKFNKWHD IVWMQKTIEGP 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
+ IR AD A+ +1 N+YI + ++F P+ + + + ++ YPWLVAE G
Sbjct: 36 SIMIRACRPADAGAIAEIYNYYINETVISFEQTPLSEAQMAERIAKISANYPWLVAEENG 95

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+ GAY W+ RAY ++ +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+ DEP
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.
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Identities = 60/161 (37%), Positives = 93/161 (57%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IRA DA+ | Y+E+ + FTE 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 1
Sbjct: 62 VVGYAYASTYYARAAYDWTVELSVY IKQEARGKGIGSLLYDAIEEDLKARGFKNFLACIA 121

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
LPN S+ LH+ GY + GYK  WHD+ + Q+
Sbjct: 122 LPNPASLSLHKKRGYEQVAHFKNVGYKFDTWHD IVWLQKSL 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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT D AA+C I NHY+ + ++F E + E +E ++PWLV E +G +
Sbjct: 5 IRLATVNDAAAICHIYNHYVLNTVISFEMEAVSADEMALR IEETLQQFPWLVYEADGRIL 64

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA WK R AY +VE +VY+ GLG+ LY L+ + Q +V+ 1 LP
Sbjct: 65 GYAYASKWKVRKAYQHSVEGSVYLGQDSGGKGLGTLLYKALIAELAKQSVHAVLGGIVLP 124

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N SV LHE LG+ L G K W DVGHWQ
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 + + FTE + QE+ + + + RYP+LVAE G +
Sbjct: 3 IRSATIADAQALTAIYAYYVENTPITFETEVPSVQEFAERIAKTLKRYPYLVAEEAGEIV 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA +K R AYDWTVE TVY++ + GLG+ LY L + ++AQ ++ A1
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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT AD A+ 1 +Y+E + + F TE + QE+ + + + RYP+LVAE G +
Sbjct: 3 IRSATIADAQALTAIYAYYVENTPITFETEVPSVQEFAER IAKTLKRYPYLVAEEAGEIV 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA +K R AYDWTVE TVY++ + GLG+ LY L + ++AQ ++ Al
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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR A D +AV DI NHYIE++ + F P E ++ +Q PWLVA +
Sbjct: 2 IRHAALHDASAVADIYNHY IESTAITFEETPLQAAE 1AAR IQHVQAAGLPWLVALEGNAL 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA WK R+AY +TVE+TVYV+ G+G+ LY L++ ++ Sv+ 1 L
Sbjct: 62 TGYAYATKWKERSAYRFTVETTVYVAPNGHGKGVGTALYQAL IERLKILKVNSVIGGITL 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169
PN S+ LHE +G + GYK G W DVGHWQ + +
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+ 1 + 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 TL+ + E +++VA+1
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 (65%), Gaps = 3/170 (1%)

Query: 2  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWL 60
+P  + +++RPAT AD+ A+ | 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 VAEADGTLLGYAYAGPHRARPAYRNTVEDSIYLDTAAQGRGVGTLLLQAL IRDCEARGFK 132

Query: 121 SVVAVI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+VAV+ G N SRLH G+ GL GYK WD QR
Sbjct: 133 QMVAVVGGGHQNPGSARLHARCGFREVGVLEHVGYKFDRWLDCLLMQRSL 182

>ref]YP_001601101.1] putative phosphinothricin N-acetyltransferase [Gluconacetobacter
diazotrophicus PAIl 5]

emb|CAP54763.1] putative phosphinothricin N-acetyltransferase [Gluconacetobacter
diazotrophicus PAIl 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66
VIRAAD+ + | H++ T+F TEP + ++  + L+ +P+LVAE G
Shjct: 48 VTIRSARAEDVPGIAAIYAHHVLHGTASFETEPPSAEDMARRMAALRAGDFPYLVAEEGG 107

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V G AYAG + R AY TVE++VY++H G+GS L LL + A+GF+ ++A++
Sbjct: 108 AVIGYAYAGLYHLRAAYRDTVENSVYLAHDAAGRGVGSMLLDALLAACVARGFRQMIALY 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 SPERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-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+tKHG 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 = le-25, Method: Compositional matrix adjust.
Identities = 62/167 (37%), Positives = 93/167 (55%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRAT+D + | Y+E + + F E T +++ +E+ +RYP+LVAE +G+
Sbjct: 31 MNIRFATPSDATTLLAIYAPYVENTAITFEYEVPT IEDFATRIEKTLERYPYLVAEEDGL 90

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + AR AYDW VE +VYVS + G+GS LY L ++ G+ +A 1
Sbjct: 91 ILGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 150

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN+ S+ LH+ GY GYK WHD+ + Q+ + AP
Sbjct: 151 LPNEASLALHQKRGYQQVAHFPKIGYKFERWHD IVWLQKSLDKQAGP 197

>ref|ZP_04747260.1] GCN5-related N-acetyltransferase [Mycobacterium kansasii ATCC
12478]
Length = 178

Score = 120 bits (300), Expect = le-25, Method: Compositional matrix adjust.
Identities = 73/177 (41%), Positives = 96/177 (54%), Gaps = 4/177 (2%)

Query: 7 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEG 66
P +R AAAD A A + Y+ ++ FTE T +E + + + WLV EV G
Sbjct: 2 PEHVRSATAADAAACLAVYRPYVLDTVITFETEVPTVEEMAARIVAARVMHEWLVLEVAG 61

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG AYA + R AY WHVE++VY++ RGG LY LL + A+GF+ A1
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

PAIL
51

gb]ACI150980.1] GCN5-related N-acetyltransferase [Gluconacetobacter diazotrophicus
PAl 5]
Length = 184

Score = 120 bits (300), Expect = le-25, Method: Compositional matrix adjust.
Identities = 67/163 (41%), Positives = 97/163 (59%), Gaps = 2/163 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66
VIRAAD+ + | 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 AVIGYAYAGLYHLRAAYRDTVENSVYLAHDAAGRGVGSMLLDALLAACVARGFRQMIALY 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 = le-25, Method: Compositional matrix adjust.
Identities = 63/160 (39%), Positives = 90/160 (56%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT AD A+ 1 +Y+E + + F TE + QE+ + + + RYP+LVAE G +
Sbjct: 3 IRSATIADAQALTAIYAYYVENTPITFETEVPSVQEFAER IAKTLKRYPYLVAEEAGEIV 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA +K R AYDWTVE TVY++ + GLG+ LY L + ++A+ ++ Al
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

= le-25, Method: Compositional matrix adjust.
Identities = 62/167 (37%), Positives =

93/167 (55%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+IRA +D A+ 1 Y+E + + F E T +++  +E+ +RYP+LVAE +G+
Sbjct: 9 MNIRLARPSDAATLLAIYAPYVENTAITFEYEVPT IEDFATRIEKTLERYPYLVAEEDGL 68

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + AR AYDW VE +VYVS + G+GS LY L ++ G+ +A 1
Sbjct: 69 ILGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 128

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN+ S+ LH+ GY GYK WHD+ + Q+ + AP
Sbjct: 129 LPNEASLALHQKRGYQQVAHFPKIGYKFERWHD IVWLQKSLDKQAGP 175

>gb|EGC26393.1] phosphinothricin acetyltransferase [Streptococcus sanguinis SK678]
Length = 215

Score = 119 bits (299), Expect = le-25, Method: Compositional matrix adjust.
Identities = 61/167 (36%), Positives = 937167 (55%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRAT+D A+ | 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 1
Sbjct: 99 [ILGYAYASTYYARASYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 158

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN S+ LH GY GYK WHD+ + Q+ + AP
Sbjct: 159 LPNKASLALHRKRGYQQVAHFPKIGYKFECWHD IVWLQKSLDKQAGP 205

>gb| EGC24800.1] phosphinothricin acetyltransferase [Streptococcus sanguinis SK405]
Length = 215

Score = 119 bits (299), Expect

= le-25, Method: Compositional matrix adjust.
Identities = 63/167 (37%), Positives =

92/167 (55%)
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Query: 8 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IR AT +D A + 1 Y+E + + F E T +++ + + + +YP+LVAE +GV
Sbjct: 39 MNIRFATPSDAATLLAIYAPYVENTAITFEYEVPTIEDFTNRIAKTLGKYPYLVAEEDGY 98

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA + AR AYDW VE +VYVS + G+GS LY L ++ G+ +A 1
Sbjct: 99 VVGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDKLEDLLDQMGYMHFLACIS 158

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN+ S+ LH GY GYK WHD+ + Q+ + AP
Sbjct: 159 LPNEASLALHRKRGYQQVAHFPKMGYKFERWHD IVWLQKSLDKQAGP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+EIR A +D ++ DI Y+E + + F E T +++ + +E+ ++YP+LVAE +GV
Sbjct: 1 MEIRLAKPSDARSLLDIYAPYVEKTAITFEYEVPTVEDFANRVEKTLEKYPYLVAEEDGY 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA + AR AYDW VE ++ VS + G+G+ LY L ++ G+ +A 1
Sbjct: 61 VVGYAYASTYYARAAYDWAVELSICVSLDSRGQGVGTKLYDALEYLLDQMGY IHFLACIS 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180
LPN+ S+ LH GY GYK  WHD+ + Q+ E + VRP+
Sbjct: 121 LPNEASLALHRKRGYQQVAHFPKIGYKFNRWHD IVWLQKSLE----- KEVRP1 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
+IRA +D A+ 1 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 1
Sbjct: 91 [I1LGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDKLEDLLEQMGYMHFLACIS 150

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN+ S+ LH GY GYK WHD+ + Q+ + AP
Sbjct: 151 LPNEASLALHRKRGYQQVAHFPKIGYKFEHWHD IVWLQKSLDKQAGP 197

>ref|YP_004016335.1] phosphinothricin acetyltransferase [Frankia sp. Eullc]
gb]ADP80465.1] Phosphinothricin acetyltransferase [Frankia sp. Eullc]
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 PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
P +IRPATAAD A 1 Y+ + + FTE + +E ++R  +R+ WLV EV+G
Sbjct: 5 PWQ IRPATAADAPACAATYADYVTDTAITFETEVPSIEEMAGRIQRSNERHAWLVLEVDG 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 1
Sbjct: 65 TVVGYAYGREYHARAAYGWSCEASVYLRMGRRRTGAGRALYQALLPRLAERGYRRVIAGI 124

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF---ELPA-PPRPV 177
PND S LHAG+T G + G+KHG WHDV + Q D EP PP PV
Sbjct: 125 TQPNDASNGLHYAFGFTDVGVMYKIGWKHGVWHDVAWLQLDLTPDEDPVKPPDPY 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+IRA +DA+ 1 Y+E+ + F E T +++ +E+ ++YP+LVAE +G+
Sbjct: 31 MNIRFARPSDAATLLAIYAPYVENTAITFEYEVPT IEDFATRIEKTLEKYPYLVAEEDGL 90

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + AR AYDW VE +VYVS + G+GS LY L +E G+ +A 1
Sbjct: 91 ILGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDKLEDLLEQMGYMHFLACIA 150

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN+ S+ LH GY GYK WHD+ + Q+ + AP
Sbjct: 151 LPNEASMALHRKRGYQQVAHFPKIGYKFECWHD IVWLQKSLDKQAGP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
+ IR A +D A++ 1 Y+E + + F E T +++ + +E+ ++YP+LVAE +G+
Sbjct: 9 MNIRLANPSDAASLLAIYAPYVENTAITFEYEVPT IEDFGNRIEKTLEKYPYLVAEEDGL 68

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA + AR AYDW VE +VYVS + G+GS LY L ++ G+ +A 1
Sbjct: 69 VLGYAYASTYYARAAYDWAVELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 128

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN S+ LH GY GYK WHD+ + Q+ + AP
Sbjct: 129 LPNKASLALHRKRGYQQVAHFPKIGYKFECWHD IVWLQKSLDKQAGP 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 = 697176 (39%), Positives = 98/176 (55%), Gaps = 97176 (5%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW--- IDDLERLQDRYPWLVAEV 64
+ IRPATAAD+ ++ I+ T ++ EP + E DL + +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 DGAVLGYAYAGAFRPRPAYRFIVEDSVYVAPEAKGQGVGLKLMQSLIEAVTTAGFRQIITA 121

Query: 125 VI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA--PPRP 176
VI G P+ SVRLHE LG+ G L +GYKHG WD FQ 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRAT+D A+ | Y+E + + F E T +++ + + + ++YP+LVAE +GV
Sbjct: 39 MNIRFATPSDAATLLAIYAPYVENTAITFEYEVPT IEDFTNRIAKTLEKYPYLVAEEDGY 98

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA + AR AYDW E +VYVS + G+GS LY L ++ G+ +A 1
Sbjct: 99 VVGYAYASTYYARAAYDWAAELSVYVSQDARGKGVGSKLYDELEDLLDQMGYMHFLACIS 158

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174

LPN+ S+ LH GY GYK WHD+ + Q+ + AP
Sbjct: 159 LPNEASLALHRKRGYQQVAHFPKMGYKFERWHD IVWLQKSLDKQAGP 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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRY--- 57

MS + +RPA  AD+ A+ 1 H++ +F TP DL+ ++ R+
Sbjct: 1 MSSTAPSLTLRPAAEADLPAIAATYGHHVAHGRASFETAPP-—————- 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

2CcP-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.
ldentities = 74/175 (42%), Positives = 95/175 (54%), Gaps = 1/175 (0%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT D V +I + + ++F EP P+E +E + PWLV E +G V
Sbjct: 4 IRMATLEDAGDVAEI'YGAVVTGTP I SFELEPPGPEEMARRMEAVLALAPWLVCEEDGRVD 63
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Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA R AY W+V+ TVYV +R GLG LYT LL+ + AQGF + A 1 LP
Sbjct: 64 GYVYASRHHERAAYRWSVDVTVYVRDGRRRGGLGRALYTALLELLRAQGFHAAHAGITLP 123

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
N SV LHEALG+ G G+K G WHDVGHWQ + E P P+ PV +
Sbjct: 124 NAGSVGLHEALGFRP IGVYPRVGWKMGAWHDVGYWQLELRERTGAPGPILPVEAL 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP +D A+ 1 Y+E + + F E + QE+ + + + + YP+LVAE G V
Sbjct: 5 IRPVKLSDAKAIQSIYAPYVEKTAITFEYEVPSVQEFENR INKTLENYPYLVAEENGQVL 64

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + AR AY+WT E ++Y+ + GLGS LY L K ++ +GF +A 1 +P
Sbjct: 65 GYAYASTYYARTAYNWTTELSIYLHEDARGRGLGSQLYDALEKELKKRGFLRFLACIAVP 124

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ +HE GY GYK  WHD+ + Q+ L PR+
Sbjct: 125 NEASIAMHEKRGYVQVAHFPKVGYKFEQWHD IVWMQKT--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
+ IRA AD ++ 1 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 ++ Al
Sbjct: 61 I1LGYAYATAYKTRAAYDWTAEVTVY IDREVKAKGIGTMLYHHLESELKKQNIVNLTACIT 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAE-VEGY 67
IRA+D ++ +1 NHYI + V F TE + ++ ++ + ++Q D PWL+AE G
Sbjct: 2 IRNAVSKDATSIAEIYNHY ISDTVWTFETEMISAED ILNR1SKVQSDDLPWL IAEDSSGA 61
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Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA W+ R AY ++VE TVY+S + G+GS LY L ++++ Sv+ 1
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRA +DA + Dl ++E + + F E T +++ +E+ ++YP+LVAE +G+
Sbjct: 31 MNIRFARPSDAATLLDIYAPFVENTAITFEYEVPT IEDFATRIEKTLEKYPYLVAEEDGL 90

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + AR AYDW E +VYVS + G+GS LY L ++ G+ +A 1
Sbjct: 91 ILGYAYASTYYARAAYDWAAELSVYVSQDARGKGVGSRLYDELEDLLDQMGYMHFLACIS 150

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
LPN+ S+ LH+ GY GYK WHD+ + Q+ + AP
Sbjct: 151 LPNEASLALHQKRGYQQVAHFPKIGYKFERWHD IVWLQKSLDKQAGP 197

>ref|YP_155176.1] phosphinothricin N-acetyltransferase, putative [ldiomarina
loihiensis L2TR]
gb]AAV81627.1] Phosphinothricin N-acetyltransferase, putative [ldiomarina
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 IRDANKGDSDATADIYNYY IENTSITFEETPVLGSQMQQRIEDVQECSLPWLVVLDNEILT 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA WK R+AY ++VE TVY++++ + GLG LY L ++ G +V+ 1L
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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP +D A+ I Y+ ++F + TQE+ ++ ++P+LVAEV4G V
Sbjct: 3  IRPVQISDAAT IRAIYQPYVTETAITFEVDVPTVQEFERRITKTLPKFPYLVAEVDGKW 62
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Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + AR AYDWT E ++Y++ + G+GS LYT L + ++ +G+ +A 1 +P
Sbjct: 63 GYAYASTYYARAAYDWTTELSIYIAKEARGQGIGSALYTALEEELQTRGYLRFLACIAVP 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169
N+ S+ +H+ GY GYK  WHD+ + Q+ E
Sbjct: 123 NEASISMHKKRGY IQVAHFPKIGYKFNQWHD IVWMQKTIE 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66
+ IRPAT+AD+ + +1  + 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 AVLGYAYAGAFRPRPAYRFVVEDSVYVAPDAKGQGVGLRLMQSL IAAVEAAGFRQITAVI 123

Query: 127 --GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
G P+ SV+LHE LG+ G L +GYKHG WD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEG 66
+ 1P 4D+ A+ | 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 ELVGYAYAGAYRSRPAYRHTVEDSIYVAPGMRQAGVGSALLREL IRQCEQRGFRQMVAVV 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
IRAT D A+ T NHYlI ++F + T + ++ Q PWLVAE \
Sbjct: 2 IRTATELDAEAISHIYNHY IANTVITFEEKLVTSDD IASRIKATQAAGLPWLVAEDNNKV 61
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Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA PWK+R+AY ++VE++VY++ + GGSLY L ++ ++V+ 1 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 = le-24, Method: Compositional matrix adjust.
Identities = 62/159 (38%), Positives = 85/159 (53%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP D+ A+ 1 NHY+E F + + +L + YPLVEH+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 = le-24, Method: Compositional matrix adjust.
Identities = 68/176 (38%), Positives = 97/176 (55%), Gaps = 2/176 (1%)

Query: 5  RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-E 63
R ++RAT DAV +NY+ T F+E T E+ ++ + ++ P+LVA
Sbjct: 106 RSRLTVRMATPDDAADVVALYNWYVTHGTQTFQYELSTEAEYRQNIAEVLEKAPFLVAYT 165

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWV 123
+G +tAG A A PW R A+ W VE+TVY + G G LYT LL+ + QG+ +
Sbjct: 166 ADGRLAGYACAHPWHTRRAFAWDVETTVYCAPDVLGQGTGRRLYTALLELLRRQGYHNAF 225

Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA-PPRPVR 178
A+l 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 = le-24, Method: Compositional matrix adjust.
Identities = 60/188 (31%), Positives = 99/188 (52%), Gaps = 9/188 (4%)

Query: 5 RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64
+ + IRPT+D + DI ++Y+E + + F + T E+ + + +YP++ A
Sbjct: 2 KNNITIRPVTESDAKQLLDIYSYYVENTAITFEYDVPTIPEFQERIRHTLKKYPYITAAVK 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+ 1
Sbjct: 182 SIIPASSI 189

>emb|CAM78141.1] phosphinothricin acetyltransferase [Magnetospirillum
gryphiswaldense MSR-1]
Length = 176

Score = 116 bits (291), Expect = le-24, Method: Compositional matrix adjust.
Identities = 67/165 (40%), Positives = 92/165 (55%), Gaps = 2/165 (1%)

Query: 6 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64
R + IR +T AD+AA I H++ T T +F P + +E L D+ PWLVAE
Sbjct: 2 RGMIIRASTPADIAAAQAI YAHHVLTGTASFELAPPSLEEMARRRSALTDKGLPWLVAEQ 61

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
+G + G AYAGP++ R AYDWTVE ++Y+ G+G L T L+ A G++ +VA
Sbjct: 62 DGRMLGYAYAGPYRTRPAYDWTVEDSIY IHPDSHGQGIGKALLTRLIDECTALGYRQMVA 121

Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
VIG N SVLH+G+ GL+tAGtK GW D QR
Sbjct: 122 VIGDSANAGSVGLHRSCGFHDAG ILKAVGWKFGRWIDSVLMQRSL 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 = le-24, Method: Compositional matrix adjust.
Identities = 52/168 (30%), Positives = 96/168 (57%), Gaps = 7/168 (4%)

Query: 6 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65
+ + +R A+ D+ + +1 ++Y+E + + F E + +E +D +E+ +YP+LV E +
Sbjct: 178 KRISVRRASLQDVDKILEIYSYYVENTAITFEYETPSREEMLDRMEKFSSKYPFLVIECD 237

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVWVAV 125
V G +YA +K+R AY+WT E ++Y+S+ ++ GLG LY + K++++ G ++ A
Sbjct: 238 KKVCGYSYANVFKSRPAYNWTCEMSIY ISNDMRKYGLGRKLYEEMEKALKSMGIVTLYAC 297

Query: 126 1-GLPNDP-—-—---- SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
+ + D SV+ HE LGY G GYK  W+D+ F ++
Sbjct: 298 VTSIEKDDEYLTKNSVKFHEHLGYRL IGKFEKCGYKFDRWYDMIFMEK 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 = le-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 VvV +1 + + ++F EP P E + + + PWLV E +G V
Sbjct: 4 IRMATLDDAGDVAE 1 YGAVVAGTP I SFELEPPGPGEMARRMAAVLELAPWLVCEEDGRVD 63

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA R AY W+V+ TVYV +R GLG LYT LL+ + AQGF + A 1 LP
Sbjct: 64 GYVYASRHHERAAYRWSVDVTVYVREGRRRGGLGRALYTALLELLRAQGFHAAHAGITLP 123

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
N SV LHEALG+ G G+K G WHDVGHWQ + E P P+ PV +
Sbjct: 124 NAGSVGLHEALGFRP IGVYPRVGWKMGAWHDVGYWQLELRERTGAPGPILPVDAL 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 = le-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 VGFAYAAPWRPKPAYRYTVEDTIYLAPDATGQGLGSALLGRL IAEAGRAGKRTMIAVIAD 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
PR
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 PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVE 65
V IR D++++C I NH+HIE+ VF E T ++ + ++ D PW VAE E
Sbjct: 6 KVMIRAVKEQDVSSICT IYNHFIENTVVTFEEEVVTASDILKRITKITADDLPWFVAEDE 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++RATAD A 1 +Y+ ++F EPT++ ++ QR+ W+ E
Sbjct: 10 LTVRDATPADAPACAAIYSPYVTDTAITFEYEPPTAEQMAER IAAAQRRHAWIVLEDADG 69

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AY GP++ R+AY W+ E +VY++ +R GG 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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IRA D + 1 Y+E + + F + + +E+ + +E+ + ++P+LVAE EG+
Sbjct: 1 MKIRNACKEDAKQLIAIYAPYVEKTAITFEYQVPSLEEFEERIEKTKQKFPYLVAEEEGI 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWWAVIG 127
+ G AYA + R AYDWTVE ++Y+ + + +GS LY L ++++ GF +++ 1
Sbjct: 61 LQGYAYASAYYNRAAYDWTVELSIY IREKARGKHIGSQLYASLERNLQETGFVNLLVCIA 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
LPN+ S+ H+ GY + GYK  WHD+ + Q+
Sbjct: 121 LPNNASLTFHKKHGYEQVAHFKKVGYKFDKWHD IVWMQK 159

>ref|YP_003749344._.1] phosphinothricin n-acetyltransferase (ppt n-acetyltransferase)
(phosphinothricin-resistance protein) [Ralstonia
solanacearum PSI107]
emb|CBJ34703.1] Phosphinothricin N-acetyltransferase (PPT N-acetyltransferase)
(Phosphinothricin-resistance protein) [Ralstonia
solanacearum PSI107]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ +RPA AD+ AV I H++ T T +F +P E + LQD P+LVAE +G
Sbjct: 20 I1VVRPARLADLPAVAAIYAHHVRTGTASFELDPPDLAEMTRRFQALQDTGMPYLVAEADG 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+ GL GYKGWD+ 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  PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE 65
PV+IR AT AD+ + +1 H I T ++ P E  +E + + YP++VAE +
Sbjct: 26 PVQIRAATPADIPHITEIYRHAILTGKASYE ITPPDEAEMAHRMET ITSQFYPY IVAEDD 85

Query: 66 -GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
G+ GAYA ++ RAY 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 TP 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
11 47]
gb]EFL83667.1] phosphinothricin N-acetyltransferase [Burkholderiales bacterium
11 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  ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA 62
E+ VIRA AD+ + I+ T+F P+ +E + ++ ++ YP+LVA
Sbjct: 2 EKLFVNIRKAEPADIGGIASIYEQAVLLGTASFEVTPPSEEEMLSRMQTIEAGHYPYLVA 61

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 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 WD QR
Sbjct: 122 1AVIGDSENTASIKLHEHCGFRHVGVLKNVGYKFDRWLDSVLMQR 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT AD + 1 YIE + + F + +E+ + +R+P+L AE +G +A
Sbjct: 4 IRVATEADAEE ILATYAKY IEQTAITFEYVVPSIEEFRGR IRHTLERFPYLAAEKDGKIA 63

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AY P+K R AYDW+VE+++YV +R G+G LY L ++ QG +V A1l 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT D AA 1 Y+ + ++F TEP T+E D+ Q + WLV E + V
Sbjct: 12 IRDATPDDAAACAAIYEPYVRDTVISFETEPPTTEEMADR IKAAQAEHAWLVLEADDRVV 71

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + RAY W + ++Y+ +R GG LY LL + +G++ +A 1 LP
Sbjct: 72 GYAYATSHRTRAAYRWACDVSIYLETGRRRSGAGKALYAALLPILRERGYRRALAGIALP 131

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
N+ S+ LH + G+tT 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 GG LY LL+ + +G A+ LP
Sbjct: 59 GYAYATRFAARAAYRWSCETSIYLEQGRRRTGAGRALYEALLERLRERGLCRAFAGMTLP 118

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168



Dow AgroSciences LLC
Study ID: 110331
Page 79
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IRPAT AD A + +1 Yl + + F + T +E+ +  ++YP+LVA +
Sbjct: 6  IKIRPATEADAAEILNIYAPY ITDTAITFEYDVPTLEEFTGRIRHTLEKYPYLVAVRDSE 65

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG + R AYDW+ E+T+YV + +G+G LY L +++AQ ++ A 1G
Sbjct: 66 11GYAYAGAFYGRAAYDWSAETT IYVKKGCRHIGVGKLLYQALETALKAQNTINLYACIG 125

Query: 128 LPNDP-----—-—- SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRP 179
P + S+HELGY G R GYK G W+ + + ++ EP P V+
Sbjct: 126 YPEEDDEYLTKNSKQFHEHLGYRLIGEFRKCGYKFGRWYHMVWMEKMIGEHPEKPEQVKR 185

Query: 180 VTQIl 183
++1
Sbjct: 186 FSElI 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 NYI ST F TEP + E + + +P+ VE+ V
Sbjct: 2 IRPVQPQDVKY ITDIYNEY ILNSTYTFETEP ISEDEMRLRIAEIFPHFPFFVCETDHKVV 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA PWK R AY +T+E+TVY+S RH+ GLG L L++ + +++A |
Sbjct: 62 GYCYAHPWKQRTAYRYTLETTVYLSARHRGKGLGKLLMQVLIEECRQHNYHTLIACITAC 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170
N S LH LG+T + GKGWDV 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 1 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
PX099A]
gb]ACD58849.1] phosphinothricin N-acetyltransferase [Xanthomonas oryzae pv. oryzae
PX099A]
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 LADIYNYYIANTRITFEMDPVTSVEMAKR IADVQS IGLPWLVALEGDQVVGYAYATQWRA 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
+ IRA AD +A+ + Y1 ST+ F E E+ + +Q ++P+LVAE EG
Sbjct: 1 MTIRFAQPADASAILAVYAPY ITGSTITFEYEVPPIAEFAGRIRAIQQQFPYLVAEEEGS 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + R AY WH+VE++VYV R G+ LYT L + QG+ + Al
Sbjct: 61 LLGYAYASRHRDRPAYQWSVETSVYVHPAGHRRGIARQLYTRLFDLLVQQGYYNAYAGIT 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180
PN S H ++G+  GT GYK G WHDV ++QR + P PV P+
Sbjct: 121 SPNPQSESFHRSMGFDY IGTYAKIGYKMGAWHDVSWFQRTLQ-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 = l1le-23, Method: Compositional matrix adjust.
Identities = 66/166 (39%), Positives = 89/166 (53%), Gaps = 2/166 (1%)

Query: 5 RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE 63
R V+IR AT ADMAA+ 1 + 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 I1DGAVVGYAYAGPFRTRQAYRYMVEDSIYVAPEARGRGVAGALLDALIVACEALGLRQMV 121

Query: 124 AVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
AVIG N S+ LHAG+ 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 = l1le-23, Method: Compositional matrix adjust.
Identities = 66/153 (43%), Positives = 87/153 (56%), Gaps = 3/153 (1%)

Query: 29 1ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 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 = le-23, Method: Compositional matrix adjust.
Identities = 63/175 (36%), Positives = 94/175 (53%), Gaps = 2/175 (1%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRAT 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 + ++1 P
Sbjct: 61 GYAYAHRHLERAAYQWNVELTVYLHPDAVSRGIGRRLYEELLRILTEQGICNAYSLITRP 120

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRPVTQI 183
N+ S +LHEA+G+T G L+ GYK+G W DV ++++ P PPR+ ++
Sbjct: 121 NEKSEKLHEAMGFTLMGVLKNTGYKNGKWRDVSWYEKQLNPYPEHPVPFRKIDEL 175

>ref|ZP_08157709.1] putative phosphinothricin N-acetyltransferase [Ruminococcus albus

gb]EGC04391.1] putative phosphinothricin N-acetyltransferase [Ruminococcus albus
8l
Length = 188

Score = 113 bits (283), Expect = l1le-23, Method: Compositional matrix adjust.
Identities = 61/180 (33%), Positives = 93/180 (51%), Gaps = 8/180 (4%)

Query: 5  RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64
+ +IRA DA+DI +Y+E + + F + + E+ + + + RYP++VAE
Sbjct: 2 KSEITIRTAVPDDAAELLDIYAYYVEKTAITFEYDVPSLAEFKERISQTLMRYPY IVAEK 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 CIGVPADSADEYLDNNSMDFHTHMGYVLAGRFHKCGYKFGRWYDMVWLEKL I SQHAENMP 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 = l1le-23, Method: Compositional matrix adjust.
Identities = 61/156 (39%), Positives = 78/156 (50%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRA D A DI Y+ S V+F P E DL + YPWLVY EE 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

= le-23, Method: Compositional matrix adjust.
Identities = 57/165 (34%), Positives =

89/165 (53%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRA +D A+ | +Y+ S+ F E T +E+ + +Q YP+LV E++ +
Sbjct: 4  IRFAQLSDAPALLSIYAYYVGNSVITFEYEAPTLEEFEGRMMHIQQEYPYLVCEIDQKIV 63

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA R AY W VE +V¥Y+ + Q +G LYT LL+ ++ Q ++ ++ I LP
Sbjct: 64 GYAYAHRHMERAAYQWNVELSVYLQPQAQHRQIGKALYTALLEILKLQRLQTAISCITLP 123

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174

N S+ LH++ G+ G L AGYK WDV + Q++ + P
Sbjct: 124 NTASLALHKSFGFKEMG ILHNAGYKFDAWRDV IWLQKELQKHTVP 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68
+IR AT D V +I + + ++F EP P E + + + PWLV E +G V
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Sbjct: 3 QIRMATLDDAGDVAE1YGAVVAGTP I SFELEPPGPGEMARRMAAVLELAPWLVCEEDGRV 62

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G YA R AY W+V+ TVYV +R GLG LYT LL+ + AQGF + A1 L
Sbjct: 63 DGYVYASRHHDRAAYRWSVDVTVYVRDGRRRGGLGRALYTALLELLRAQGFHAAHAGITL 122

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
PN SV LHEALG+ G G+K G WHDVG+WQ + E PP+ 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA-EVEGY 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 DSANAGSIGVHRACGFRDVGI IKSSGLKFGRWLDTVLMQRDL 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 GG LYT L +E +GF+++VA + +PN+ S+ LH A G+  GT
Sbjct: 84 EVSVYLAPGLRRSGAGRALYTELFARLEQRGFRTLVAGVTVPNEASLGLHRATGFEVVGT 143

Query: 148 LRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179
R G+tK G WDV QR PRVP
Sbjct: 144 FRDIGFKLGRWWDVTRLQRPL---GPGRDVAP 172

>ref|ZP_08014935.1] hypothetical protein HVPREF9464_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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Sbjct: 4

Query: 71
Sbjct: 63
Query: 131

Sbjct: 123
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RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEGVVAG
RA D A+ 1 +YlI ST+ F T +E+ + + +  YP++VAE +G G
RLAVPEDAPALLQIYSEYIH-STITFEYTLPTTEEFAERIRT IAGFYPY 1VAEEDGRCMG

1AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN
AYA R AY W E +VY++ GLG LY+ L+ ++AQG SV + PN
YAYAHRHMERAAYQWNAELSVYLAKSAVGCGLGGGLYSRLMTLLKAQGVLSVFGCVTSPN

DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----DFELPAPPRPVRPVTQ 182
PS RLH+ +G+ GT  AG+K+G WHDV ++Q+ + P PP P+ + +
PPSDRLHKRMGFKLVGTYLQAGFKNGAWHDVNWYQKMLGDHLDDPKPPVPLSALEK 178

70

62

130

122

Page 84

>ref]YP_003383991.1] phosphinothricin acetyltransferase [Kribbella flavida DSM 17836]

gb]ADB35192.1] Phosphinothricin acetyltransferase [Kribbella flavida DSM 17836]

Score =
ldentitie

Query: 28
Sbjct: 27
Query: 88
Sbjct: 87
Query: 148

Sbjct: 147

Length = 178

112 bits (281), Expect = 2e-23, Method: Compositional matrix adjust.

s = 59/139 (42%), Positives = 81/139 (58%)

YIETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTV
Y+ + ++F EP TP E + + Q + WLV E GV G AY GP KAR AY W+
YVRETAI SFELEPPTPAEMAER I TAAQSTHAWLVLEDAGRVVGYAYGGPMKARAAYRWSC

ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV IGLPNDPSVRLHEALGYTARGT
E +VY+ +R GG LY L+ + +G+++ +A + LPND SV LH ALG+ GT
EVSVYLESGRRRTGGGRLLYEALFERLAERGYRTATAGMTLPNDASVGLHRALGFEPIGT

LRAAGYKHGGWHDVGFWQR 166
R G+KH WHDV + QR
YRR IGWKHNAWHDVAWAQR 165

87

86

147

146

>ref|YP_002720780.1] Sortase related acyltransferase [Brachyspira hyodysenteriae WA1]

gb]ACN83076.1] Sortase related acyltransferase [Brachyspira hyodysenteriae WAl]

Score =
lIdentitie

Query: 8
Sbjct: 1
Query: 67
Sbjct: 60
Query: 127

Shjct: 120

Length = 190

112 bits (280), Expect = 2e-23, Method: Compositional matrix adjust.
s = 54/180 (30%), Positives = 101/180 (56%), Gaps = 6/180 (3%)

VEIRPATAADMAAVCD I VNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG-
++IRA D+ + |+ YI4TS + F + T +E+ + +E + +YP+LV E E
MKIRLANIEDASQILS1YSQY IDTS-1TFEYKLPTLEEFKNR IENT IKKYPYLVCEDENN

VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI
+ G YA + R AY+W+ E ++Y+ + G+G L + +++ ++ QG K++ + 1
KITGYCYANKFLEREAYNWSSELSTYLDKNNINRGIGKKLCS T IEILKYQGIKNIYSKI

GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----DFELPAPPRPVRPVTQ
+PN S +LH +LG+ GT  GYK+G WH V +++  D++ P P++ + +
TVPNTKSEKLHHSLGFNL I GTYNN1GYKNGKWHSVRLFEKEL I FDYDNPKAT IP IKE1DK

66

59

126

119

182

179

>ref|YP_567667.1] GCN5-related N-acetyltransferase [Rhodopseudomonas palustris BisB5]
gb]ABE37766.1] GCN5-related N-acetyltransferase [Rhodopseudomonas palustris BisB5]

Score =

Length = 181

112 bits (280), Expect = 2e-23, Method: Compositional matrix adjust.

Identities = 65/159 (40%), Positives = 87/159 (54%), Gaps = 2/159 (1%)

Query: 10

Sbjct: 6

I1RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV
IRPAT D+ AV 1 + +TT F P E E L +P+LV +4+G V

68

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 AGYAYAGPYRPRPAYRFTVENSVYLDPATHRRGLGTALMREL IAQCEARGFRQMIAVIGD 125

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
N SV+H G+ GT R G+tK G WD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
VIRAT DA+ I HY+ + ++F E + +E+ + +E RYP++VAE EG
Sbjct: 5  VMIRLATPKDAAEMLKIYAHYVVNTAISFEYEVPSEEEFRERIESTLKRYPY IVAEQEGH 64

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ GAY + R AYDW VE+++YV ++R G G LY L K ++ Q ++ Al
Sbjct: 65 [1IGYAYVSIFHERKAYDWAVETSIYVDKDYKRSGCGKLLYQALEKILKKQHISNLYACIA 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 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR D + +I1 +1+ + + F 4+ + 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 + + +1
Sbjct: 124 NTRSKNFHEYFDFKLSGTYHSSGYKFEKWHDVDVFEKI IEDNAKNPHEITAINKI 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEGVV 68
+IR +D+ + 1 Y+ ++F E + +E+ +++ +YP+LV E EG +
Sbjct: 3 KIRTVRESD IPDLLAIYAPYVLNTAITFEYEVPSVEEFQRRIQKTLLKYPYLVLEEEGKI 62

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA + R AYDWH+VE ++Y+ + GLGS LY L + +E++G+ +A 1 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 (67%), Gaps = 3/170 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T + ID E+ + + YP +V E++ V
Sbjct: 2 IREATKKDLAY ILDI'YNDAILYTTAVYAYKPVTLENRIDWYEQKKAEEYPI1VYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS+L L+K  + + + +++A |
Sbjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNG IGSSLMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ERA AD + +1 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 ++ Al
Sbjct: 61 1IGYAYAGAYRERAAYDWVVELSIYLDEKERQHGAGSALYQKLLTALAALNYQRAYACIT 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 = 37174 (1%)

Query: 4 ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA 62
ER+ VIRA D+ +DIN I +T + +P T+ ID E+ + + YP LV
Sbjct: 5 ERKKVMIREARKQDVTY ILDI'YNDAILYTTAVYTYKPVTLENRIDWYEQKKAESYPILVY 64

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
E++ V G A GP++A +AY +++E +VYV +++ G+G++L L+ + + + ++
Sbjct: 65 ELDNKVVGFATFGPFRAWSAYKYSIEHSVYVHKEYRKNGIGTSLMKAL ITVAKEREYMTL 124

Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
+A 1 N S+ LHE G+  GT++ AGYK W D+ F+Q EL P +P
Sbjct: 125 1AGIDAENKKSIALHENYGFVHAGT IKKAGYKFNRWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ IRPATAAD A+ |+ 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 GKGWD QR +P PP
Sbjct: 124 GDAANAGSIGLHRSLGFALIGTHPAVGLKFGRWLDTVMMQRALGQGGETVPTTPEP 179

>ref|YP_001557413.1] GCN5-related N-acetyltransferase [Clostridium phytofermentans
1SDg]
gb]ABX40674.1] GCN5-related N-acetyltransferase [Clostridium phytofermentans 1SDg]
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 + +1 Y+ + + F T QE+ + ++ RYP+LVAE EG +
Sbjct: 7 IRMAT ILDAPKLLEIYAPYVRETAITFEYTVPTVQEFESRIAKILTRYPYLVAEKEGEIL 66

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AY +K R AYDW VE+T+Y++ + G+G LY L+ ++Q ++ Al P
Sbjct: 67 GYAYVSSFKERAAYDWAVETTIY INQNQRGSGVGKRLYLKLEEIVKRQNI INMNACIAYP 126

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL-PAPPRPVRPVTQI 183
N S+ HE LGY GYK W+D+ + ++ E P P+ P+ ++
Sbjct: 127 NPGSIAFHEHLGYKTVAHFTKCGYKLDRWYDMIWMEK I LEEHPEKPKEFIPINKL 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  PVEIRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
VIRAT D + | ++Y+E + + F + E+ + ++ YP+LV+EV+G
Sbjct: 2 EVMIRFATEEDAEELLRIYSYYVENTAITFEYDTPALDEFKYRIRT IKAMYPYLVSEVDG 61

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+ G AYA +K R AYDW VE+T+Y+ + G G LY L K+++AQ ++ Al
Sbjct: 62 KIVGYAYANTFKDRAAYDWAVETTIYLDKDARGKGYGKELYEALEKALKAQNITNLYACI 121

Query: 127 GLP------- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
GP 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
IRAT D+ +DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATEKDVIY ILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYP IFVYELDNKV 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 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--LELCGPKNPLE 169

>ref|NP_721464_.1] putative acetyltransferase [Streptococcus mutans UA159]
gb]AANS8770.1]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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
++IR A D + 1 Y+E + + F + + +E+ + +E+ + ++P+LVAE EG+
Sbjct: 1 MKIRNACKEDAQQLIAIYASYVEKTAITFEYQVPSLEEFEERIEKTKQKFPYLVAEEEGI 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + AYDWTVE ++Y+ + +GS LY L ++++ GF +++ |
Sbjct: 61 LQGYAYASVYYNHAAYDWTVELSIY IKEEARGKHIGSQLYASLERNLQEAGFVNLLVCIA 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66
+ IR A+AAD+ + +I + T++ EP + E L +P+LVAE +G
Sbjct: 4 IVIRAASAADLDTITEI YADAVTHGTASYELEPPSRAEMGTRFATLTAGGFPYLVAEKDG 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 WD 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVEG 66
IRAT D+ +DINH 1 +T + E +  ++HW+ +E+ + YP + E+4G
Sbjct: 2 IRHATQNDLPKILDIYNHAILNTTAIYTYEKTSLLERKQWL--MEKEKQGYPVFIFEIDG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG A GP++  AY +TVE +VYVS + +G+G L +H++ S +G+K++VA 1
Sbjct: 60 RVAGFATYGPFRNFPAYQFTVEHSVYVSPYFRHMGIGEKLLSHI IDSARKEGYKTMVAGI 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
IRAT D+A+DIN I +T + +P T+ ID E+ + + YP V E++ V
Sbjct: 2 IREATKKDLAY ILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS+L  L+K + + + +++A |
Sbhjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKSG IGSSLMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEG 66
P+ IR A+ +D A+ 1 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 Al
Sbjct: 65 [1AMGYAYASAFHPRAAYDWSAEVSIYVSEDARGTGIGTRLYGALEDILKQQNIINVNACI 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  MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPW 59
M+ V +RP+T  D+AA+ | 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 RQMVAVIGDRGNTASIALHAALGFHEAGHLKAVGFKHGRWVDVV IMQRALGVGDDERP 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
IRAT D+ +DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATEKDVIY ILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYP IFVYELDNKV 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 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
VIRA +D A + 1 Y+ S F E TP + + R PWLVAE G
Sbjct: 2 VTIRAAHPSDAAGIRAIYAPYVAGSPSTFEEELPTPAD-LQARMLASPRRPWLVAEAGGE 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + R +Y W+V+++V¥++ H R GLG LY L+ + G+ ++ A |
Sbjct: 61 1VGYAYASAHRTRASYRWSVDTSVYLAAGHHRRGLGRRLYDELIAQVRTLGYLNLYACIT 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPVRP 179
LPN SV LH ++G+ G GYK G WHDVG++ E PAP 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 = le-22, Method: Compositional matrix adjust.
Identities = 66/163 (40%), Positives = 87/163 (53%), Gaps = 3/163 (1%)

Query: 6 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64
RP IR A D+ AV +1 HY+ S F P+ +W LE L +R P+LVA++
Sbjct: 5 RPT-1RAAAPEDLKAVAEINAHYVTNSVATFDETPRAFDDWRPWLEELAERGLPFLVADL 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+tT 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 = le-22, Method: Compositional matrix adjust.
Identities = 65/178 (36%), Positives = 95/178 (53%), Gaps = 2/178 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
++IR A D + 1 + + ++F + ++ + + YP+LVA EG
Sbjct: 5 IDIRVARPEDAEEIQI 1 YAPIVLNTAISFEEAVPSVEQMRERISTTLQTYPYLVAVREGR 64

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA +AR AY W V+ TVYV+  +R G+ LY LL ++ G++S Al
Sbjct: 65 VVGYAYASQHRARAAYRWAVDVTVYVAEGQRRSGIARQLYDVLLPVLKRLGYRSAYAGIA 124

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPVRPVTQI 183
LPN+ SV LHE LG+ GT G+K  WHDVG+W+ DF E P P+ ++Ql
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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 = le-22, Method: Compositional matrix adjust.
Identities = 59/170 (34%), Positives = 94/170 (55%), Gaps = 37170 (1%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRA D+ +DIN I ST + PT+ ID E+ + D YPLV E++ V
Sbjct: 2 IREAMKKDVTFILDI'YNDAILNSTAVYAYNPVTLENRIDWYEQKKADGYPILVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++ E +VYV  +++ G+GS+L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSAEHSVYVDREYRKNGIGSSLMEEL ITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ +H+ G+ GT++ AGYK GW D+ F+Q EL P P+
Sbjct: 122 ENEKSIAMHKNFGFVYSGT IKKAGYKFNGWLDLAFYQ--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 = le-22, Method: Compositional matrix adjust.
Identities = 61/157 (38%), Positives = 85/157 (54%), Gaps = 1/157 (0%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
+RPATA D A+ 1 ++E S V*F TP 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 1 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. SKA1l4]
Length = 176

Score = 109 bits (273), Expect = le-22, Method: Compositional matrix adjust.
Identities = 65/172 (37%), Positives = 92/172 (53%), Gaps = 2/172 (1%)

Query: 7 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE 65
V IR A AD+ A+ | + + + E+ + + DR +P+LVAE++
Sbjct: 2 AVLIRDAGLADIDAITAIYAVEVTDFVNTYEYDIPDASEMLRRMRDI IDRGFPYLVAEID 61

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
G VAG AYA ++ R AY WTVE++VYV R Q G+G+ L L+ + A+G++ +VAV
Sbjct: 62 GQVAGYAYANTYRTRVAYQWTVENSVYVDARFQGKGVGTGLLQAL IDACVARGYRQMVAV 121

Query: 126 1GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
IGPN S++LHE G+ G R G KHG W D QR A P
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Sbjct: 122 1GEPTNTASIKLHERFGFELVGVFRGLGRKHGRWLDTVQMQRALGDGADTAP 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 = le-22, Method: Compositional matrix adjust.
Identities = 66/161 (40%), Positives = 92/161 (57%), Gaps = 3/161 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE-VE 65
V IRPA ADM AV I H++ T FTE T ++ + +R  P+LVAE +
Sbjct: 16 VTIRPAREADMDAVATIYRHHVLHGTATFETEAPTAEDMRQRRIAITERGLPYLVAEDTD 75

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
V G AYAG ++ R AY THE++VY+S + G+G L L++ A G++ +VAV
Sbjct: 76 CRVLGYAYAGAYRPRPAYRNTLENSVY ISEEARGRGIGRRLLEALIQECAALGYRQMVAV 135

Query: 126 1G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
1G N+ S+RLH+A G+  GTLR+ G KHG W D Q
Sbjct: 136 1GDSANEASIRLHKAFGFQPIGTLRSVGRKHGRWLDTVLMQ 176

>ref|ZP_04120739.1] Phosphinothricin N-acetyltransferase [Bacillus thuringiensis
serovar pakistani str. T13001]
ref|ZP_04239831.1] Phosphinothricin N-acetyltransferase [Bacillus cereus Rockl-15]
gb|EEL28513.1] Phosphinothricin N-acetyltransferase [Bacillus cereus Rockl-15]
gb|EEM47615.1] Phosphinothricin N-acetyltransferase [Bacillus thuringiensis
serovar pakistani str. T13001]
Length = 170

Score = 109 bits (273), Expect = le-22, Method: Compositional matrix adjust.
Identities = 60/169 (35%), Positives = 97/169 (57%), Gaps = 3/169 (1%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T+ ID E+ + + YP V E++ V
Sbjct: 2 IREATKRDLAY ILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS+L  L+K + + + +++A |
Shjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNG IGSSLMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177

N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFIHAGT IKKAGYKFNKWLDLAFYQ--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 = le-22, Method: Compositional matrix adjust.
Identities = 53/154 (34%), Positives = 84/154 (54%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ERA AD + +1 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 ++ Al
Sbjct: 61 T11GYAYAGAYRERAAYDWVVELSI1YLDEKERQHGAGSVLYQKLLTALAALNYQRAYACIT 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 = le-22, Method: Compositional matrix adjust.
Identities = 59/170 (34%), Positives = 96/170 (66%), Gaps = 3/170 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATKKDLACILDIYNDAIVYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV  +++ G+GS+L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKNG IGSSLMEEL ITFAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IQKAGYKFNRWLDLAFYQ--LELNGPENPIE 169

>ref|NP_959023.1] hypothetical protein MAPO089 [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 = le-22, Method: Compositional matrix adjust.
Identities = 66/177 (37%), Positives = 92/177 (51%), Gaps = 1/177 (0%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ +R AT+ DAV + Y+ + ++F T+ + +E L PWLV
Sbjct: 1 MTLRMATSDDAAGVAAVYLPYVRDTAISFETQQPSVEEMRSRLTTTLATLPWLVITDGPR 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA P +AR AY W+V+ ++Y+ RGG LYTLL + AQG+ + Al
Sbjct: 61 VKGYAYASPHRAREAYRWSVDVSLYLDASIHRQGQGRRLYTALLNLLGAQGY INAYAAIT 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
LPN SV LHEAL + G G+tK WDVGtW 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
IRAT D+A+DIN I +T + +P T+ ID E+ + + YP V E++ V
Sbjct: 2 IREATKRDLAY ILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYP IFVCELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++ E +VYV  +++ G+GS+L  L+K + + + +++A |
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Sbjct: 62 VGFATFGPFRAWPAYKYSFEHSVYVDKAYRKNGIGSSLMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQKYGFVHAGT IKQAGYKFNKWLDLAFYQ--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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
++IR A+ D + 1 Y++ + + F E T E+ + ++ YP+LV ++
Sbjct: 3 IKIRMASENDAEE ILRIYAPYVKNT 11 TFEYEVPTVDEFKKR IRKISKDYPYLVCTLDDK 62

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AY+ K R AY W VE +VY+ + + R GLG YT L++ + Q K++ V+
Sbjct: 63 1IGYAYSYRHKERAAYQWNVELSVY IDNAYLRYGLGKAFYTALIEISKLQNIKNIYGVVT 122

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
N  +LHE G+ G GYK G WHDV ++++ E  P+P++ + +
Sbjct: 123 SNNMNIEKLHEYFGFKKLG I'YHNTGYKFGKWHDVTWFEKS INEEYCEPKPLKSIKDV 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRP TAD + DI Y+E + ++F + +P+ + + + RYP++ AE G
Sbjct: 8  IRIRPVTPADARQLLDIYAPYVEKTAISFEYDVPSPEAFEKR IRKTLQRYPY IAAERNGE 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 CPENDAADAHLDRNSMQFHAHLGFRLVGEFYKCGYKFGTWYNMVWMEK I IGEHPAVPAPY 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 + 1 +Y+E+ ++F T + E + ++ D++ WLV E EG +
Sbjct: 5 IRLASTKDAEQIRQI'YSPYVENTVISFETAGPSAAEMEMR IRQVMDKHLWLVYEQEGEIL 64
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Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA R+AY W V+ ++YV G+G +LY+ K ++ QGF + A+l LP
Sbjct: 65 GYAYASSHHERSAYSWAVDVSIYVKADRVGRGIGKSLYSPFFKLLKLQGFCNAYALIALP 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T + ID E+ + + YP + E++ V
Sbjct: 2 IREATKRDLAY ILDI'YNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFIYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS L+K E + + +++A |
Sbjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKTYRKNG IGSLFMKEL IKIAEEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 PVEIRPATAADMAAVCD IVNHY IETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVE 65
PV +RPAT ADM V 1 +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 1G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----- DFELP----APPR 175
1G N S+ LH +LG+ GLR GKGWDV R D LP APP
Sbjct: 130 IGDSANQGSIGLHRSLGFRQEGVLRGVGLKFGRWVDVV IMHRVLGDDDRPLPDGGSAPPL 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.
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Identities = 60/169 (35%), Positives = 96/169 (56%), Gaps = 37169 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+tA+DIN 1 +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 1
Sbjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNGIGSALMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFIHAGT IKKAGYKFNKWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IR AT AD  + +1 +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 1EGYAYAHAFVGRAAYDWAAELTIYLDHDARRGGLGRVLYEALADRLKAMGVLNLYARIG 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ERA +D ++1 Y+E+ +F E T E+ +E++ RYP++VA
Sbjct: 1  MEFRLAKKSDAKRLLEIYKPYVEKTAITFEYEVPTIAEFEKRIEKIGSRYPY IVAIENDK 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG ++ R AYDW VE ++Y+ ++ G GS LY LL++ A ++ Al
Sbjct: 61 1IGYAYAGAYRERVAYDWVVELSIYLDENERQHGAGSALYQKLLTALSALNYQRAYACIT 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183
PN SV H+ +G+ G  AGYK W+ + + +R + ++ 4T +
Sbhjct: 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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V IRPAT+AD+ AV 1 + T F P E E L +P+LVA +G
Sbjct: 4 VLIRPATSADLPAVTAI YEQAVRFGTATFELTPPDLAEMTRRFEALTGAGFPYLVASADG 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+tK G WD 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 (656%), Gaps = 3/170 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T + ID E+ + + YP V E++ V
Sbjct: 2 IREATKKDLAY ILDI'YNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++ AY ++VE +VYV +++ G+GS+L L+K + + + +++A 1
Sbjct: 62 VGFATFGPFRTWPAYKYSVEHSVYVDKAYRKNGIGSSLMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
++1 +AD  + 1 Y+E + ++F E + E+ + +E++ +YP++ A V+G
Sbjct: 1 MKIEKVSTADAEELLAIYAPYVEETAISFEYEVPSVDEFRNR IEQISAKYPY IKAVVDGK 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+AG AYA +K R AYDW+VE+T+Y+ ++LGLG LY +L K ++ G ++ A1
Sbjct: 61 1AGYAYAAGFKDRKAYDWSVETTIY IRKDCRQLGLGKALYENLEKLLKEMGILNMNACIA 120

Query: 128 LP-——---- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
P D SRH+ +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 = 37170 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVEGVV 68
IRAT D+ +DIN I +T + +P T+ ID E+ DYP V E++ V
Sbjct: 2 IREATEKDVICILDIYNDAILNTTAVYTYKPVTLENRIDWYEEKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV +++ G+G++L L+ + + + +++A |
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V IR A AD+ A+ | + + + E + + + DR +P+LVAE++G
Sbjct: 3  VLIRDAGPADIDAITAIYAVEVTDFVNTYEYDIPDTSEMLRRMRDI IDRGFPYLVAEIDG 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG AYA ++ R AY WTVE++VYV R Q G+G+ L L+ + A+G++ +VAVI
Sbjct: 63 QVAGYAYANTYRTRIAYQWTVENSVYVDARFQGQGVGTGLLQAL IDACVARGYRQMVAVI 122

Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
GPN S++LlHE G+ G R G KHG WD QR A P
Sbjct: 123 GEPTNAASIKLHERFGFELVGVFRGLGRKHGRWLDTVQMQRALGDGADTAP 173

>ref|zZP_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 NYI ST F EP + +E + + RYP+ V E +G +
Sbjct: 2 IRAVTLQDTSAITAIYNEY IAHSTSTFDIEPVSEEEMQKRISEISARYPYFVYETDGEIV 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA PWK R AY+ T+E+TVY+S H GLG L L +G ++A 1
Sbjct: 62 GYCYAHPWKEREAYNRTLETTVYLSPAHTGKGLGRLLMQRLTDECRRRGIHVLIACITSE 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N S HEALG+ + GKGW V +0Q
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V IR A AD+AA+ | + + + E + + + DR +P+LVAE++G
Sbjct: 3  VLIRDAGPADIAAITAIYAVEVTDFVNTYEYDIPDASEMLRRMRDI IDRGFPYLVAEIDG 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG AYA ++ R AY WTVE++VYV Q G+G+ L L+ + A+G++ +VAVI
Sbjct: 63 QVAGYAYANTYRTRVAYQWTVENSVYVDAAFQGKGVGTGLLQAL IDACVARGYRQMVAVI 122

Query: 127 GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
GPN S++LlHE G+ G R G KHG WD 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  ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 63
E+ +RA D +DI Y+t ++F EP + +E+ + R ++YPWL A
Sbjct: 2 EKEKFVVRMADIRDAQEMLDIYVPYVKETAITFEYEPPSVEEFSARIVRTLEKYPWLAAV 61

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
G+G Y +K R AYDWHVE+TVY+ + G+G LY L + ++ Q ++
Sbjct: 62 DNGRIVGYCYVSQFKEREAYDWSVETTVY IRPEDKGRG IGRLLYEKLEEILKVQHILNLN 121

Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQ 182
Al P+ S+ HE +GY GYK G W+D+ + ++ EP P VPV +
Sbjct: 122 ACIAYPHPESIAFHEKMGYKTVAHFHKCGYKLGEWYDMVWMEKMLGEHPDRPLSVIPVGE 181

Query: 183 1 183
|
Sbjct: 182 1 182

>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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP +D + | Y+ +T+F + + E+ + +++ +P+LVAE GV
Sbjct: 3  IRPVLPSDAKELLAIYAPYVTDTTITFEYDIPSISEFTNRIKNISKSFPYLVAEENGKW 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + AR AYDWT E ++Y+ + +GS LY L K + +QG+ +++A 1 LP
Sbjct: 63 GYAYASTYYARAAYDWTCELSIYLDKDARSKKIGSQLYDTLEKELVSQGYVNLLACISLP 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
ND S+ H+ G+ G+K  WHD+ + Q+
Sbjct: 123 NDISIAFHKKRGFNQVAHFPKIGFKFEQWHD IVWLQK 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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08 bits (269), Expect = 4e-22, Method: Compositional matrix adjust.

= 54/163 (33%), Positives = 94/163 (57%), Gaps = 2/163 (1%)

VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG
++1 A+ A4CDI H++ T +F TEP  E + L++++++ PWHVA E
MK 1VNAEEKHIPATCDIYAHHV IHGTASFETEPPDTHEMLARLKK I RNQALPWVVALEEE

VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI
VG Y ++ R AY T+E ++Y+ QR G G L H++ E G++ ++A++
KVIGYCYLTRYRERYAYRHTLEDS1Y IHPDSQRQGTGKALLRHVIAWAETHGYRQMIATV

GLPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
G N+ S+++H+ +G+T +GTL+ G+KHG W D QR+
GDSNNEGSLKVHQQVGFTEKGTLKD IGFKHGRWLDTVLLQRNL 163

66

60

126

120

>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

L

Score = 1
Identities

Query: 10
Sbjct: 2

Query: 69
Sbjct: 62
Query: 129

Shjct: 122

serovar berliner ATCC 10792]
ength = 170

08 bits (269), Expect = 4e-22, Method: Compositional matrix adjust.

= 59/169 (34%), Positives = 96/169 (56%), Gaps = 3/169 (1%)
IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV
IRAT D+tA + DI N 1 +T + +P + ID E+ ++YP V E++ V
IREATKRDLAY ILDIYNDAILYTTAVYAYKPVNLENRIDWYEQKKAEGYP IFVYELDNKV

AGI AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL
G A GP++A AY ++VE +VYV  +++ G+GS+L  L+K + + + +++A |
VGFATFGPFRAWPAYKY SVEHSVYVDKAYRKNG IGSSLMKEL IK IAKEREYMTL IAG I DA

PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
ENEKSITALHONYGFVHAGT IKKAGYKFNKWLDLAFYQ--LELNGPENPI 168

68

61

128

121

>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 =
Identities = 60/182 (32%), Positives

Query: 10
Sbjct: 6
Query: 70

Sbjct: 66

95/182 (52%), Gaps = 8/182 (4%)

IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEGVVA
IR AT D AA+ + Y+E++ + F + + +E+ +  ++RYP+ VAE +G V
IREATVEDAAA IRSVYAPYVESTV I TFEYQVPSVEEFRRR I AHTRERYPYFVAEEDGRVL

GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP
G AYAG + R AYDW+ E ++YV ++ GLG LY LL++++ G V AIGP
GYAYAGSFVGRPAYDWSAELS I'YVDRHLRKKGLGKKLYGALLEALKKMGILDVYACIGYP

4e-22, Method: Compositional matrix adjust.

69

65

129

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.
Vol lum]

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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IRAT D+ +DIN I +T + +P T+ ID E+ +D YP V E++ V
Sbjct: 2 IREATEKDVIY ILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKDDGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV  +++ G+G++L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA 62
ER+ IRA D+ +DIN I +T + +P T+ ID E+ + + YP LV
Sbjct: 8 ERKNAMIREARKQDVTYMLDI'YNDAILNTTAVYTYKPVTLENRIDWYEQKKANGYPILVC 67

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
E++ + G A GP++A AY +++E +VYV  +++ G+G++L L+ + + + ++
Sbjct: 68 ELDNKIVGFATFGPFRAWPAYKYSIEHSVYVHKEYRKNGIGTSLMKALITVAKEREYMTL 127

Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176

+A 1 N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P +P
Sbjct: 128 1AGIDAENEKSIALHENYGFVHAGT IKKAGYKFNRWLDLAFYQ--LELNGPKKP 179

>ref|zZP_04262522_.1] Phosphinothricin N-acetyltransferase [Bacillus cereus BDRD-ST196]
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gb|EELO5740.1] 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRA D+ +DIN I ST + +P T+ ID E+ + D YP LV E++ V
Sbjct: 2 IREAMKEDVTFILDI'YNDAIFNSTAVYAYKPVTLENRIDWYEQKKADGYPILVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A +AY +++E ++YV +++ G+G +L L+ + + + +++A |
Sbjct: 62 VGFATFGPFRAWSAYKYSIEHSIYVDKEYRKNG IGKSLMKEL IATAQKREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNRWLDLAFYQ--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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+ +DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATEKDVI1Y ILDI'YNDAILNTTAVYMYKPVTLENRIDWYEQKKADGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV  +++ G+G++L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
++RA D + DI +Y+E + + F T ++ +E RYP+LV E +G
Sbjct: 3 ILVRDAKLEDAERILDIYAYYVENTAITFEYVVPTLMDFQKRMEMTMKRYPYLVIEKDGA 62

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG + R AYDW+ E TVW+ H Q+ GLG +Y L + G ++ A IG
Sbjct: 63 1QGYAYAGAFVGRAAYDWSCELTVYLDHTAQKCGLGRKIYEALENRLSEMGILNLYACIG 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]ADHO7325.1] phosphinothricin N-acetyltransferase [Bacillus thuringiensis
BVMB171]
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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T + +D E+ + + YP V E++ V
Sbjct: 2 IREATKRDLAY ILDI'YNDAILYTTAVYAYKPVTLENRVDWYEQKKAEGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS+L  L++ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKAYRKNG IGSSLMKEL IRIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 (65%), Gaps = 3/170 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+ +DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATEKDVI1Y ILDI'YNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV +++ G+G++L L+ + + + +++A |
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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
IRAT D+A+DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATKRDVAY ILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV  +++ G+GS+L L+  + + + +++A |
Sbhjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKNG IGSSLMEEL ITFAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IQKAGYKFNRWLDLAFYQ--LELNGPENPI1 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 = 37170 (1%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRA D+ +DIN I ST + +P T+ ID E+ + D YP LV E++ V
Sbjct: 2 IREAMKKDVTFILDI'YNDAILNSTAVYAYKPVTLENRIDWYEQKKADGYPILVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS+L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKEYRKNGVGSSLIEELITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNRWLDLAFYQ--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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVA-EVEGY 67
IR T DFA I HH+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 ++AVlI
Sbjct: 77 VMGFAYAGPYKPRAAYKHTVEDSI1Y IHPDHMGMGIGRALL ISTIDQARLQGYKQMMAVIG 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|zZP_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 4BAl]

ref|ZP_04108742.1] Phosphinothricin N-acetyltransferase [Bacillus thuringiensis
serovar monterrey BGSC 4AJ1]

ref|zZP_04251572_.1] Phosphinothricin N-acetyltransferase [Bacillus cereus 95/8201]

ref|ZP_04284481.1] Phosphinothricin N-acetyltransferase [Bacillus cereus ATCC 4342]

ref|zZP_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]AC026316.1] 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 4BA1l]
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 (65%), Gaps = 3/170 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+ +DIN I +T + +P T+ ID E+ +DYP V E++ V
Shjct: 2 IREATEKDVI1Y ILDI'YNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV +++ G+G++L L+ + + + +++A |
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEG 66
++IRP T AD++A+ |+ T F +P E L D +P+ A ++G
Shjct: 4  IDIRPTTEADLSAITAIYGQAVREGTATFELDPPDLAEMTRRFRALTDGDFPYFAAVLDG 63

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V G AYAGP++ R AY +TVE+++Y++ QR G+G L L+ + E +GF+ ++AVI
Sbjct: 64 QVVGYAYAGPYRPRPAYRFTVENSIYLAPASQRRG IGMRLMRQL IAACEEKGFRQMIAVI 123

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165

G N SVLHAG+ GT + GKGWD
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.
ldentities = 64/161 (39%), Positives = 88/161 (54%), Gaps = 2/161 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V+IR AT DMAAV 1 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 (650%), Gaps = 2/177 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++R  AD + +l Y+E +T F T Q++ D +  ++YP++V E +
Sbjct: 2 MNVRTVKLADAPTLLNIYKPYVERTTSTFEYNVPT IQDFEDRIANTLEKYPY IVIEEDNT 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + +R AY WTVE +VYVS + G+G LY+ + ++ Q ++A |
Sbjct: 62 ILGYAYAHEFNSRGAYKWTVEISVYVSQEARSRGIGKMLYSEIENILKKQNVVHITACIT 121

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA-PPRPVRPVTQI 183
N+ S+ HE +GY G + G+K GWD FW+ P+ P+ P+ +
Sbjct: 122 EENETSKKFHERMGYENVGLFKK1GFKSGKWLD-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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGW 68
IRAT D+A + DI N 1 +T + +P T + +D E+ + + YP + E++ V
Sbjct: 2 IREATKRDLAY ILDIYNDAILYTTAVYAYKPVTLENRVDWYEQKKAEGYP IFIYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS+  L+K + + + +++A |
Shjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKTYRKNG IGSSFMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--LELNGPENPI 168

>ref|zP_02948867.1] phosphinothricin N-acetyltransferase [Clostridium butyricum 5521]
ref|zZP_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
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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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+++R A + D  + +I1 Y+E + + F E T +E+ +++ +YP++V E + +
Sbjct: 1 MKLRVAKSEDAKQLVEI'YKFYVEKTDITFEYEVPTVEEFAQRIKKTLVKYPY IVLEKDDI 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA +K R AYDW+VE+++YV + G+G+ LY L+ + Q +V Al
Sbjct: 61 [I1LGYAYASAFKERKAYDWSVETSIYVKDGERGGGIGTLLYNELERYLIKQNIINVNACIT 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPVRPVTQI 183
PN S HE GY GYK G W D+ W F E P+ + +++
Sbjct: 121 HPNKKSELFHEKFGYKKVAHFTKCGYKFGVWKDM- IWMEKF I GEHKDKPKEI IEFSKL 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IR A D+ DI ++Y++ + VF E + +E+ + + +  YP+L+AE EG
Sbjct: 3  IKIRTAKVEDAEKLLDIYSYYVKKTAVTFEYEVPSVEEFQER IRHISSHYPYLIAEEEGE 62

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G +YA + R A+ W VE T+Y+ +R GLG +YT + + QG + V++I
Sbjct: 63 11GYSYADRLRPRAAFAWDVEMT I'YLKQD IRRNGLGRHMYTLMED ILREQGVVNAVSLIT 122

Query: 128 LPNDP----- SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
PD 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|zZP_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]|EENO2739.1] 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
IRAT D+A+DIN I +T + +P T+ ID E+ + + YP + E++ V
Sbjct: 2 IREATKRDLAY ILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFIYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS L+K  + + + +++A 1
Sbhjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKTYRKNG IGSLFMKEL IKIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--LELNGPENP1 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE 65
P+ + ATA DMAAV 1 H++ +F P T +E L ++Q+ PWLVA+
Sbjct: 6 PLMLTDATADDMAAVQQ I YTHHVLYGAASFEETPPTLEEMQQRLSKVQEAGLPWLVAKQA 65

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
+V G YA P++ R AY +TVE++VY++ Q G+G L + L+ E ++ ++A
Sbjct: 66 DLVVGYCYATPYRPRPAYRFTVENSVY IAEGQQGKGIGKALLSALIARFELGPWRQMLAT 125

Query: 126 1G--LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+G N S+ LH+ LG+++ GTL A G+tK G W D QR
Sbjct: 126 VGNAKENQGSLALHKKLGFSSVGTLSAVGFKLGEWRDTHIMQRTL 170

>ref|NP_267934.1] acyltransferase [Lactococcus lactis subsp. lactis 111403]
gb | AAKO5875.1]AE006407_11 acyltransferase [Lactococcus lactis subsp. lactis 111403]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ERA +D ++1 Y+E+ +F E T E+ +E++ RYP++VA
Sbjct: 1  MEFRLAKKSDAKRLLEIYKPYVEKTAITFEYEVPTIAEFEKRIEKIGSRYPY IVAIENDK 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG ++ R AYDW VE ++Y+ ++ G GS LY LL ++ ++ Al
Sbjct: 61 [11GYAYAGAYRERAAYDWVVELSIYLDENERQHGAGSALYQKLLTALSVLNYQRAYACIT 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183
PN SV H+ G+ G  AGYK W+ + + +R + ++ 4T +
Sbhjct: 121 YPNPASVAFHKKFGFEQIGLFPKAGYKFEQWYG IVWLERSLQTTDKVTAIKLLTDL 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 1 ++E +F PT E + +0 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 VGYSYASPWRPRPAYRYTLEESIY IDASMVGRG IGSRLLQAL IERCEQGPWRQLMAVIGD 130

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----- DFELP 171
G N S RLH LG+ G+LR+ G+K GGW D QR D+ LP
Sbjct: 131 GENNRGSTRLHRLLGFEVVGSLRSVGFKFGGWRDTL IMQRPLNQGDWTLP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++R  AD + +l Y+E +T F T Q++ D +  ++YP++V E +
Sbjct: 2 MNVRTVKLADAPTLLNIYKPYVERTTSTFEYNVPT IQDFEDRIANTLEKYPY IVIEEDNT 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + +R AY WTVE +VYVS + G+G LY+ + ++ Q ++A 1
Sbjct: 62 ILGYAYAHEFNSRGAYKWTVEISVYVSQEARSHGIGKMLYSEIENILKKQNVVHITACIT 121

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA-PPRPVRPVTQI 183
N+ S+ HE+GY G + GtHKGWD 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+ | + T F P E L + +P+L AE +G +
Sbjct: 6 IRPATSADLPAITAIYEQAVRFGTATFELTPPDLAEMTQRFATLTEAGFPYLAAEADGAL 65

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
AG AYAGP++ R AY +TVE+++Y+ R G+GS L L+ +GF+ ++AVIG
Sbjct: 66 AGYAYAGPYRPRPAYRFTVENSIYLDPAAHRRGIGSALLRDL IAGCTERGFRQMIAVIGD 125

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
N S+ LH G+ GT G+tK 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  ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVA 62
E V IRPA AD+ + | H++ T T +F + E LQ+  P++VA
Sbjct: 11 ESGAVAIRPAIEADLPTIVGIYAHHVRTGTASFEIDAPDLAEMTRRFHALQEAGMPYVVA 70

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
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E G + G AYAGP +AR AY TVE ++Y+ Q G+G+ L L++ +A+ FK +
Sbjct: 71 EAGGALLGYAYAGPHRARPAYRHTVEDSIYLDTAAQGRGVGTLLLEAL IRECQARDFKQM 130

Query: 123 VAVI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
VAV+ G N S +LH G+ GLAGYKGWD QR
Sbjct: 131 VAVVGGGRENPGSAKLHARCGFREVGVLEAVGYKFGRWLDCLLMQR 176

>ref|]YP_002235706.1] putative phosphinothricin N-acetyltransferase [Klebsiella
pneumoniae 342]
gb]ACI112185.1] 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ 1 A+ A+ +l H++ T+F TEP QE ++ L +Q R +PW VA
Sbjct: 1 MHIINAEEQHITAIRNIYAHHVLHGTGSFETEPPDTQEMLNRLRS I QSRGFPWYVALHGD 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y  ++ R+tAY +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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ 1 A+ A+ +l H++ T +F TEP QE ++ L +Q R +PW VA
Sbjct: 1 MHIINAEEQHITAIRNIYAHHVLHGTGSFETEPPDTQEMLNRLRS IQSRGFPWYVALHGD 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y  ++ RFAY +TVE+++Y+ +QR G+G L H LK E+QG++ ++AV+
Sbjct: 61 TVIGYCYISRYRERHAYRFTVENSIY IDPTYQRQGVGKALLNHALKWAESQGYRQMIAW 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 GCWUO00342_00100 [Shuttleworthia satelles
DSM

14600]

gb|EEP28759.1] hypothetical protein GCWUO0O0342_00100 [Shuttleworthia satelles DSM
14600]
Length = 195

Score = 107 bits (266), Expect

= Q9e-22, Method: Compositional matrix adjust.
Identities = 59/161 (36%), Positives =

84/161 (52%), Gaps = 7/161 (4%)
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Query: 8 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+E+RPAT AD + +1 Y+E + ++F TP ++ D + + DRYP+ VAE G
Sbjct: 7 1ELRPATPADAPRLLEIYRPYVEKTAISFELALPTPADFCDRIRAIMDRYPYYVAEEAGE 66

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + R AYD +VE ++Y+ GLG LY L++AG + Al
Sbjct: 67 [I1LGYAYASAFIHREAYDHSVEMSIYLDQAACGQGLGRALYERLERELAAMGVTNANACIA 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT D AA+ +1 +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++++ A1 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+ +DIN I +T + +P T+ ID E++DYP V E++ V
Sbjct: 2 VREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV  +++ G+G++L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--LELNGPKNPLE 169

>ref|NP_521958.1] phosphinothricin acetyltransferase protein [Ralstonia solanacearum
GM11000]
emb|CAD17548.1] probable phosphinothricin acetyltransferase protein [Ralstonia
solanacearum GM11000]
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 = 37164 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V +RPA AD+ A+ | H++ T T +F +P E + LQD  P+LVA+
Sbjct: 20 VVVRPARLADLPAIAAIYAHHVRTGTASFE IDPPDLAEMTRRFQTLQDTGMPYLVAQTGR 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+tRLH G+ G L GYK WDV 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 (65%), Gaps = 3/170 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
+R AT D+ +DIN I +T + +P T+ ID E++DYP V E++ V
Sbjct: 2 VREATEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV  +++ G+G++L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178

N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
MS ++ + IRA 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 VAEHDGKIVGYAYVSPFKERAAYAWAVETSIHYVDQNCKRMGIGKKLHSALEHCLKEMGIL 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]AB176675.1] acetyltransferase, GNAT family [Hyphomonas neptunium ATCC 15444]
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Length = 190

Score = 106 bits (265), Expect = le-21, Method: Compositional matrix adjust.
Identities = 62/159 (38%), Positives = 87/159 (54%), Gaps = 2/159 (1%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68
IR A ADM AV I H++ TS F P P+ + L P+LVAE +G+V
Sbjct: 20 IRDADDADMEAVQAIYAHFVLTSPATFEEVPPSLPEMKMRRAGVLASSLPFLVAEADGLY 79

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G YA P+++R AY TVE ++YVS G+GS L L+ EA ++ ++AV+G
Sbjct: 80 VGFCYASPYRSRAAYRHTVEDSIYVSEAFGGRGVGSALLGQL IARCEAGPWRQMLAVMGT 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

= le-21, Method: Compositional matrix adjust.
Identities = 59/160 (36%), Positives =

83/160 (51%), Gaps = 2/160 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V IRP D+AAV 1 HY+E F + ++W + R P+LVAE++G
Sbjct: 6  VTIRPCAGDDLAAVAAIYAHYVEHGVATFDEVAPSEEDWAGKRAD I AARGLPFLVAELDG 65

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VW+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 WD 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 = le-21, Method: Compositional matrix adjust.
Identities = 64/167 (38%), Positives = 93/167 (55%), Gaps = 3/167 (1%)

Query: 2  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60
SP P+ +R + AAD+ A+ | H+++ T +F +P T E E L RP+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 VAELDGELVGYAYCTPYRPRPAYRHTVEDSVYVKPGHAGHGIGGRLLAAL IERCTAGGWR 122

Query: 121 SVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
++AV+G N S+ LH + G+ GTLR+ GYK G W D QR
Sbjct: 123 QMLAVVGDSRNAASLALHASQGFHPAGTLRSVGYKFGAWRDTVLMQR 169

>ref|zZP_04579325.1] conserved hypothetical protein [Oxalobacter formigenes OXCC13]
gb]EEO030298_1] conserved hypothetical protein [Oxalobacter formigenes OXCC13]
Length = 188

Score = 106 bits (265), Expect = le-21, Method: Compositional matrix adjust.
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Identities = 62/175 (35%), Positives = 90/175 (51%), Gaps = 2/175 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRA D A+ +I YIET +F E T E+ + + YPLVEEGYV
Sbjct: 2 IRFARPDDSVAILEIYGAY IETP-1TFECELPTESEFSKRMADISAFYPCLVCEEEGKVI 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 ++++ + PPV + |1
Sbjct: 121 NEKSESLHKAMGFSVAGTYHHAGFKDGKWRDVTWFEKAIAPYDSYPEPVWSIGSI 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

= le-21, Method: Compositional matrix adjust.
Identities = 56/159 (35%), Positives =

84/159 (52%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR A D+ +DIN I'TT F EQ+ + E+ RYP VAE +G +A
Sbjct: 3 IREAVKEDLPDILDIYNEAIRTLTATFDLEEQSLEHRTAWFEKYGGRYPLTVAEEDGQIA 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G GP++ + AY+ T E +W+S R + G+G L +L +  + 4+ +
Sbjct: 63 GYCSIGPFRDKQAYEKTAELSVY ISSRFRGKGIGKGLVEDMLSRAASLDYHTIISGLTAG 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
N+ SVRLHE LG+ G + G+K G WDV F+Q F
Sbjct: 123 NEASVRLHERLGFHY IGIFKEVGFKFGEWQDVLFYQYFF 161

>ref|NP_688817.1] phosphinothricin N-acetyltransferase [Streptococcus agalactiae
2603V/R]
ref|NP_736302.1] hypothetical protein ghsl1868 [Streptococcus agalactiae NEM316]
ref|ZP_00780138.1] acyltransferase [Streptococcus agalactiae 18RS21]
ref|zZP_00790430.1] phosphinothricin N-acetyltransferase [Streptococcus agalactiae
515]
emb |CAD47527.1] Unknown [Streptococcus agalactiae NEM316]
gb]EA063273.1] acyltransferase [Streptococcus agalactiae 18RS21]
gb]EAO070837.1] phosphinothricin N-acetyltransferase [Streptococcus agalactiae 515]
Length = 163

Score = 106 bits (265), Expect = le-21, Method: Compositional matrix adjust.
Identities = 51/157 (32%), Positives = 84/157 (53%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP +D + | 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 1 LP
Sbjct: 63 GYAYASTYYARAAYDWTCELSIYLDKDARSKKIGSQLYDTLEKELVNQGYVNLLACISLP 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
ND S+ H+ G+ G+K  WHD+ + Q+
Sbjct: 123 NDISIAFHKKRGFNQVAHFPK IGFKFEQWHDIVWLQK 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 = le-21, Method: Compositional matrix adjust.
Identities = 52/184 (28%), Positives = 96/184 (52%), Gaps = 1/184 (0%)

Query: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
M + + RAT D + +I Y+E +T+ F E + +E+ + + ++ + YP++
Sbjct: 1 MKLKNEDL I FRFATENDAKEILEIYRPYVENTT ITFEYEVPSVKEFKERIMKILEEYPYI1 60

Query: 61 VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 120
VE+ + GAYA +R AY W E ++Y + + G+G LY L++ ++ Q
Sbjct: 61 VCEYDKKIIGYAYAHRVWSRAAYQWDAELSIYTNENYSGNGIGKKLYKMLMEILKLQNVV 120

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD-FELPAPPRPVRP 179
+V 4+ 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|EFWO5667.1] phosphinothricin N-acetyltransferase [Coprobacillus sp. 29 1]
Length = 187

Score = 106 bits (265), Expect = le-21, Method: Compositional matrix adjust.
Identities = 53/154 (34%), Positives = 79/154 (51%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IR AT+ D ++ | +Y++ + + F +  +E  + +YP+LVA G
Sbjct: 1 MKIRIATSKDAKSIQKIYAYYVQNTNITFEYDAPNFEE IERRINNTLHQYPYLVAIENGE 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA + AR A+DW E ++Y+ R GG+ LY LL ++ K+v A 1
Sbjct: 61 VIGYAYASRYSARKAFDWDCELSIY IKDGLSRKGCGTRLYKTLLSLLKKMNVKNVYACIT 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 = le-21, Method: Compositional matrix adjust.
ldentities = 55/149 (36%), Positives = 76/149 (51%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR D A+ DI NHYI ST F P +E + L +P+ V E EG +A
Sbjct: 2 IRKVELQDAHALADI'YNHY IAHSTATFDIRP IGEEEMRKRIATLSACHPYFVCEEEGKIA 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA PWK ++AY T+E+TVY++ +R G+G+ L L+ S++A 1
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 = le-21, Method: Compositional matrix adjust.
Identities = 54/161 (33%), Positives = 83/161 (51%), Gaps = 4/161 (2%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR D A+ 1 NHYI +T+ F EP + +E ++ + ++YP+ V E EG +A
Sbjct: 2 IRKVRKEDTPAITAI'YNHY IAHTTI TFELEPVSEEEMWTR IQAISEKYPYFVYETEGQIA 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G Y WK+ AY+ + E+T+Y++ H G+G L HL++ G +++A 1
Sbjct: 62 GYCYVHGWKEKAAYNQSAETTIYLAPSHTGKGIGKELMLHLIEECRRYGLHALIACITEG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170
N+ S LHE LG+ R GKGW + D+EL
Sbjct: 122 NEASYALHEKLGFEKVSYFREVGRKFGKWLGI----VDYEL 158

>ref|ZP_02868381.1] hypothetical protein CLOSPI_02223 [Clostridium spiroforme DSM
1552]
gb|EDS73798.1] hypothetical protein CLOSPI1_02223 [Clostridium spiroforme DSM 1552]
Length = 195

Score = 106 bits (264), Expect = le-21, Method: Compositional matrix adjust.
Identities = 50/154 (32%), Positives = 82/154 (53%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+1 PA D +DI Yl ++F T +E+ +E  +YP+LVA+ + +
Sbjct: 15 IKIEPAKKEDARRLLDIYTPY ILNTAITFEYTIPTVEEFEQRIENTLIKYPYLVAKKDDL 74

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AY +K R AYDW VE+++Y+ ++ LG+G LY LK +Q ++ Al
Sbjct: 75 I1VGYAYTSAFKNRAAYDWAVETSI1Y IDMNYRGLGIGKLLYDELEKITKLQNILNMNACIA 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 AUO0158]
gb]EAY70698_1] hypothetical protein BDAG_03502 [Burkholderia dolosa AU0158]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFR-TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
V +R AT AD+AA+ I H++ S +F TP + 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 LHAG+ 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
VIRPAT AD A+ | Y+ ++F EPT++ + 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+
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 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IRPA AAD+ A+ | + TT F P E E L +P+LVA + \%
Sbjct: 28 IRPAAAADLPAITAIYADAVRTGTATFELTPPDLAEMTRRFETLAGGGFPYLVALLGDRYV 87

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
AG AYAGP++ R AY +TVE++VY+ R GLG+ L L+ EA+GF+ ++AVIG
Sbjct: 88 AGYAYAGPYRPRPAYRFTVENSVYLDPLAHRRGLGTALLHEL IAQCEARGFRQMIAVIGD 147

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
N SV +H G+ G R GtKGWD QR
Sbjct: 148 STNAGSVAVHRKSGFDL IGVHRNVGFKFGRWLDTVMMQR 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
IRAT D+A+DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATIKDLAFILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV  +++ G+G++L  L++ + + + +++A 1
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 ENEKSIALHQNYGFVPAGI IKKAGYKFDKWLDLAFYQ--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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T+ ID E+ + + YP V E++ V
Sbjct: 2 IREATKRDLAY ILDI'YNDAILYTTAVYAYKPVTLENRIDWYEQKKAEGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV +++ G+G++L L++ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKDYRKNGIGTSLMKTLIEIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LH+ G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFIHAGT IKKAGYKFNKWLDLAFYQ--LELNGPENPI 168

>ref|YP_775946.1] GCN5-related N-acetyltransferase [Burkholderia ambifaria AMMD]
gb]AB189612.1] 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-- YPWLVAEV 64
+R AT +D+AA+ | 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 DGRIAGYAYATPYRTRSAYRHTIEDSIYIDDAQRGRGIGRALLAAL IARCETGPWRQMIA 145

Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-——-- ELPAPPRPV 177
VI S LHAG+AG L+A G+tKHG W D QR LPA P PV
Sbjct: 146 VIADGGTGGSTSLHRAFGFEAAGVLKAVGFKHGRWIDTALMQRALGDGARTLPASPEPY 204

>ref|ZP_04228286.1] Phosphinothricin N-acetyltransferase [Bacillus cereus Rock3-29]
ref|zZP_04245710.1] Phosphinothricin N-acetyltransferase [Bacillus cereus Rockl-3]
gb]EEL22604.1] Phosphinothricin N-acetyltransferase [Bacillus cereus Rockl-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
IRAT D+A+DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATKRDVAY ILDIYNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A G ++A AY +++E +VYV  +++ G+GS+L L+ + + + + +++A 1
Sbjct: 62 VGFATFGSFRAWPAYKYSIEHSVYVDKEYRKNGIGSSLMEKL IATAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
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N+ S+ LH+ G+ GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IQKAGYKFNRWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRAT D ++ 1 Y+ +T+ F EP T +E D + ++YP+LVA EG
Sbjct: 3 ITIRIATVEDAESIQKIYAPYVLNTTITFELEPPTVKEMADRIRHTLEKYPYLVAVEEGE 62

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWVAVIG 127
V G AYAG R AYD + E ++Y+ R + G+G LY L+ + ++ 1
Sbjct: 63 VIGYAYAGTLYDRRAYDHSAELSIY IDDRKRHKGIGHLLYNALIDYLIRMNITNLYGCIT 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--—-- YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRSRSAYRYAIEDSIYVSEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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
IRAT D+A+DIN I +T + +P T+ ID E+ + + YP V E++ V
Sbjct: 2 IREATKKDLAY ILDIYNDAILYTTAVYAYKPVTLENKIDWYEQKKAEGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A G ++ AY ++VE +VYV  +++ G+GS+L  L+K + + + +++A |
Sbhjct: 62 VGFATFGLFRTWPAYKYSVEHSVYVDKAYRKNG IGSSLMKEL IKIAKEREYMTLIAGIDA 121
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Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LH+ G+ GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNKWLDLAFYQ--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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66
+IRA D + 1 +Yl+ +F + T+E+ +E+ +YP+L+ EE G
Sbjct: 1 MKIRLANVEDTLPILKIYSQY IDMP-ITFEYKLPTEEEFKKRIENITKKYPYLLCEDESG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+ G AYA + R AY+W E +VY+ + G+G L ++ ++ QG +++ + +
Sbjct: 60 KIIGYAYANKFMEREAYNWNTELSVY IDNSSTSKGIGKKLCY I'FIDILKYQGIRNIYSKV 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
IRAT D+ +DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IRDATEKDVTY ILDI'YNDAILNTTAVYAYKPVTFKNRIDWYEQKKADGYP IFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E ++YV+ ++ G+G++L L+ + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSIYVNKEYRNRGIGTSLMKELIATIAREREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENERSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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]|EA073362.1] phosphinothricin N-acetyltransferase [Streptococcus agalactiae
cJB111]
gb|EAO078504.1] phosphinothricin N-acetyltransferase [Streptococcus agalactiae
H36B]
Length = 163

Score = 105 bits (262), Expect = 2e-21, Method: Compositional matrix adjust.
ldentities = 50/157 (31%), Positives = 84/157 (53%)
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Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP +D + 1 Y+ +T+F + + E+ + ++ + +P+LVAE G +
Sbjct: 3 IRPVLPSDAKELLAIYAPYVTDTTITFEYDIPSISEFTNRIKNISKSFPYLVAEENGKIL 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + AR AYDWT E ++Y+ + + S LY LK+ +QG+ +++A 1 LP
Sbjct: 63 GYAYASTYYARAAYDWTCELSIYLDKDARSKKISSQLYDTLEKELVSQGYVNLLACISLP 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166

ND S+ H+ G+ G+K  WHD+ + Q+
Sbjct: 123 NDISIAFHKKRGFNQVAHFPKIGFKFEQWHD IVWLQK 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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IR A D AA+ + +Y+E + VF + + +E+ + ++++YP+L+AE +G
Sbjct: 1 MKIRMAEEKDAAALLAVYAYYVEQTAVTFEYKVPSTEEFTRRMRSVKEKYPYLMAEEDGE 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
vV G AY +K R AYDW VE+TVYV + + G+G LY L+ ++Q ++ Al
Sbjct: 61 VCGYAYVSAFKDRAAYDWAVETTVYVDRQKRSFGVGRRLYETLEEILKLQNIINLNACIA 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
PN S+ HE +GY G GYK G W+D+ + ++ P P PV +1
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IR AT D A+ +l +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 ++ Al
Sbjct: 61 VIAYAYAGIFYDRRAYDWSAEMSVYVQRG IHGKGVGTALYEKMEELLKKQNIVNLFACIT 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
PN S HAGY + GYK G W D+ + Q+
Sbjct: 121 HPNAESEAFHAARGYEKKAHFEQCGYKLGKWWD IVWMQK 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 = 37162 (1%)
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Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-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 LLGYAYAGPYRPRPAYNWMVEDT IYLAREARGQGLGTLLLADLIARSEALGFRQMIAVIG 126

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
G N+ S+tRtH 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68
+R AT AD+AA+ 1 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 AGYAYATPYRPRHAYRYTVEDSIYIDDAQRGRGIGRALLAAL IARCEAGPWRQMIAVIAD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
V IR A AD AA+ 1 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
Sbjct: 66 I1IGYAYASQFKERSAYDWAVETSVYVSGDARRTGAGSLLYEALENYLRROQNVINVNACIA 125

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
PN S+ HE GY G GYK G W D+ W PP +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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
IRAT D+A+DIN I +T + +P T+ ID E+ +DYP V E++ V
Sbjct: 2 IREATKRDVAY ILDI'YNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY ++VE +VYV  +++ G+GS+L L+ + + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSVEHSVYVDKEYRKNGVGSSLIEELITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
N+ S+ LH+ G+ GT++ AGYK W ++ F+Q EL P P
Sbjct: 122 ENEKSIALHQNYGFVHAGT IKKAGYKFNRWLNLAFYQ--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 IRPATAADMAAVCDIVNHY IETSTVNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGW 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

ucciis]
ref|zZP_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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 68
+IR D + 1 Y+E + + F T +E+ + + + +YP++VAE++G +
Sbjct: 5 KIRLVNLNDAERILQIYRPYVENTAITFEYTVPTLEEFKNRIASIVKKYPYIVAEIDGKI 64

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA +K R AYDWHVE+++YV + GLG LY L ++ QG +V Al
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
+++

Sbhjct: 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEGVV 68
+R T D+ +DIN I +T + +P T+ ID E++DYP V E++ V
Sbjct: 2 VREETEKDVIYILDIYNDAILNTTAVYTYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV +++ G+G++L L+ + + + +++A |
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVDKEYRKCGIGTSLMRALITIAKEREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
++RA +D + DI +Y+E + + F + + +E+ + + + +YP+LV E +G
Sbjct: 5 ITVRNAKLSDAPRILDIYTYYVENTVITFEYDVPSLEEFENRMIDIMKKYPYLVIERDGR 64

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+G YA + RAYDW E T+Y+ H ++ GLG LY L ++ G ++ A IG
Sbjct: 65 [1EGYTYAHAFVGRAAYDWASELT1YLDHNAKKYGLGRKLYEALADRLKDMGVLNLYACIG 124

Query: 128 LP-——---- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRP 179
P N S + HE LG+ GT GYK  W+D+ + ++ E PV+P
Sbjct: 125 YPKVEDEYLNKNSAQFHEHLGFRLCGTFENCGYKFNRWYDMIWMEKI IGEHTDDQAPVKP 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 YVTDTAISFEEVPPSDAVLAERIQTAAHRHAWLVAEDGGE ILGYAYAAPWKSRTAYQWAC 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
Sbhjct: 141 YRRIGYKLGSWHDVTHFQ 158

>ref|ZP_00785183.1] phosphinothricin N-acetyltransferase [Streptococcus agalactiae

COH1]

gb]EAO076097 .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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP  +D + I Y+ +T+F + + E+ + ++ + +P+LVAE G +
Sbjct: 3 IRPVLPSDAKELLATIYAPYVTDTTITFEYDIPSISEFTNR IKNISKSFPYLVAEENGKIL 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + AR +YDWT E ++Y+ + +GS LY L K+ QG+ +++A 1 LP
Sbjct: 63 GYAYASTYYARASYDWTCELSIYLDKDVRSKKIGSQLYDTLEKELVNQGYVNLLACISLP 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
ND S+ H+ G+ G+K  WHD+ + Q+
Sbjct: 123 NDISIAFHKKRGFNQVAHFPKIGFKFEQWHD IVWLQK 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
IRAT D+tA+DIN 1 +T + +P T+ ID E+ + D YP V E++ V
Sbjct: 2 IREATKRDVAY ILDI'YNDAILYTTAVYAYKPVTLENRIDWYEQKKADGYPIFVYELDNKV 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 ENEKSIALHQNYGFVHAGT IQKAGYKFNRWLDLAFYQ--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 TAISFETVPPDEAQMAARIGKNQPVLPWLVHESGGSVTGYAYAGPHRERAAYRWSVDAAL 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 PAPP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+E+RPA° D A+ I NH IE ST + PQ+P E L +R VAEVEG
Sbjct: 1 MEVRPARPGDAEAIRAIRNHAIEHSTALWTQTPQSPAEGAAWLAAHLERGSAFVAEVEGE 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWWAVIG 127
VAG A GPW+ + Y TV+ +VYV LG+GS L T L+ S G ++A 1
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.
ldentities = 61/171 (35%), Positives = 85/171 (49%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT D A++ |1 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 Al P
Sbjct: 62 GYAYAHRYKERAAYQWDVELSVYVNKDVHGKGIGSMLYEVLFILLKKQQVHHAYACITSP 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180
N S R+HE LG+ GYK WDV + ++ 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 (63%), Gaps = 8/170 (4%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR T D+ A+ 1 ++E +F PT 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 VGYCYASPWRARPAYRYTLEESIYIDASMVGRGIGSRLLQAL IERCEQGPWRQLMAVIGD 148

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR----- DFELP 171
G N S RLH LG+ G+LR+ G+K GGW D QR D+ LP
Sbjct: 149 GENNRGSTRLHRLLGFEVVGSLRSVGFKFGGWRDTL IMQRPLNQGDWTLP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64
+EIR D+A + DI N YIE + F P TP Q+W +Y VA
Sbjct: 1 MEIRTGKLEDVAG ITDIFNFY 1EHTNARFEEVPFTPENRQKWFSQFSS-TTKYQLYVATK 59

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GV+ G A + ++A +A+D TVE TVY++ + GLGS LYT L S+ AG 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|EDTO7414.1] 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGW 68
IR AT AD+ A+ | 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 AGYCYATPYRPRAAYRNTIEDSIYVSDAYRGRGLGRVLLQAL IERCEAGPWRQMVAVIAD 140

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+ S+ LH+ LG+  GTL+A G+KHG W D QR
Sbjct: 141 GGSGGSLSLHQQLGFEL IGTLKAVGFKHGRWLDSTLMQRTL 181

>gb|ADJ78841.1] Phosphinothricin N-acetyltransferase [Lactobacillus salivarius CECT
5713]
Length = 195

Score = 104 bits (260), Expect = 4e-21, Method: Compositional matrix adjust.
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Identities = 57/183 (31%), Positives = 93/183 (50%), Gaps = 8/183 (4%)

Query: 9 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEGVV 68
+IR D + 1 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 Al
Sbjct: 65 MGYAYANTFKNREAYDWSVETSIYVDENSRGKGLGLQLYRALENLLKKQGVLNVNACITN 124

Query: 129 PNDP------—- SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPV 180
P+ S+ HE LGY GT  +GYK W D+ + ++ E P V +
Sbjct: 125 PSKESKYVTKGSILFHEKLGYRHVGTFHNSGYKFDEWFDMSWMEKSLGEHNLKPGKVIEL 184

Query: 181 TQI 183
+++

Sbhjct: 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  MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPW 59
MP P+ IR+ AD+ A+ 1 H+++ T +F +P + QE L+ P+
Sbjct: 1 MPPSAAPILIRDSVDADLPAIKSIYAHHVQHGTASFELDPPS IQEMRQRRAAVLEKDMPY 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  VRRATLNDLEAIMATYNHAILHTATVYTYEPTHIEERRQWLAEKQR--DGYPVFVYENEG 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG A GP++ AY +T+E ++YVS +R G+ S L T +++ A G++++VA |
Sbjct: 63 TVLGFATYGPFRNWPAYQYTIEHSIYVSPDARRQGVASQLLTVV IEDATANGYQTIVAGI 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER----- LQDRYPWLVA 62
+ +R +T D+ A+ DI ++++  +++ EP DDL+R L+ R P +VA
Sbjct: 8  11VRHSTEVDVPAMVDIYAYHVQNGLGDYQPEPLRD----DDLKRRRKAMLKRRLPHIVA 63

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
E+ GV 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 1CYVDSANGPSLRLHESTGFERMGVLKSVGFKFGHWTDTVLLQR 167

>ref|ZP_02406525.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei
DMO8]
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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVSEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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 =

897161 (55%), Gaps = 2/161 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-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 = 37169 (1%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEGVV 68
IRAT D+ +DIN 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 |
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVNKEYRNRGIGTSLMKEL IAIAREREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGW 68
IR AT AD+ A+ | 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 AGYCYATPYRPRAAYRHTIEDSIYVSDAYRGRGLGRVLLQAL IERCEAGPWRQMVAVIAD 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]ACD0O5748.1] 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 = 97167 (5%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT DA + +I Y+E + VF E E+ ++ + +YP+LVAE G ++
Sbjct: 6 IRIATRRDAAKLLEI'YAPYVEKTAVTFEYEVPAVTEFEKRIDHVLGKYPYLVAERAGDIS 65

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYAG +K R AY W VE+TVYV +++6 G LY LK+ Q ++ A1l 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
VHRA D + 1 Y+ ++F P TPE+ + ++ + +P+LVAE++G
Sbjct: 7  VRVRLARIEDAEELAAIYEPYVRETAITFEYVPPTPAEFAERMRKTMEFFPYLVAELDGR 66

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG +K R AYDW VE+++YV+ H G+G L+ L +++ AQG ++ A1
Sbjct: 67 LVGYAYAGTFKGRPAYDWAVETSIYVAQGHAGEGIGCALHDALERALAAQGVLNMYACIA 126

Query: 128 LPNDP----——-- SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF---—-- ELPAP 173
+P+ S HE +GY G G+K G WH++ + ++ + P
Sbjct: 127 VPDGEDDETLTRNSQHFHEHMGYRLVGEFCRCGFKGGRWYNMVWMEKMLGEHRADQPPVT 186

Query: 174 PRPVRPVTQI 183
PP 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDL-ERLQDRYPWLVAEVEGVV 68
IRAT D+ +DIN 1 +T + +P T+ ID ++ + YP LV E++ +
Sbhjct: 2 IREATEKDVI1Y ILDI'YNDAILNTTAVYTYKPVTLENRIDWYGQKKAEAYP ILVHELDNKI 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G A GP++A AY +++E +VYV+ ++ G+G++L L+ + + +++A 1
Sbjct: 62 VGFATFGPFRAWPAYKYSIEHSVYVNKEYRNRGIGTSLMKELIAIAREREYMTLIAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 177
N+ S+ LHE G+  GT++ AGYK W D+ F+Q EL P P+
Sbjct: 122 ENEKSIALHENYGFVHAGT IKKAGYKFNKWLDLAFYQ--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 = 937167 (55%), Gaps = 3/167 (1%)

Query: 2  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60
+P P+ +R AT D+ A+ | 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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68
+R AT AD+ A+ 1 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 AGYAYATPYRTRSAYRFTIEDSIYIDDAQRGRGIGRALLAAL IERCEAGPWRQMIAVIAD 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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR + D A+ DI NY+ S F TEP +E + +  YP+LV \
Sbjct: 2 IRNVSLRDAKAITVDIYNEYVVNSVATFETEPLRVEEMEGR IAGISASYPYLVYVDHDEVV 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA WK + AY +T+E+TVY+S R++ G+G L L++ A G+ +++A 1
Sbjct: 62 GYCYAHAWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LHE LG+ G KGW 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+ 1 H++ S +F P E + L+ P+LVAE +G V
Sbjct: 9 VRDATDADLAAI1QAIYAHHVRHSVASFEEVPPDVAELAARRDAVLRHGLPYLVAECDGRV 68

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
AG AYA P++ R+AY +TVE ++Y+ + G+G L L+ EA ++ ++A 1
Sbjct: 69 AGYAYATPYRPRHAYRYTVEDSIYIDDAQRGRGIGRALLAAL IARCEAGPWRQMIAAIAD 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  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60
+P P+ +R AT D+ A+ | 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
V+R AT AD + DI Y+ S ++F + + +E+ + + + +YP++VA
Sbjct: 10 VTMRMATKADAKE ILDIYEPYVRNSAISFEYDVPSIEEFTERINNILKKYPY IVAVDNNQ 69

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AY +K R AYDW VE+T+Y+S + G+G LY LK+ Q ++ A
Sbjct: 70 1IGYAYVSSFKERVAYDWAVETT I'YLSQDCRGKGVGKKLYLALEKILKRQNIINLNACIA 129

Query: 128 LP-——---- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRP 179
+ S+ HE LGY GYK G W+D+ + ++ E P+PV P
Sbjct: 130 YTTTDNAYLTNASMYFHENLGYRKVAHFTKCGYKFGNWYDMIWMEK I IGEHSENPKPVIP 189

Query: 180 VTQIl 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+ 1 YI' T +F E +P+E+ D + + YP+LV E G
Sbjct: 3 LRLATPMDAPALVGIYGQY IHTP-I1TFEYELPSPREFQDRITHTLEGYPYLVWEENGTPV 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 WDV +++ D E PP+ 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 (653%), Gaps = 11/175 (6%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGW 68
IRP+ D+ A+ | H++ T FTEP + + + L P+LVAE +G +
Sbjct: 4  IRPSRDEDLPAITAIYGHHVLHGTGTFETEPPSLADMTARRADVLSKGLPYLVAEEDGRI 63

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
AG AY +K R AY ++VE ++Y++ R GLG L TLL EA G + ++A+IG
Sbjct: 64 AGFAYGNWFKPRPAYRYSVEDSIYLAPDLHRKGLGRALLTALLAHCEAVGIRKMMATIIGD 123

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----—-——-- ELPAP 173
N SV +H ALG+T G + + G+tK G W D+  Q+ ELPAP
Sbjct: 124 SANAGSVGVHLALGFTQVGIVESCGWKFGAWRD IV IMQKTLGVGDTQPPTELPAP 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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+ RGG LY LL + +G++ LPN S LH A+G+ G
Sbjct: 84 EVSVYLEQGSVRRGGGKALYAALLARLAERGYRRAFGGYTLPNPASESLHRAMGFRLCGY 143

Query: 148 LRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179

R G+KHG W DV + QRD + PP 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
IRPAAD A+ | H++ T F P TP E + DR P++VAE+ \%
Sbjct: 3 I1RPAQAGDADALAAIYGHHVLTGFGTFEEVPPTPAEMERRRAAVADRGLPYVVAELGRKV 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]AC070893.1] 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 GV
Sbjct: 6 IRLATEADLAAINATYNHYVEHSTCTYQLAPESEAARLAWFYRHGAAHPVTVAEAAGEVL 65

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
GA + R AY TVE++VY+ HH R GLG + L+ A +++A 1
Sbjct: 66 GWASLNVFNPREAYARTVENSVY IHHEHHRRGLGRAMLADL IARARALDHHTITAGISAE 125

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
S+RLH G+ G LR G+KHG W DV
Sbjct: 126 QTASIRLHLGFGFEEIGRLRQVGFKHGQWLDY 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 NY+ S F TEP +E + + YP+LV + V
Sbjct: 4 IRNVSLRDAKATVDIYNEYVVNSVATFETEPLRVEEMEGRIAGISASYPYLVYVDQDEVV 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 1
Sbjct: 64 GYCYAHTWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 123

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LHE LG+ G K G WDV D+EL P
Sbjct: 124 NEASYSLHEKLGFRKVSHFEKVGLKFGRWLDV----VDYELIIKP 164

>ref|ZP_05287381.1] phosphinothricin N-acetyltransferase, putative [Bacteroides sp.
217]
Length = 165

Score = 103 bits (257), Expect = l1le-20, Method: Compositional matrix adjust.
Identities = 58/165 (35%), Positives = 83/165 (50%), Gaps = 4/165 (2%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR + D A+ DI NY+ S F TEP +E + + YP+LV + V
Sbjct: 2 IRNVSLRDAKAITVDIYNEYVVNSVATFETEPLRVEEMEGR IAGISASYPYLVYVDQDEVV 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA WK + AY +T+E+TVY+S R++ G+G L L++ A G+ +++A 1
Sbjct: 62 GYCYAHTWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LHE LG+ G KG WDV 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

= le-20, Method: Compositional matrix adjust.
Identities = 56/160 (35%), Positives =

91/160 (56%), Gaps = 6/160 (3%)

Query: 6 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEV 64
R VEIR A AD+AA I N+YI + + F TE E + +++ L+ YP++V E
Sbjct: 3 RGVEIRDA--ADIAA---1YNYYIRET I I TFETEEIDTAEMENRIKKILEAGYPFIVHEE 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 VVSYPNLASQRLHESVGFEKAGV IKEAGKKFGKYIDVEFW 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

= le-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 1 +T + +tE WD E+ +D P LV E +
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Sbjct: 2 IREATEKDLADILEI'YNDAILNTTA1YDYTAHNLEERKQWFD--EKKKDGCPLLVFEKDD 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
GA G ++ A+ +T+E +VYV ++ LG+G L L+ + + ++VA 1
Sbjct: 60 KAVGFATYGSFRTYPAFKYTIEHSVYVHKNYRNLGIGKILLKEL IDAANRDEYATMVACI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179
ND S+++HE G+ GT+ AGYK G WD+ 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
pseudomal lei MSHR346]

gb|EEP50502.1] phosphinothricin N-acetyltransferase (PPT N-acetyltransferase)
(Phosphinothricin-resistance protein) [Burkholderia
pseudomal lei MSHR346]
Length = 247

Score = 103 bits (257), Expect = l1le-20, Method: Compositional matrix adjust.
Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--—-~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 187

Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166

VI S LH ALG+ GTLR G+KHG W D QR
Sbjct: 188 VIADGGRGGSTSLHRALGFEP IGTLRGVGFKHGRWIDTALMQR 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 = l1le-20, Method: Compositional matrix adjust.
Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR- -~~~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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 = l1le-20, Method: Compositional matrix adjust.
Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%)
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Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-—--- YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 187

Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
VI S LH ALG+ GTLR G+KHG W D QR
Sbjct: 188 VIADGGRGGSTSLHRALGFEP IGTLRGVGFKHGRWIDTALMQR 230

>ref|ZP_02493429.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei
NCTC 13177]
Length = 247

Score = 103 bits (256), Expect = l1le-20, Method: Compositional matrix adjust.
Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 187

Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
VI S LH ALG+ GTLR G+KHG W D QR
Sbjct: 188 VIADGGRGGSTSLHRALGFEP IGTLRGVGFKHGRWIDTALMQR 230

>ref|ZP_02451118.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei
91]
Length = 247

Score = 103 bits (256), Expect = l1le-20, Method: Compositional matrix adjust.
Identities = 60/163 (36%), Positives = 90/163 (55%), Gaps = 10/163 (6%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-- YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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
406¢€]

gb]|EDO87006.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei
406¢€]
Length = 247

Score = 103 bits (256), Expect

= le-20, Method: Compositional matrix adjust.
Identities = 60/163 (36%), Positives =

90/163 (55%), Gaps = 10/163 (6%)



Query: 10
Sbjct: 72
Query: 65
Sbjct: 128
Query: 125

Sbjct: 188
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IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTPQEW I DDLERLQDR-—-—- YPWLVAEV
+R AT D+ A+ | H++ T +F P+  +DDL  ++ P+LVAE+
VRDATEHDLEA1QAT YAHHVL TGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL

EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA
+GVVAG AYA P++ R+AY + +E ++YV+ + G+G L L+ EA ++ ++A
DGVVAGYAYATPYRPRSAYRYAIEDS 1 YVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA

VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
VI S LH ALG+ GTLR G+KHG W D QR
VIADGGRGGSTSLHRALGFEP IGTLRGVGFKHGRWIDTALMQR 230

64

127

124

187
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>ref|YP_337680.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei

1710b]

ref|YP_001075309.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei

ref|ZP_02474788.1] phosphinothricin

1106a]

B7210]

N-acetyltransferase [Burkholderia pseudomallei

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

ref|ZP_04899563.1] phosphinothricin
gb]ABA53754 1] phosphinothricin

gb|ABN94562.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei

gb| ED0933
gb|EDS825

gb|EES207

Score =

Identities = 60/163 (36%), Positives

Query: 10
Sbjct: 72
Query: 65
Sbhjct: 128
Query: 125

Sbjct: 188

Pasteur 52237]
S13]
1710b]

1106a]

71.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei

Pasteur 52237]

75.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei

$13]

66.1] phosphinothricin N-acetyltransferase [Burkholderia pseudomallei

1106b]
Length = 247

N-acetyltransferase [Burkholderia pseudomallei

N-acetyltransferase [Burkholderia pseudomallei

103 bits (256), Expect = le-20, Method: Compositional matrix adjust.

IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTPQEWI DDLERLQDR---~- YPWLVAEV
+R AT D+ A+ | H++ T +F P+  +DDL  ++ P+LVAE+

VRDATEHDLEAI1QAIYAHHVLTGVASFEETPPS----VDDLRARREAVRRHGLPYLVAEL 127

EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124

+GVVAG AYA P++ R+AY + +E ++YV+ + G+G L L+ EA ++ ++A

DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 187

VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
Vi S LH ALG+ GTLR G+KHG W D QR
VIADGGRGGSTSLHRALGFEP IGTLRGVGFKHGRWIDTALMQR 230

90/163 (55%), Gaps = 10/163 (6%)

64

>ref|ZP_07894787.1] phosphinothricin acetyltransferase [Enterococcus italicus DSM

gb|EFU75064.1] phosphinothricin acetyltransferase [Enterococcus italicus DSM

15952]

15952]
Length = 185



Dow AgroSciences LLC
Study ID: 110331
Page 141
Score = 103 bits (256), Expect = l1le-20, Method: Compositional matrix adjust.
Identities = 57/172 (33%), Positives = 88/172 (51%), Gaps = 2/172 (1%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV-EGW 68
+RA D+A+ | Y+E+ +F + + E+ ++ +Q RYP+LV E EG +
Sbjct: 8  VRSAELTDVAELLRIYTPYVEKTAITFEYDVPSIDEFTQRVKTIQQRYPYLVCESSEGEI 67

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA +K R AYDWTVE+++Y+ + GGSLY L+ ++0Q ++A 1
Sbjct: 68 VGYAYASTYKGRTAYDWTVETSIYMDQSLKGRGGGSVLYHALEEQLKKQNVYVLLACITA 127

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRP 179

N SV H Y GYK+G W DV + Q++ + + PP P
Sbjct: 128 GNAESVGFHGKFAYREVAYFPNLGYKNGEWLDVLWMQKELQP IQGSPNPFIP 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

= le-20, Method: Compositional matrix adjust.
Identities = 60/163 (36%), Positives =

90/163 (55%), Gaps = 10/163 (6%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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

= le-20, Method: Compositional matrix adjust.
Identities = 60/159 (37%), Positives =

89/159 (55%), Gaps = 2/159 (1%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGW 68
+R AT D+ A+ | H++ T +F P+ + E L+ P+LVAE++GW
Sbjct: 13 VRDATEHDLEAIRSIYAHHVLTGVASFEETPPSADDLRARREAVLRHGLPYLVAELDGW 72

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
AG AYA P++ R+AY +T+E ++YV+ + G+G L L+ EA ++ ++AVI
Sbjct: 73 AGYAYATPYRPRSAYRYTLEESIYVNDACRGRGIGRVLLAVL IARCEAGPWRQMIAVIAD 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

Score

saccharolyticus DSM 8903]
Length = 162

103 bits (256), Expect = 1le-20,

Identities = 48/160 (30%), Positives = 86/160 (53%), Gaps = 1/160 (0%)

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

>ref|ZP_02737400.1] putative acetyltransferase [Gemmata obscuriglobus UQM 2246]

Score

Identities = 56/156 (35%), Positives

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

10

3

69

63

129

123

10

6

70

66

130

126

IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP-WLVAEVEGVV 68
IR AT 4D+ + I N+ + S+ F T P++ ++++ + +YP ++V + +
IRKATISDIPQILSIYNYEVLNSSSTFDTRPKSTEDFLKLFDMHSYKYPIYVVEDGTNSI 62

AG I AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G Y P+ + Y TVE ++Y+ H H+ G+G L  L++  +GFK+++A |
1GYGYLSPFSDKEGYSITVEDSIY IHHLHRGKG I GKMLLKFL IQKAREKGFKNT IAKICA 122

PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168

N PS+ LH++LG+ G L + GYK + DV Q +
ENQPSLNLHKSLGFVEVGKLYSVGYKFNRYLDVITLQLNL 162

Length = 167

Method: Compositional matrix adjust.
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103 bits (256), Expect = 1le-20, Method: Compositional matrix adjust.

78/156 (50%)

IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR ATA D+ A+ |1 N+Y4+E ST ++ EP T E +YP VAE +G V
IRLATAEDLEAIRAIYNYYVERSTCTYQVEPDTAAERAAWFRDRSAKYPATVAERDGAVI 65

GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G PWK+R Y W+ E++VY+ H H R GLG L L+ A G +++
GWGALSPWKSRCGYAWSAEASVY IHHEHHRRGLGKALLLDLIARGRAAGLHTIIGATSSD 125

NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
S+ L ++G+ GT R GK WDV +Q
QTASLALQVSVGFEVIGTHREVGRKFDRWLDVTYTQ 161

>ref|YP_003981951.1] GNAT family acetyltransferase 28 [Achromobacter xylosoxidans A8]
gb]ADP19236.1] acetyltransferase, GNAT family protein 28 [Achromobacter

Score

Identities = 64/185 (34%), Positives

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

1

1

56

57

116

117

175

177

xylosoxidans A8]
Length = 181

102 bits (255), Expect = 1le-20, Method: Compositional matrix adjust.

95/185 (51%), Gaps = 10/185 (5%)

MSPERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW IDDLER---—- LQD 55
MS + IR + AD+ A+ | H+++  +F +P + 1 D+ + L+
MSSPAPT IL IRDSAEADLPAIKT I YAHHVQHGAASFELDPPS -~~~ IQDMRQRRAAVLEK 56

RYPWLVAEVEGVVAG IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 115
P+LVAE+ G V G AY P++ R AY TVE +VYV LG+G L L++
EMPYLVAEINGEVVGYAYVTPYRPRPAYRHTVEDSVYVKAGRSGLGIGGKLLATLIERCT 116

AQGFKSVVAVIGLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
A G++ ++AV+G N S+ LH + G+ GTLR+ G+KHG W D QR
AAGWRQMLAVVGDSRNAASLALHASQGFHPAGTLRSVGHKHGEWRDTVLMQRALGEGDAT 176

RPVRP 179
P RP
PPQRP 181
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>ref|ZP_06987509.1] phosphinothricin N-acetyltransferase [Bacteroides sp. 3_1 19]
gb]EF107237.1] 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR + D A+ DI NY+ S F TEP +E + + YP+LV + V
Sbjct: 4 IRNVSLRDAKAITVDIYNEYVVNSVATFETEPLRVEEVEGRIAGISASYPYLVYVDQDEVV 63

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA WK + AY +T+E+TVY+S R++ G+G L L++ A G+ +++A 1
Sbjct: 64 GYCYAHTWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 123

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LHE LG+ G KG WDV D+EL P
Sbjct: 124 NEASYSLHEKLGFRKVSHFEKVGLKFGRWLDV----VDYELIIKP 164

>ref|]YP_001236578.1] phosphinothricin acetyltransferase (PPT N-acetyltransferase)
[Bradyrhizobium sp. BTAil]
gb]ABQ32672.1] phosphinothricin acetyltransferase (PPT N-acetyltransferase)
[Bradyrhizobium sp. BTAi1l]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-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 EVVGYAYAGPYRPRPAYRFTVENSIYLAPASQRRGIGRRLMQRL ITACEERGFRQMIAVI 123

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
G N SVLHAG+ GT + GKGWD
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++ ATADA+ +l 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 ++ Al
Sbjct: 69 IVGYAYTSAFKSRAAYQWAVETSIY IDLDYKGGGIGSMLYHKLEEITKQQNIINLNACIT 128

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
N S+ HE GY GYK WHD+ + ++ EP PPV P ++
Sbjct: 129 AGNPESIVFHEHFGYQKVAYFTKCGYKFNQWHDMIWMEKMLGEHPGKPAPV IPFVKL 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 [1RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEGVV 68
IRPAT AD+ A+ I + + T T +F P E L + +P+LV + GW
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 LGYAYVGAFRPRIAYRHTVENSIYVAPAAQGRGVGRALLEAL IAACEAAGFRQMVAVIGD 122

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
N S+ LHAG+ GLAGKGWD 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  PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLY 61
P P+ 1 AT D+AAV | +++ +F P T +E ++Q+  PWLV
Sbjct: 2 PLSAPLIITDATPDDLAAVQQIYAYHVLYGAASFEETPPTCEEMQQRCSKVQEAGLPWLY 61

Query: 62 AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121
A+ E VG YA P++ R AY +TVE +VY++ Q G+G L L+ E ++
Sbjct: 62 AKREDRVVGYCYATPYRPRPAYRFTVEDSVY IAEGLQGHG IGKALLAELIARCERGPWRQ 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--—-- YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 150

Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
VI S LH ALG+ GTLR G+KHG W D QR
Sbjct: 151 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 193

>ref|zZP_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 (650%), Gaps = 1/179 (0%)

Query: 6 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65
+ ++ RA +D + DI YI ++F + + +E+ +E + YP++V +
Sbjct: 18 KDIKFRLADVSDTKEILDIYAPYITDTAITFEYDIPSIEEFRGRIEHISLEYPYVWCTYK 77

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
+ G AYA + R A+ W VE ++Y+ ++ LG+G LY +++ ++ Q +++ A
Sbjct: 78 DEIIGYAYAHRYGERAAFQWDVELSIYLDMNYKSLGIGKILYNKVIEILKLQNVQNIYAC 137

Query: 126 1GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG-FWQRDFELPAPPRPVRPVTQI 183
1 ND S++ HE +G+ G + GYK W+D+ F R + P V+ + 1
Sbjct: 138 ITSANDKSIKFHEKMGFEFIGIFKDTGYKFDKWYD I TWFGMRVKDKNENPAKVKNIKDI 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGY 67
EIRP  AD+ A+ 1 + 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 GKGWD 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--—--- YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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|CA097291.1] Putative N-acetyltransferase [Erwinia tasmaniensis Et1/99]



Score =
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Length = 179

102 bits (254), Expect = 2e-20, Method: Compositional matrix adjust.

Identities = 58/160 (36%), Positives = 88/160 (55%), Gaps = 3/160 (1%)

Query: 10
Sbjct: 9

Query: 69
Sbjct: 69
Query: 127

Sbjct: 129

IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTPQEW I DDLERLQD-RYPWLVAEVEGW 68
+R AT DM+A+ +  ++ +F P E +++D + PWLVAE++G V
VRDATTDDMSAMTSVYAGHVLHGCGSFEETPPDLAEMTARYVKVRDLQLPWLVAEMDGEV 68

AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-- 126
AG AYA ++ R AY +TVE +VY++ G+GS L L+ + Q F+ ++A +
AGFAYASLYRPRAAYRFTVEDSVY IAAHLGGRG IGSALLEAL IVRCQQQSFQQMLANVGD 128

GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
G N SV LH+ +G+ G LRA G+KHG W D QR
GYRNTASVSLHKKMGFEVVGHLRAVGFKHGEWRDTLLMQR 168

Page 146

>ref|ZP_02907912.1] GCN5-related N-acetyltransferase [Burkholderia ambifaria MEX-5]

gb|EDT40936.1] GCN5-related N-acetyltransferase [Burkholderia ambifaria MEX-5]

Score =

Identities = 63/179 (35%), Positives

Query: 10
Sbjct: 9

Query: 65
Sbjct: 65
Query: 125

Sbhjct: 125

Length = 186

102 bits (254), Expect
94/179 (52%), Gaps = 15/179 (8%)

IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTPQEWI DDLERLQDR---~- YPWLVAEV 64
+R AT D+AA+ | H++ S +F  +TP + +D+L  +D P+LVAE
VRDATDTDLAA IHS I YAHHVRHSVASFE--~ETPPD-VDELRARRDAVLRHGLPYLVAEC 64

EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
+G +AG AYA P++ R+AY T+E ++Y+ + G+G L L+ E ++ ++A
DGRIAGYAYATPYRPRSAYRHTIEDSIY I DDAQRGRGIGRALLAALTARCETGPWRQMIA 124

V1G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----- ELPAPPRPV 177
VI S LHAG+ G L+A G+KHG W D QR LPA P PV
VIADGGTGGSTSLHRAFGFEPAGALKAVGFKHGRWVDTALMQRALGDGARTLPASPEPY 183

2e-20, Method: Compositional matrix adjust.

>ref|YP_001811189.1] GCN5-related N-acetyltransferase [Burkholderia ambifaria MC40-6]
gb]ACB66973.1] GCN5-related N-acetyltransferase [Burkholderia ambifaria MC40-6]

Score =
lIdentitie

Query: 1
Sbjct: 1
Query: 60
Sbjct: 61
Query: 120
Sbjct: 121
Query: 174

Shjct: 181

Length = 187

102 bits (254), Expect = 2e-20, Method: Compositional matrix adjust.

s = 64/184 (34%), Positives = 92/184 (50%), Gaps = 7/184 (3%)
MSPERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLER-LQDRYPW 59
MS IR +T AD+AA+ | H++ S +F P E + L+ P+
MSATPAACV IRDSTDADLAAIHA I YAHHVRHSVASFEETPPDVGELRGRRDAVLRHGLPY 60

LVAEVEGVVAG IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119
LVAE +G +AG AYA P++ R+AY T+E ++Y+ + G+G L L+ E +
LVAECDGHIAGYAYATPYRTRSAYRHT IEDS 1Y IDDAQRGRG IGRALLATLIARCETGPW 120

KSVVAVI1G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF ———-~- ELPAP 173
+ ++AVI S LH A G+ G L+A G+KHG W D QR LPA
ROMIAVIADGGTGGSTSLHRAFGFEPAGVLKAVGFKHGRWIDTALMQRALGDGARTLPAS 180
PRPV 177

P PV

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
pseudomal lei 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR----~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSTYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEV 64
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+EIR D+A + DI N YIE + F PT Q+W +Y VA
Sbjct: 1 MEIRTGKIKDVAGITDIFNFY IEHTNSRFEEVPFTLENRQKWFSQFSS-TTKYQLYVATE 59

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GV+ G A + ++A +A+D TVE TVY++ + GLGS LYT L S+ AG V++
Sbjct: 60 NGVLLGFACSQQYRAISAFDDTVEVTVYLAQEAKGKGLGSKLYTQLFSSIRAYGVHRVLS 119

Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 173
+ LPND SV LH+ G+ G KHG +  ++++ F + +
Sbjct: 120 GVALPNDASVALHKRFGFREVGVFNEYAKKHGQY ISSVWFEKAFNVESA 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 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 1AAYAYGHRHMERAAYQWNAELSVYVDRGQLRRGIGRALYQAVMEILKLQNVQTVYGIVT 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
+ +R A D AA+ 1 YI+4T V F + E+ + + YP+LV E 4G
Sbjct: 1 MNVRWARPQDSAALLRIYAQY IDTP-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 +1
Sbjct: 120 LPNRKSERLHASLGFQTLTIQRKAGFKGGRWHDVAWYTKALAPHDADPQPILPVDRI 176

>ref|ZP_04565925.1| phosphinothricin N-acetyltransferase [Mollicutes bacterium D7]
gb]EE031280.1] 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++ ATADA+ +l Y+ T+ +F E T +E+ +  ++YP+LVA+++
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Sbjct: 4 IRLAVATADDAARLLEIYRPYVLTTAITFEYEVPTLEEFRARIVSTLEKYPYLVAKLDDK 63

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AY  +K+R AY W VE+++Y+ ++ G+GS LY L+ +Q ++ Al
Sbjct: 64 [1VGYAYTSAFKSRAAYQWAVETSIY IDLDYKGGGIGSMLYHKLEEITKQQNTINLNACIT 123

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
N S+ HE GY GYK WHD+ + ++ EP PPV 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRA D A+DINYI S F T+P + + YP L+ E EG VA
Sbjct: 2 IRNARPEDAGAMTDIYNFY IRESVATFDTDPLPTTTMSRHIASASEGYPCLICEEEGQVA 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA PWK + AY THE+TVY+ H GLG L L+++ G ++A 1
Sbjct: 62 GFCYAHPWKEKAAYRHTLETTVYLHPEHTGKGLGRQLMERLIETCRTNGSHVLIACITGG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S+ LH++LG+ G KG 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+ +1 N Y+ S F TEP +E + + R+P+ V E +
Sbjct: 2 TRQVELQDAKAITNIYNEYVLQSVATFDTEPVLEEEMRTRIAEISSRFPYFVYEENQEIT 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA WK R+AY +T+E+TVY+S H G+G L L+ + G+++++A |
Sbjct: 62 GYCYAHTWKERSAYRYTLETTVYLSPGHTGKGIGMLLMKKLIGACRENGYRALIACITEG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LHE LG+ + GK WDV 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRP  +D AA+ | Y+ + + F + TQE+ + + ++P+LVAEV+G V
Sbjct: 3  IRPVQLSDAAAIRAIYQPYVTETAITFEVDVPTVQEFESRIAKTLTQFPYLVAEVDGKW 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
AYA + AR AYDWT E ++YV+ + G+GS LYT L + ++A+G+ +A 1 +P
Sbjct: 63 AYAYASTYYARAAYDWTTELSIYVAKEARGQGIGSALYTALEEELQARGYLRFLACIAVP 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 171
N+ S+ +H+ GY GYK WHD+ + Q+ P
Sbjct: 123 NEASISMHKKRGYVQVAHFPKIGYKFNKWHD IVWMQKTLNGP 164

>ref]YP_003452959.1] acetyltransferase [Azospirillum sp. B510]
dbj |BA176415.1] 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER-—--- LQDRYPWLV 61
PV IR +T D+ A+ DI ++1+ F EP P+E L+R L+ R P LV
Sbjct: 7 PVIIRQSTELDVPAMLDIYGYHIQHGLGPFD IEPLHPEE----LKRRRKAMLKRRLPHLY 62

Query: 62 AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121
AE G +AG AYA P++ R AY +TVE ++Y+ Q +G L+ L++ AG+
Sbjct: 63 AESGGAIAGYAYAAPFRKRPAYRYTVEHSIY IHKDFQGRRIGHQLLSTLIDACTAAGCRQ 122

Query: 122 VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
+VAV+ N PS+RLHEA G+ G LR+ G+tK G WD 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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60

M E  V++RP D+ A+ D+ NHY+ + + F T  TP+E R PWL
Sbjct: 1 MPSEHEEVQVRPGEEGDLRALTDLYNHYVRETAITFDTATFTPEE----—---—- RLPWL 50
Query: 61 VAE-VEG---—-—-—-———- VVAG I AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 106
++ V4G + G A + P++ + AY +VE+TVYV+ R G+G+ L

Sbjct: 51 LSHPVDGPYRLMVATDTGSRRILGYATSSPFRPKPAYATSVETTVYVAPDAGRRGVGTLL 110

Query: 107 YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
Y L +++ Q A+ PND SRLHE 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 (O%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-V 68
IR AT D AV DI Y+ TST F + + E +E +YP+LV  + + V
Sbjct: 7 IRIATGDDAGAVADIYGEYVRTSTATFEEDAPSANECRLR IENTLAQYPFLVVCDQSLAV 66

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G YA + R+tAY + E+T+Y+S R Q G+ + LYT L + + QG ++ A1l
Sbjct: 67 VGFCYAHALRERSAYLHSAETTIYLSSRAQHTGVAAALYTELERILARQGVTNLYACITG 126

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183
N+ S+R H GY + GYK W D+ + ++ PP P +Q+
Sbjct: 127 ENEASLRFHSTCGYARCAQFNSCGYKFNRWLDI IWMEKL IADHGAPAPFIPFSQL 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--—-~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSIYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 116

Query: 125 VIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
VI S LH ALG+ GTLR G+KHG W D QR
Sbjct: 117 VIADGGRGGSTSLHRALGFEPIGTLRGVGFKHGRWIDTALMQR 159

>ref|zZP_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 ++1 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEG 66
++IR AT AD+ A+ 1 + ++ P E + + YP+LVAE +G
Sbjct: 1 MQIRDATLADVPAITRIYTESVRNGVASYELTPPGEAEMTRRFSTICGNGYPYLVAEADG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V G AYA ++ R AY WH+VE ++Y+ + GG L L+ E GF+ ++AVI
Sbjct: 61 KVMGYAYASAFRTRPAYRWSVEDSIYLDPEARGRGYGKALLHAL IAGCETLGFRQMIAVI 120

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
G + S+ +H+ G+ G+ +G+KHG WD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+1 A +AA+ DI HY+ T F TEP E + ++ D PWLVA
Shjct: 4 ILIEDAREEHIAAIRDIYTHYVLHGTATFETEPPDEAEMLARWRKIHDAGLPWLVATENQ 63

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG 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
IRA AD+ A+ 1 tH+ 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 +GKGWD 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQT---PQEWIDDLERLQDRYPWLVAEVEG 66
IRPAT AD+ A+ DI N + +T + PT ++W + E + P VE +G
Sbjct: 2 IRPATEADLQAILDIYNDAVINTTAVYTYTPHTLDMRRQWFN--EHREAGLPVFVLEEDG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V+AG A G ++ AY +++E ++YV +R + + L LL++ G+ +++A 1
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 DADNAASIRMHERFGFTFAGK IVKAGYKFGRWLDLVFYQKLLDGPKQP 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 (652%), Gaps = 4/161 (2%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP---QEWIDDLERLQDRYPWLVAEVE- 65
IR A AD+ A+ +1 NHY+ + + F +P T Q W+D L+R Y LVEE
Sbjct: 8 IRKAQHADLPAINEI'YNHYVTQTCITFDYDPWTLERRQRWLDKLQRSNGYYHVLVKESES 67

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
G+ G AY ++ + A++ + E T+Y+ + GLGS L LL+ + + ++
Sbjct: 68 GEIVGFAYNSEFREKQAFNVSSEITIYLHPERRAKGLGSELMAALLEEIASSPICRAYSL 127

Query: 126 1GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
I LPN S++LHE G+ G L GYKG +H V  ++
Sbjct: 128 ITLPNTASMKLHEKFGFKQVGLLTDVGYKFGQFHSVAMLEK 168

>ref|YP_879394_1| phosphinothricin N-acetyltransferase [Mycobacterium avium 104]
ref|zZP_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 YVRDTAISFETQQPSVEEMRSRLTTTLATLPWLVITDGPRVKGYAYASPHRAREAYRWSY 76

Query: 88 ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147
+ ++Y+ RGG LYTLL + AQG+ + A 1 LPN SV LHEAL + G
Sbjct: 77 DVSLYLDASIHRQGQGRRLYTALLNLLGAQGY INAYAAITLPNAASVGLHEALAFRRVGY 136

Query: 148 LRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
G+K W DVGtW R + PA P RP T++
Sbjct: 137 FPRVGFKQQRWWDVGWWHRRLADPPAVPEEPRPWTRL 173

>ref|YP_003784563.1] UDP-3-0-[3-hydroxymyristoyl] glucosamine N-acyltransferase
[Brachyspira pilosicoli 95/1000]
gb]ADK30062.1] UDP-3-0-[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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT+ D+ DI ++YI1+T+ + F + +E+ 4+ + YP+HLVE  +
Sbjct: 3  IRLATSEDTKQILDIYSNY IDTN-ITFEYSLPSIEEFEKRIKNIIKVYPYLVYEENEKIL 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA + RAYW E ++Y+ + H+ GLG L L+ ++ QGFK++ + +
Sbjct: 62 GYAYAHSFMEREAYKWDTELSIYMDYNHKSKGLGKKLCLALINILKYQGFKTLYSRVTSG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
N S+H+ G+ GL 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR- -~~~ YPWLVAEV 64
+R AT D+ A+ | 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 DGVVAGYAYATPYRPRSAYRYAIEDSTYVNEACRGRGIGRVLLAAL IARCEAGPWRQMIA 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
uw1o1]
gb]ABQ0O5801.1] 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  PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQ---EWIDDLERLQDRYPWLVAE 63
V +RPAT D+ + +IVNH I +T N+ + QT + +W +D + P +VA+
Sbjct: 2 SVILRPATVNDLGKILEIVNHSILHTTANYSYDIQT IEVQTKWFED--KKAKNLPIVWAD 59

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
++G V G G ++ + Y +TVE +VYV G+GS L + L++ + QG+ ++
Sbjct: 60 LDGEVLGFGSYGQFREKIGYQYTVEHSVYVVDNVIGKGVGSKLLSEL IRLAKEQGYHVMI 119

Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
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| N S+ HE G+ GT+R GYK WD+ FQ
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---IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR- 56
MS R P++ IR AT AD+ A+ | H++ T +F P + ++ L ++
Sbjct: 1  MSSPRPPLDAPLIRDATEADLPAIQAIYAHHVLTGVASFEE IPPSVEDLRARLASVRSHG 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  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60
+P +R AT D+ A+ | 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 WDV + 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ 1 AT AD+ AV DI H++ +F PT E + ++ PWLVA++EG
Sbjct: 6 LSITDATPADLVAVADI YRHHVLHGAGSFEETPPTLAEMQQRHDSVRSAGLPWLVAKLEG 65

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V G YA P++ R AY +TVE +VY++ Q G+G L L+ E ++ ++AV+
Sbjct: 66 QVVGYCYATPYRPRPAYRFTVEDSVYIAAGMQGRGIGKALLGAL IARCERGPWRQMLAVY 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVE-GV 67
+R A AAD+ ++ +1  + + P+ E + + YP++VA E G
Sbjct: 5  LRDAVAADLRSITEIYRESVLNGVATYEETPPSEAEMALRFST ITGNGYPYVVALDERGA 64

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWWAVIG 127
V G AYA ++ R AY + VE ++Y+4S + 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 Vv
Sbjct: 125 GAHPSSIALHRALGFELQGLMKATGFKHGRWLDTAFMQRPLGEGTATKPTEGY 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+EI A + A+ 1 +++ T F TEP E LE+++ PW VA +G
Sbjct: 1 MEITEADKRHIPAIQQIYAYHVLQGTATFETEPPDAAE IAARLEKVRSAGLPWFVAVEDG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y ++ RAY +T+E +VY+ +Q GG L +H + EA+GF+ +VAV+
Sbjct: 61 QVRGYCYLSFYRERRAYRFTLEDSVYMDVNYQGRGTGKMLLSHAITAWAEARGFRQLVAVV 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. 1INLS2]
gb|EF150046.1] 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 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64
R IR ATAAD+ A+ 1 + T +F P E + + +P+LVAE
Sbjct: 2 RDFTIRAATAADIPAITAI YGFEVREKTASFEMTPPDEAEMMRRFTAITGGGFPYLVAEA 61

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
G +AG AYAGP++ R AY +T+E++VY+ + R G+GS L L+ A+G++ ++A
Sbjct: 62 GGRIAGYAYAGPYRPRPAYRYTLENSVYLDPAYYRRGIGSALLKEL IAQCTARGYRQMIA 121

Query: 125 VIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
VIG N S+ LH + G+ G G+tK 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]AB002876.1] 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--~-- YPWLVAEV 64
+R AT D+ A+ | 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|zZP_02358538.1] phosphinothricin N-acetyltransferase [Burkholderia oklahomensis
E0147]
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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGW 68
+RA Dt A+ | He+ 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 AGYAYATPYRPRSAYRYAIEDSIYVNDAYRGRG IGRVLLAAL IERCEAGPWRQMIAVVAD 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
C67861]
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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGW 68
+RA Dt A+ | He+ 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 AGYAYATPYRPRSAYRYAIEDSIYVNDAYRGRGIGRVLLAAL IERCEAGPWRQMIAVVAD 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|ED061321.1] 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+IRA D ++1 +Y++ + + F + + E+ +E+ RYP++V E +GV
Sbjct: 2 INIRNAEITDAERLVEIYGYYVKNTAITFEYDIPSLTEFRQRMEQTMRRYPY IVIEQDGV 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHOQRLGLGSTLYTHLLKSMEAQGFKSWWAVIG 127
+ G AYAG + R AYDW+ E TVY+ ++ G+G LY L++ G ++ Al
Sbjct: 62 [1QGYAYAGAFVGRAAYDWSCEVTVYLDKDTRKHGMGRRLYEALEEKLRKMGILNLYACIA 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGW 68
IRP+ D+ A+ | H++ T FTEP  + +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
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N SV +H ALG+ G + + G+tK G W D+ Q+ DEP+P
Sbjct: 124 SANAGSVGVHLALGFRQVG I IESCGWKFGAWRD IVIMQKTLGPGDTEPPSEP 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR ++ D A+ DI N Y+ S F TEP +E + +  YP+LV \
Sbjct: 2 IRNVSSRDAKAITVDIYNEYVVNSVATFETEPLRVEEMEGR IAGISASYPYLVYVDHDEVV 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA WK + AY +T+E+TVY+S ++ G+G L L++ A G+ +++A 1
Sbjct: 62 GYCYAHAWKEKAAYKYTLETTVYLSPGYKGKGIGRQLMERLIEECRAGGYHALIACITEG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LHE LG+ G KG WDV 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ 1 A+ A+ | H++ T+F TEP  QE + ++ +Q R +PW +A
Sbjct: 1 MHIINAEEQHIPAIRRIYAHHVLHGTGSFETEPPDTQEMLARVKNVQSRGFPWY IALQGE 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y  ++ R+tAY +TVE++VY+ +QR GG L HL +QG++ ++AV+
Sbjct: 61 TVIGYCYLSRYRERHAYRFTVENSVY IDPAYQRQGGGKALLDHALTWARSQGYRQMIAVV 120

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-——-- ELPAPPRPVR 178
G N SV LH G+T GTL+ G+KHG W D QR LP P PR
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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60

MS ER V++RP D+ ++ + NHY+ + F TE TP+E R PWL
Sbjct: 1 MSTERTEVQVRPGVEGDLVSLTGLYNHYVRETAFTFDTEIFTPEE-——--——--- RRPWL 50
Query: 61 VAE-VEG---—--—-————- VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 106
++ V4G + 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 +++ + Al PN+ SRLHE 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  EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGW 68
E+RP D ++ INY+ S+FTEP +E + + +P+VE 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 1
Sbjct: 61 AGYCYAHAWKERAAYRYTLETTVYLASEYQGKGIGKQLMQTLINECRHRGYHALIACITE 120

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LH+ LG+ G K WDV 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+ +1 N Y+ S F TEP +E + + R+P+ VE + +
Sbjct: 2 T1RQVELQDAKAITNIYNEYVLHSVATFDTEPVQEEEMRARIAEISSRFPYFVYEEDKEIT 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA WK R+AY +T+E+TVY+S H G+G L L+++ G+++++A |
Sbjct: 62 GYCYAHTWKERSAYRYTLETTVYLSPGHTGKGIGMLLMQRLIEACRENGYRALIACITEG 121

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N+ S LHE LG+ G K WDV 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVEG 66
+EI A MA+V 1 +HY++ +F EP 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 EVAGYAYASPYRARSAYRHTVEDSIYVARGMHGHG IGMALLRAVIAHCTEGGFTQMVAVV 138

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
G N S RLHE+LG+ G LR+ G+tK 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
SV+tF E + +E+ + ++ + YP++V EEG + G YA P+ R AY W E+T+
Sbjct: 34 SDVSFEYEVPSVEEFTERIKNISADYPYIVCEHEGRLLGYVYAHPY IQRAAYQWGAEATI 93

Query: 92 YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 151
Y++ Q GLG +Y L + QG Al N+ SV++HEA GY GT
Sbjct: 94 YLAPEGQGCGLGKVMYAALEALLRLQGVVVTYACITASNEHSVKMHEACGYKIIGTFNNT 153

Query: 152 GYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
G+KHG W D+ + ++ EP 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+ +1 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+ 1 LPN SV LHE
Sbjct: 62 ERSAYRFSVESTVYLLPDIGSRGWGTRLYTALFEELRTLDVHAVIGSITLPNPASVALHE 121

Query: 139 ALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+G + G+tK 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 PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLV 61
P+ +R AT AD+ A+ | H++ S +F P E + L+ P+LV
Sbjct: 2 PDAPACTVRDATDADLDAIHATYAHHVRHSVASFEEAPPDVAELRARRDAVLRHGLPYLV 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 AECDGRVAGYAYATPYRTRSAYRHTIEDSI1Y IDDAQRGRGIGRALLAALIARCEAGPWRQ 121

Query: 122 VVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----- ELPAPP 174
++AVI S LHAG+ 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  VEIRPATAADMAAVCDIVNHY IETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64
+EIR D+A++ DI N YIE + FR + QEW +Y VA
Sbjct: 1 MEIRTGKFEDVASITDIFNFY IEHTNARFEEFRFTLENRQEWFSQFSS-TTKYQLYVAVE 59

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
Gv+ G A + ++A A+D TVE TVY++ + GLGS LYT L S+ AG 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 10P40-10]
gb|EDT02543.1] GCN5-related N-acetyltransferase [Burkholderia ambifaria 10P40-10]
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  MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR---- 56
MS +R +T D+AA+ | 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 GLPYLVAECDGRISGYAYATPYRTRSAYRHTIEDS1YIDDAQRGRGIGRALLAALIARCE 116

Query: 116 AQGFKSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----- E 169
++ ++AVI S LHAG+ 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
IRA 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 GYSCAGAFKGRAAYDWAVETT 1Y IRKDRQKTGVGKKLYEALEKVLHAQNICNLYACIGYP 124

Query: 130 -—------ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP--APPRPVR 178
S+H LGY G GYK  W++ W P P+P++
Sbjct: 125 EVEDEYLTKNSAQFHAHLGYRMVGEFYHCGYKFDRWYNM-VWMEKLLDPE IKHPKPIK 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 = l1le-19, Method: Compositional matrix adjust.
Identities = 60/161 (37%), Positives = 86/161 (53%), Gaps = 2/161 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ 1 AA +AA+ DI H++ S F TEP E D ++++D PWLVA
Sbjct: 15 [1VIEDAGAEHIAAIRDIYAHHVLHSLATFETEPPDEAEMRDRWQK IRDAGLPWLVATENK 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 |BA173745.1] acetyltransferase [Azospirillum sp. B510]
Length = 177

Score = 100 bits (248), Expect = l1le-19, Method: Compositional matrix adjust.
Identities = 59/161 (36%), Positives = 90/161 (55%), Gaps = 2/161 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-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+l
Sbjct: 64 RLAGYAYAGPYRTRSAYRFTLENSVYVADGMGRRGIGRALMAPLIERCEAAGYRRMIAMI 123

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
G N S+ LHAG+ GLAGHKGWD +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 = le-19, Method: Compositional matrix adjust.
Identities = 61/170 (35%), Positives = 91/170 (53%), Gaps = 4/170 (2%)

Query: 3 PER-RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWL 60
PER EIRPAT AD+ + +I N+Y+ SV F + + +WD L+ P+L
Sbjct: 23 PERPFSYEIRPATEADIPDIREIYNYYVRNSVVTFDEKAWS IAKWRDKFATLKRLGLPFL 82

Query: 61 VAEV-EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119
VAE GV G A  PW++++AY +TVE+++Y+ GLG L L+ + + G
Sbjct: 83 VAESPSGQVLGYALVQPWQSKSAYRYTVENSIYLGQAAAGKGLGRALLEALIAACQDLGI 142
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Query: 120 KSVVAVIGLPN-DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+ +VA 1 D S+ LHE LG+T G + GtK G W V + Q+
Sbjct: 143 REMVAAISDKGADASIALHEKLGFTEVGRMGRVGFKFGRWLGVVYLQKSI 192

>ref]YP_001215771.1] toxin resistance protein [Vibrio cholerae 0395]
ref]ZP_06035903.1] toxin resistance protein [Vibrio cholerae RC27]
gb]AAC38427.1] unknown [Vibrio cholerae]
gb]ABQ18834.1] toxin resistance protein [Vibrio cholerae 0395]
gb]ACP11177.1] GCN5-related N-acetyltransferase [Vibrio cholerae 0395]
gb]EEY42151.1] toxin resistance protein [Vibrio cholerae RC27]

Length = 169

Score = 100 bits (248), Expect = l1le-19, Method: Compositional matrix adjust.
Identities = 55/154 (35%), Positives = 79/154 (51%), Gaps = 4/154 (2%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64
+EIR D+A + DI N YIE + F P + +EW R +Y VA
Sbjct: 1 MEIRTGEFEDIAGITDIFNFY IEQTNARFEEFPFTLENREEWFSQFSRTA-KYQIYVAVE 59

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GVv+ G A + ++A A+D TVE +VY++ + GLGS LYT L S+ AG +++
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. B02]
gb|EFM58716.1] phosphinothricin N-acetyltransferase [Brucella sp. B02]
Length = 179

Score = 100 bits (248), Expect = le-19, Method: Compositional matrix adjust.
Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + TT++ EPT E D+ +P LVAE +G V
Sbjct: 4 IRDFQLADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFATFADQGFP I LVAEADGRV 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|zZP_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 = le-19, Method: Compositional matrix adjust.
Identities = 60/178 (33%), Positives = 87/178 (48%), Gaps = 5/178 (2%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
++ A D+ + 1 Y+ ++F E T E+ L + YPWLV GV
Sbjct: 5 LQVAGDGDIFPMLAIYAPYVRDTAITFEYEVPTAAEFGARLHHVLPEYPWLVCRAPGQVL 64

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA R AY W VE +VYV + G+G LY LL+ + QG + 1 +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 NEPSEALHKATSFSLLGHFPASGWKQGRWHD IVWYGRCLQEDGEGEPAPLRPFGSLGQ 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 = l1le-19, Method: Compositional matrix adjust.
Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%)

Query: 10 [1RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + TT++ EPT E D+ +P LVAE +G V
Sbjct: 4 IRDFQPADIETITTIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFP ILVAEADGRY 63

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA ++ R AY W E ++Y++ + G+G L L+ + A GF+ ++AVIG
Sbjct: 64 LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLREL IARISALGFRQLLAVIGD 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 = le-19, Method: Compositional matrix adjust.
Identities = 52/174 (29%), Positives = 87/174 (50%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IRAT D + DI YIE +T +F + + ++ + +  YP++V +
Sbjct: 3  IRIATKEDANQLIDIYRPY IENNTTSFEYDVPSLDDFKQRIRDITITYPY IVMVDGETIL 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA +K R+AY WTVE +V¥Y+S Q G+G LY L ++ Q +++A |
Sbjct: 63 GYAYAHEYKERDAYQWTVEVSVYLSKNAQGKGIGRRLYNSLEEYLRRQHVVNIMACITGA 122

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 183
N+ S+ HE +GY G + G+K+ W D+ + ++ P P +++
Sbjct: 123 NETSIAFHEHMGYETVGQFKKVGFKNNQWLD IYWLEKQISSSVSPEAFIPFSKL 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 = le-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 IRPCEEADIPAITEIYRDAVLHGRASFEIDPPDVATMAERRRLLVEGNYPYLVAEHDGKY 70

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
AG AYAG ++AR AY TVE +VY+ + G+G L L+ A+GF+ ++AVIG
Sbjct: 71 AGYAYAGAYRARPAYGATVEDSVYIDPAMKGTGIGRKLLDAL IAEATARGFRQMIAVIGD 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 = le-19, Method: Compositional matrix adjust.
Identities = 58/161 (36%), Positives = 85/161 (52%), Gaps = 2/161 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ 1 AA +AA+ 1 H++ F TEP QE ++++0Q PWLVA G
Sbjct: 4 IVIEEAGAEHIAAIRQIYRHHVLHGIATFETEPPDEQEMAHRVDKVQQAGLPWLVATEHG 63

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG 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 = le-19, Method: Compositional matrix adjust.
Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + TT++ EPT E D+ +P LVAE +G V
Shjct: 4 IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQSFP ILVAEADGRY 63

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA ++ RAY W E ++Y++ + G+G L L+ + A GF+ ++AVIG
Sbjct: 64 LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLREL IARISALGFRQLLAVIGD 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 = le-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----VDDLRMRLASVRSHGLPYMVAEL 76

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
+G VAG YA P++ R AY T+E ++YV+ ++ GLG L L++ E  ++ +VA
Sbjct: 77 DGEVAGYCYATPYRPRPAYRNTIEDSIYVNDAYRGRGLGRVLLQAL IERCETGPWRQMVA 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 = le-19, Method: Compositional matrix adjust.
Identities = 58/167 (34%), Positives = 87/167 (52%), Gaps = 5/167 (2%)

Query: 5  RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW1DDL-ERLQDRYPWLVAE 63
R+P  +R AT D+ A+ 1| H+++  +F T E E L+ P++VAE
Sbjct: 29 RKPYRLRDATTDDVPAIHATYAHHVQHGRASFEEVAPTVDEMRHRFGEVLKKGLPY IVAE 88

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
+G + G AYA ++AR+AY + +E ++Y+ HRH GLG L L+ E ++ +V
Sbjct: 89 RDGEILGYAYASSYRARSAYRFAIEDSIY IDHRHTGEGLGRALLAELITRCETGPWRQMY 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|zZP_05453515.1] phosphinothricin N-acetyltransferase [Brucella melitensis bv. 3
str. Ether]
ref|YP_003106061.1] phosphinothricin N-acetyltransferase [Brucella microti CCM 4915]
ref|zZP_05756480.1] phosphinothricin N-acetyltransferase [Brucella sp. F5/99]
ref|zZP_05833652.1] phosphinotricin acetyltransferase [Brucella melitensis bv. 1 str.
16M]
ref|zZP_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|zZP_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 = le-19, Method: Compositional matrix adjust.
Identities = 57/159 (35%), Positives = 84/159 (52%), Gaps = 3/159 (1%)

Query: 10 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + TT++ EPT E D+ +P LVAE +G V
Shjct: 4 IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFP I LVAEADGRV 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]ACTO7944.1] Phosphinothricin acetyltransferase [Dickeya zeae Ech1591]
Length = 176

Score = 99.8 bits (247), Expect = le-19, Method: Compositional matrix adjust.
Identities = 60/161 (37%), Positives = 85/161 (52%), Gaps = 2/161 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ 1 A A +AA+ DI ++ F TE E D +++D PWLVA G
Sbjct: 4 1VIEDARAEHIAAIRDI YAQHVLHG IATFETEAPEEAEMRDRWRKIRDAGLPWLVATENG 63

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y G ++ RAY +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 = l1le-19, Method: Compositional matrix adjust.
Identities = 62/165 (37%), Positives = 91/165 (55%), Gaps = 10/165 (6%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLE-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 DGEVAGYCYATPYRPRAAYRNTIEDSIYVNDAYRGRGLGRVLLQAL IERCETGPWRQMVA 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 = le-19, Method: Compositional matrix adjust.
Identities = 69/170 (40%), Positives = 94/170 (55%), Gaps = 2/170 (1%)

Query: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-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
+ +VAVlI G N S+ LH A G+ GITL AGYKG WD 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 = le-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 IRPSTDQDIPAITAIYQHHVLHGTGTFE IDPPTEADMAARRKDVLARGLPWLVAEKDGQV 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 SANAGSIGVHRALGFTDVGVMRSVGWKFGAWRD IVLMEK 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+ 1 1 P +  YP+LVAE++G
Sbjct: 2 PLELRAVRDADIPAITAIYAEQIAGVNTYEYNAPSLDEMRARVSAIVDAGYPYLVAELDG 61

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VWAG AYA ++AR Y WTVE+++Y++ Q G+G L L+ E +GF+ ++AVI
Sbjct: 62 VVAGYAYASAFRARAGYRWTVENSIYLASAMQGRG IGKALLGEL IAVCEQRGFRQMIAVI 121

Query: 127 GLPNDPSVR-LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179
G ++RLHE G+ G G KHG W D QR APP +P
Sbjct: 122 GDAGNLASRHLHERFGFRTVGVFNG IGRKHGRWLDGVQMQRALSSGDTAPPSDEKP 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  PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLY 61
P+ IRP AD+ + +I + +F 4P+ 4+ L+ Y 4LV
Sbjct: 4  PTISSLTIRPCEEADIPPITEIYRDAVLHGRASFE I DPPSEDMMLERRRLLVEGNYSYLY 63

Query: 62 AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121
AE++G +AG AYAG ++ R AY  VE++VY+  + +G+G L  L++  ++GF+
Shjct: 64 AEIDGKIAGYAYAGAYRPRPAYGAAVENSVY IDPAMKGMG IGRKLLDAL IEDATSRGFRQ 123

Query: 122 VVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
++AVIG N S+ +H A G+ GT ++ G+KHG W D QR
Sbjct: 124 MIAVIGDSANAAS IGVHRAAGFEHVGTFKSIGWKHGQWLDTVLMQR 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IR AT +D A+ +1 + 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 ++ Al
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 ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDL -—--— ERLQDRYP 58
+R+P +R A AD+ A+ I H++ +F P +DD+ EL+ 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR ++ D A+ DI NY+ S F TEP +E + +  YP+LV \
Shjct: 4 IRNVSSRDAKATVDIYNEYVVNSVATFETEPLRVEEMEGRIAGISASYPYLVYVDHDEVW 63

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA WK + AY +T+E+TVY+S R++ G+G L L++ A G+ +++A |
Sbjct: 64 GYCYAHAWKEKAAYKYTLETTVYLSPRYKGKGIGRQLMERLIEECRAGGYHALIACITEG 123

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 170
N+ S LHE LG+ G K WDV 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 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
+RA D + 1 Y+E + + F + T E+  ++ +++YP++VAE++G +
Sbjct: 9 LRFAE IDDANELLQIYAPYVEQTAITFEYDVPTVAEFSKRIKNTREKYPY IVAEIDGKII 68

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYAG +K+R AYDW VE+++YV+ + LG G+ LY L ++ QG +V Al
Sbjct: 69 GYAYAGTFKSRAAYDWAVETSIYVAKDDRGLGTGTLLYAALEAILKLQGITNVNACITYA 128

Query: 130 NDP-——---- SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP-VRPVT 181
+ SV H+ Y G + GYK W4D+ + ++ PP ++ +
Sbhjct: 129 DQEDEHLTHGSVDFHKKHDYRLVGRFKKCGYKFDTWYDMIWMEKF I SKHVVPMPAIKSIK 188
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Query: 182 QI 183
+1
Sbjct: 189 El 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-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 1]
emb |CAE40593.1] putative acetyltransferase [Bordetella pertussis Tohama 1]
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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR---—-——-— YPW 59
+ IR + AD+ A+ 1| 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 +VYVv H G+G L L+ A G+
Sbjct: 62 LAAECGGEIVGYAYATPYRPRPAYRHTVEDSVYVRAGHAGQG IGGKLLAALIDRCAAGGW 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-~-—-—-~ YPW 59
+ IR + AD+ A+ | 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 LAAECGGEIVGYAYATPYRPRPAYRHTVEDSVYVRAGHAGQG IGGKLLAALIERCAAGGW 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+EIRP + AD+ A+ 1 + 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 + GtK G WD 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  MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
MS + IRA+ DAA+ | 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 SVAVIGLP--—--—- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
++ Al N+ SV H +GY G GYK  WH++ + ++
Sbhjct: 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 = 97174 (5%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + T + EPT E+ E ++ +P LVAE +G V
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Sbjct: 18 IRDFQPADIETITTIYTEAVLTGAGSYEIEPPTMDEMVKRFEAFVEQGFP ILVAEEDGRY 77

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA ++ R AY W E ++Y++ + G+G L L+ + A GF+ ++AVIG
Sbjct: 78 LGYAYASYFRVRPAYRWLAEDSIY IAPDAKGKG IGKLLLREL IDRIAALGFRQLLAVIGD 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+ 1 1 P +  YP+LVAE++G
Sbjct: 2 PLELRAVRDADIPAITAIYAEQIAGVNTYEYNAPSLDEMRARVSAIVDAGYPYLVAELDG 61

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VWAG AYA ++AR Y WTVE+++Y++ Q G+G L L+ E +GF+ ++AVI
Sbjct: 62 VVAGYAYASAFRARAGYRWTVENSIYLASAMQGRG IGKALLGEL IAVCEQRGFRQMIAVI 121

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179
G N S LHE G+ G G KHG W D QR APP +P
Sbjct: 122 GDAGNLASRNLHERFGFRTVGVFNG IGRKHGRWLDGVQMQRALGSGDTAPPSDEKP 177

>ref|ZP_06843515.1] Phosphinothricin acetyltransferase [Burkholderia sp. Chl-1]
gb|EFG68808.1] Phosphinothricin acetyltransferase [Burkholderia sp. Chl-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 IRDATEADLPAIQAIYAHHVLTGVASFEE IPPS----VDDLRTRLASVRSYGLPYMVAQI 76

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
+G VAG YA P++ R AY T+E ++YV+ ++ GLG L L++ E ++ +VA
Sbjct: 77 DGEVAGYCYATPYRPRAAYRNTIEDSIYVNDAYRGRGLGRVLLQAL IERCETGPWRQMVA 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]ADLO1778.1] Phosphinothricin acetyltransferase [Brevundimonas subvibrioides
ATCC 15264]
Length = 182

Score = 99.0 bits (245), Expect = 3e-19, Method: Compositional matrix adjust.
Identitle = 60/173 (34%), Positives = 89/173 (51%), Gaps = 4/173 (2%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AT AD+ A+ + +TT 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 TL++ +AG+ V+ 1
Sbjct: 62 AGYAYASPFRPRPAYRYGVEGSIYVEEAARGHGVGRALLTALVERVRAMGLRHVIGAISD 121

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179
++ S+ LHE LG+  GT Gtk WDV QD 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
RA D + +I Y++ + + F E E+ + ++ ++P+++A +  +
Sbjct: 9 FRLAKIDDAEKLVEIYAPYVKNTNITFEYEVPI1 IDEFKQRITKIMSKFPY ILACIGDEIV 68

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA ++ R AY+W VE+++Y++ ++Q +G LYT L ++ Q ++VA 1 P
Sbjct: 69 GYTYASTFRERQAYNWCVETSIY INEKYQGRKIGEILYTKLEAILKLQNITNLVASITYP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V IRP+T AD+ A+ | + F P E D+ P+LVAE +G
Sbjct: 5  VTIRPSTDADLPAITAIYGWNVFNGLGTFEE IPPDQAEMGRRRAAFLDKGLPYLVAEQDG 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68
+R AT AD+ A+ 1 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 AGYAYATPYRTRSAYRFAIEDSIYIDDAQRGRGIGRALLAAL IARCEDGPWRQMIAVIAD 128

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179
S LHAG+ 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. AT1lb]
gb]ACQ70466.1] GCN5-related N-acetyltransferase [Exiguobacterium sp. AT1lb]
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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IR D+ + IN I ST + +P T W+ E++ P4V o+
Sbjct: 2 IRNCRRDDLQMILHIYNDAIVNSTAVYHYQPVTLDNRVAWYE--EKKEQDCP I IVWVEDD 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
W G A GP++ AY +TVE +VYV  ++ G+G+ L  +++ EA+G K+V+ |1
Sbjct: 60 VVMGFATFGPFRPWPAYHYTVEHSVYVHPGYRGKG IGNKLLKEIIRTAEARGMKTVIGGI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N S+R HE +G+ GT+R AGYK G W D+ +Q D E PA P
Sbjct: 120 DASNVTSIRAHEKVGFVHSGT IRNAGYKFGKWLDLSLYQLDLEGPASP 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGW 68
+RATAD+ A+ | H++TT F P TQE L R+Q + + WLVAE G V
Sbjct: 4  LRDATPADLPAITAIYAHHVLTGTGTFEETPPTEQEMAARLARVQGQGWAWLVAEEAGEY 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGW 68
+RP D+ AV I+ T +F +P P+ +  +P+L A +
Sbjct: 11 VRPCGPEDIPAVQAIYAQAVLTGRASFELDPPD IPEMLRRHAGLVGAGFPFLAAMRGETL 70

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G AYAGP++AR AY TVE++VYV G+G L L+ + +GF+ +VAVIG
Sbjct: 71 LGYAYAGPYRARPAYRSTVENSVYVDPARHGQGIGRRLLGDL IAAATERGFRQMVAVIGD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66
+E+R AT D+ +1 +Y+E + + F E + E+ +++ RYP+L A + G
Sbjct: 1 MEVRLATPQDAEELLEIYRYYVEHTAITFEYETPSITEFRQRIKQTLKRYPYLAAVDGHG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+ G AYA +K R AYDWH+VE+T+YV +R G+G LY L++ Q ++ Al
Sbjct: 61 KIVGYAYASSFKNRAAYDWSVETT1YVDKDVKRQGIGKKLYEALEEILRKQHVINLDACI 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|zZP_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|zZP_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]EEOC11576.1] toxin resistance protein [Vibrio cholerae RC9]
gb]EEO18368.1] toxin resistance protein [Vibrio cholerae B33]
gb]EE021707.1] 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64
+EIR D+A + DI N YIE + F P + +EW R +Y VA
Sbjct: 1 MEIRTGEFEDIAGITDIFNFY IEQTNARFEEFPFTLENREEWFSQFSRTA-KYQIYVAVE 59

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GVv+ G A + ++A A+D TVE +VY++ + GLGS LYT L S+ AG +++
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 MCO0-3]
gb]ACA94756.1] GCN5-related N-acetyltransferase [Burkholderia cenocepacia MCO-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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68
+R AT AD+ A+ 1 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 AGYAYATPYRTRSAYRFAIEDSIY IDDAQRGRG IGRALLDAL IARCEGGPWRQMIAVIAD 128

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179
S LHAG+ 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IRP D+ AV 1 H++ T F +P E + R PWLVA+ +G +
Sbjct: 5 IRPGADDD I PAVTAI YRHHVLHGTGTFELDPPCATEMAARRADVLARGLPWLVAQEDGQI 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 H12424]
gb]ABF78591.1] GCN5-related N-acetyltransferase [Burkholderia cenocepacia AU 1054]
gb]ABK11403.1] GCN5-related N-acetyltransferase [Burkholderia cenocepacia HI12424]
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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVV 68
+R AT AD+ A+ 1 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 AGYAYATPYRTRSAYRFAIEDSIYIDDAQRGRGIGRALLDAL IARCEGGPWRQMIAVIAD 128

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179
S LHAG+ 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + TT++ EP E D+ +P LVAE +G V
Sbjct: 4 IRDFQPADIETITAIYTQAVLTGTGSYE I EPPAMDEMAKRFAAFADQGFP I LVAEADGRV 63

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA ++ RAY W E ++Y++ + G+G+ L L+ + A GF+ ++AVIG
Sbjct: 64 LGYAYASYFRVRPAYRWLAEDSIY IAPDAKGQG IGNLLLRKLIARISALGFRQLLAVIGD 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]AC191718_1] phosphinothricin N-acetyltransferase [Oligotropha carboxidovorans
OoM5]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAEVEG 66
+ IR ATAAD+ A+ 1 + 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 HLAGYAYAGPYRPRSAYRYTVEDSVYLDPAYYHRGIGRALLTEL IAECTMRGFRQITAVI 132
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Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160

G N S+ LH + G+ GT G+tKk G WD
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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---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 ++tAR 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFR-TEPQTPQEWIDDLERLQDRYPWLVAEVE 65
V +R A DMAAV 1 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 1G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR--—-- DFELPAPPRP 176
1G N S+ LH+ +G+ G L +AG+tK G W D QR D LP R
Sbjct: 131 1GDSGNAGSIALHKRMGFHPAGVLVSAGFKFGRWVDSVLMQRRLGEGDRTLPESDRA 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 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 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 + A1l 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 AHATPYLTNSSQVFHEKLGYRLVGRFHQSGYKFNQWFDMVWMEKLLGEHDVPPRPY 208

>ref|ZP_02438997.1] hypothetical protein CL0OSS21 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66
+E+R AT D+ +1 +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 ++ Al
Sbjct: 61 KIVGYAYASSFKNRAAYDWSVETTIYVDKDVRRQGIGKKLYEALEE ILRKQHVINLDACI 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+ + 1 + TT++ EPT E D+ +P LVAE +G V
Sbjct: 4 IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFP I LVAEADGRV 63

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA ++ R AY W E ++Y++ + G+G L L+ + A GF+ ++AVIG
Sbjct: 64 LGYAYASYFRVRPAYRWLAEDSIY IAPDAKGQG IGKLLLREL IARISALGFRQLLAVIGD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEG 66
+ +R A DM AV 1 ++ +F EP T E ++ + L P+LVAE
Sbjct: 5 LTLRDARDDDMPAVQAI' YADHVLHG I SSFELEPPTLAELLERRSQVLAKGLPYLVAERAK 64
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Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y P++ R AY +TVE +VYV LG+G L + L+K E G++ ++AVI
Sbjct: 65 EVVGYGYVTPYRPRAAYRFTVEDSVYVRDGMGGLG IGQALLSEL IKRCETGGWRQMIAVI 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERL ---QDRYPWLVAEVEG 66
+R D+ A+ 1 +H++ F P PE +R +RYP++VAE E
Sbjct: 12 LRDCDENDIPAITAIYSHHVLNGFGTFEIVP--PGEAEMKIRRRVMSTNRYPY IVAEFER 69

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
V. GAY ++ 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
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 PVE IRPATAADMAAVCD IVNHY 1E-TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65
P+E+R AD+ A+ 1 + +T +R P + +  YP+LVAE++
Sbjct: 2 PLELRAVRNADIPAITATYAEQVAGVNTYEYRA-PSLDEMRARVSAIVDAGYPYLVAELD 60

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
GWAG AYA ++AR Y WTVE+++Y+S Q G+G L L+ E +GF+ ++AV
Sbjct: 61 GVVAGYAYASAFRARAGYRWTVENSIYLSAAMQGRGIGKALLGELIAVCEQRGFRQMIAV 120

Query: 126 1GLPNDPSVR-LHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
1G + + RLHE G+ G G KHG W D QR
Sbjct: 121 1GDAGNLASRHLHERFGFRTVGVFNGIGRKHGRWLDGVQMQR 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  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWL 60
+P+ +R +T D+ A+ | H++ S +F P E + L+ P+l
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Sbjct: 4 TPDTVSCIVRDSTDGDLDA1QAIYAHHVRHSVASFEETPPDVAELRARRDTVLRHGLPYL 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 QMVAVIADGGTGGSTSLHRAFGFEP IGTLKAVGFKHGRWIDTALLQRPLGEGAHDAPRP 182

>ref|YP_417853.1] phosphinothricin N-acetyltransferase [Staphylococcus aureus RF122]
emb|CA182091.1] 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
IRA D+A+ IN I +T + EPQT E W+ +R D P VE G
Sbjct: 2 IRCAKKEDLNAITLATYNDAIINTTAVYTYEPQT IDERVAWFETKQRKHD--PIFVFEENG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VGA G ++ AY +T+E ++YV +R G+ S L HL+ +A+G++++VA 1
Sbjct: 60 SVLGFATFGSFRPWPAYLYTIEHSIYVDASARRKGIASQLLHHL IVEAKAKGYRALVAGI 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
++1 A + A+ DI H++ T +F TEP  E + L++++++ PW+VA E
Sbjct: 1 MKIVNAEEKHIPAIRDIYAHHVLHGTASFETEPPDTHEMLTRLKKIRNQALPWVVALEEE 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y ++RAY T+E ++Y+ QR G G L +++ + G++ ++A++
Sbjct: 61 KVIGYCYLTRYRERYAYRHTLEDSI1Y IHPDAQRRGTGKALLRYVISWAKTHGYRQMIAIV 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
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V IR A +D A+ DI Y+E + + F + + + + + ++ +Q RYP+LVAE G+

Sbjct: 3  VTIRIAKESDAKALLDIYKPYVEKTAITFDYDIPSLENFKNRMKD IQKRYPFLVAEESGM 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+EtR A D ++1 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 1
Sbjct: 64 [1VGYAYASAFKERAAYDHSVELSI1YVDANVRHQHVGRSLYDAIEDCLKKQGFLNLNACIA 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:
Ful I=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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66

V++RP D+ + D+ NHY+ + + F TEP TP+E R PWL++ E

Sbhjct: 7  VQVRPGVEEDLKPLTDLYNHYVRETPITFDTEPFTPEE--—--——-—- RRPWLLSHPEDG 56

Query: 67 —-——————mmmo VVAG I AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 113
+ G A + P++A+ AY +VE+TVYV+ G+GS LY L +

Sbjct: 57 PYRLRVATDAESQEILGYATSSPYRAKPAYATSVETTVYVAPGAGGRGIGSLLYASLFDA 116

Query: 114 MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
+ A+ A1 PN+ S RLH G+ GT R G K G + DV +++R
Sbjct: 117 LAAEDLHRAYAGIAQPNEASARLHARFGFRHVGTYREVGRKFGRYWDVAWYER 169



Dow AgroSciences LLC
Study ID: 110331

Page 185
>ref|ZP_07904920.1] phosphinothricin acetyltransferase [Eubacterium saburreum DSM
39861

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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IRA D+ +1 +Y+ + ++F TE + +E+ +E++  YP+LVA+
Sbjct: 5  ISIRSAEPEDANELLNIYAYYVSETAISFETEVPSVKEFK IRMEKVMKNYPYLVAQKNNE 64

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AY P+ R AY+ + E+T+Y++  +++G+G LY+ L +AQ  ++ + 1G
Sbjct: 65 [ILGYAYLHPFVGRKAYELSAETT IYLNQDKKKMGIGKKLYSVLEDIAKAQNITNLYSCIG 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEG 66
PVE+R AD+ A+ 1 | P Q + YP+LVAE +G
Sbjct: 2 PVELREVRDAD IPAITATYAEQIAGCNTYEYVAPSAEQVMRGRVRAIVDAGYPYLVAERDG 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]AD047829.1] 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEG 66
+EIR A D A+ +  ++ +F P+ E  ++++ +D +PWLVA G
Sbjct: 12 IEIRDAVPDDAHAIAALYAWHVLNGRASFEEVPPSVDEMRTRMKK I TRDGFPWLVALYRG 71

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
++ G YA P++ R AY +T+E ++YV GLGS L L+ E ++ +VAVI
Sbjct: 72 11VGYCYASPYRPRPAYRYTLEESIYVDASMAGRGLGSALLARL ID ICEQGPWRQMVAVI 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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 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 +++ + Al PN+ SRLHE 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64
+ IRP +D+ A+ I+NHYlI + V F T+ T + w R+ LVAE
Sbjct: 3 ITIRPVNQSDLNALVTILNHY ISKTAVTFDTQTYTAETRMPWFSQFAE-TGRHQCLVAEA 61

Query: 65 E-GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
+ G+ GA+G + + AYD +VE +VY H++ GLGS LY L + +
Sbjct: 62 DNGQILGYANSGTLRPKAAYDTSVEVSVYTDHQNSVKGLGSKLYEALFLRLADEDVHRAH 121

Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
A+l LPND SV LH G+ GTL AG K +H YV
Sbjct: 122 ALITLPNDASVGLHRKFGFYDVGTLHEAGRKFDLYHSV 159

>ref|YP_002283223.1] GCN5-related N-acetyltransferase [Rhizobium leguminosarum bv.
trifolii WSM2304]

gb]ACI156997_.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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERL -QDRYPWLVAE-VEGY 67
+R A+ AD+ A+ DI+ T ++ P+ E +  +YP++ A 4G
Sbjct: 5  LRDASQADIPAIADIYRESVLNGTSSYEIAPPSEAEMAQRFAAIVGQQYPY IAAAGADGG 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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE-GV 67
+R A AAD+ + 1 + ++ PT E + YP++VA E G
Sbjct: 5 LRDAVAADLPVITGIYRESVLNGVASYEETPPTEAEMALRFSTITGSGYPYVVALDEAGA 64

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
V G AYA ++ R+AY + VE ++Y+S + GG L+ L+ A GF+ ++AVIG
Sbjct: 65 VIGYAYASAFRNRSAYRFVVEDSIYLSPAARGKGTGKALLSELIGRCTALGFRQMIAVIG 124

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
+ S+ LH ALG+ +G ++A G+tKHG 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+EIR AT D + 1 ++YIE + V + E + +++ +E+ +YP++VAE +G
Sbjct: 4 I1EIRTATPFDAEELLGIYSYYIENTAVTYELEVPSAEDFRRRIEKTLKKYPY IVAERDGR 63

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG +K R AY+ + E+++YV +tR GG+ LY LK+ G++ Al
Sbjct: 64 [1TGYAYAGVFKDRAAYERSAETS1YVDVNKKRHGTGTALYRELEKRLADMGVRNAYACIA 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR--—-~- YPWLVA 62
+ IRP++ AD+ A+ 1| H+l + + + DDL+R + P LVA
Sbjct: 19 1VIRPSSDADVEAMVAIYEHH I SRGVSDVGVAEED-RLLPDDLKRRRKTMRKKRLPHLVA 77

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
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+ +G VAG AYA P++ R AY +T++ ++YV H G+G L  L+++ A G++ +

Sbjct: 78 DRDGAVAGYAYAVPFRKRPAYRYTLKHSIYVHPDHLHAGIGRRLLPAL IEACAAGGYRQM 137

Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
+ 1 N S+RLHEA G+ G LRA G+K+G W D QR + RP
Sbjct: 138 1GYIDAENAASLRLHEACGFERVGYLRAVGFKYGHWSDSVMVQRALGTGSEDRP 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 55/163 (33%), Positives = 86/163 (52%), Gaps = 4/163 (2%)

Query: 8 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64
V+1RPA D+ A+ D+ NHYI + F EPT + W RY LVAE
Sbjct: 3 VQIRPAVIEDLPALTDLYNHY IVNTATTFDIEPYTLEGRAVWFSQFAP-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 GITLPNEASHI IHEKFGFESVGVYLEVGRKFGQYWDVEWFEKE 164

>ref]YP_002961972.1] phophinothricin N-acetyltransferase [Methylobacterium extorquens
ref|YP_0038gé;75.1| phophinothricin N-acetyltransferase [Methylobacterium extorquens
gb|AC83869gM11 phophinothricin N-acetyltransferase [Methylobacterium extorquens
emb|CAX227§¥?1| phophinothricin N-acetyltransferase [Methylobacterium extorquens
Lgﬂglh = 204

Score = 97.1 bits (240), Expect = 1le-18, Method: Compositional matrix adjust.
Identities = 58/162 (35%), Positives = 88/162 (54%), Gaps = 4/162 (2%)

Query: 3  PERRPVEIRPATAADMAAVCD IVNHY IETS---TVNFRTEPQTPQEWIDDLERLQD-RYP 58
PV IRP++ AD++A+ 1 +I T+ E PE +++ RP
Shjct: 9  PTHAEVVIRPSSDADVSAMIAIYERHIRKGVGDTGDFEEERLLPDELRRRRKTMRSKRLP 68

Query: 59 WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 118
LVAE G +AG AYA P++ R AY + ++ ++YV H G+G L L+++ A G
Sbjct: 69 HLVAERGGQIAGYAYAVPFRKRPAYRYALKHSIYVHPDHLHAGIGRRLLPAL IEACAAGG 128

Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
++ ++ | N+ S+RLHEA G+ G L A GYK+G W D
Sbjct: 129 YRQMIGY IDASNEASLRLHEACGFARVGYLPAIGYKYGRWSD 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 60/177 (33%), Positives = 89/177 (50%), Gaps = 5/177 (2%)
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Query: 5  RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE 63
R +R AT AD+ A+ | H+++ +F P+ E L ++ + P+LVAE
Sbjct: 20 RHAFTLRDATPADIPAIHATYAHHVQHGRASFEEVPPSADEMQLRLAEVRRKGLPYLVAE 79

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
+G V G AYA ++AR+AY + +E ++Y+ HR GLG L L+ E ++ +V
Sbjct: 80 RDGEVLGYAYASAYRARSAYRFAIEDSIY IDHRRVGEGLGQALLAALIARCETGPWRQMY 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. Mgl]
gb]EDX20992.1] conserved hypothetical protein [Streptomyces sp. Mgl]
Length = 172

Score = 96.7 bits (239), Expect = l1le-18, Method: Compositional matrix adjust.
Identities = 62/160 (38%), Positives = 81/160 (50%)

Query: 6 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65
RPV +R A + D+ + 1 NH IE ST + Q+P E L +R VAEVE
Sbjct: 9 RPVTVRRALSGDVET IRAIRNHAITEHSTALWTQ ILQSPAEAAAWLAAHLERGSAFVAEVE 68

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
G AG GPW+ ++ Y TVE +VYV LG+GS L L+ S G +VA
Sbjct: 69 GETAGFGVYGPWREKDGYRHTVEDSVYVRDGMYGLGIGSALLAELISSARDAGHHVMVAG 128

Query: 126 1GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
1 N S+RLH+ G+ GT+ AG K G WD+ Q
Sbjct: 129 I1EAENTASIRLHKRYGFRLVGTVPEAGTKFGRWLDLTLMQ 168

>gb]ADL24342.1| acetyltransferase, GNAT family [Staphylococcus aureus subsp. aureus
JKD6159]
Length = 163

Score = 96.7 bits (239), Expect = le-18, Method: Compositional matrix adjust.
Identities = 54/161 (33%), Positives = 85/161 (52%), Gaps = 1/161 (0%)

Query: 10 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68
IR A D+ A+ I N I +T + EPQT E I E Q +P VE+G YV
Sbjct: 2 IRCAKKEDLNATLATYNDATINTTAVYTYEPQT IDERIAWFETKQHNHEP IFVFESDGNV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV  + G+ S L HL+  +A+G+++++A |
Sbhjct: 62 LGFATFGSFRPWPAYQYTIEHSIYVDASARGKG IASQLLQHL IVEAKAKGYRALIAGIDA 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 56/176 (31%), Positives = 90/176 (51%), Gaps = 10/176 (5%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+EHR A D ++1 Y+E+ +F E E+ + + +  YP+LVA +G
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Sbjct: 4 LELRRANVGDAERLLEIYAPYVEKTAITFEDEVPP IGEFQNRILKTLRIYPYLVALKDGK 63

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA +K R AYD +VE ++YV + +G LY + ++ QGF ++ A 1
Sbjct: 64 1VGYAYASAFKERAAYDHSVELSI1YVDANVRHQHVGRFLYDAMENCLKKQGFLNLNACIA 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 54/154 (35%), Positives = 77/154 (50%), Gaps = 4/154 (2%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64
+EIR D+ + DI N YIE + F P + QW +Y VA
Sbjct: 1 MEIRTGKLEDVTGITDIFNFY IEHTNARFEEVPFTLENRQKWFSQFSS-NTKYQLYVAIE 59

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
G+ GA+ ++A +A+D TVE TVY++ + GLGS LYT L S+ AG 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 54/161 (33%), Positives = 81/161 (50%), Gaps = 4/161 (2%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR D A+ 1 NY+E S F TEP ++ + + R+P+ VEEGYV
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 KGWDV 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 55/162 (33%), Positives = 85/162 (52%), Gaps = 4/162 (2%)

Query: 8 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEV 64
V+1RPA D+ A+ D+ NHYI + F EP T + W RY LVAE
Sbjct: 3 VQIRPAVIEDLPALTDLYNHY IVNTATTFDIEPYTLEGRAVWFSQFAP-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 GITLPNEASRI IHEKFGFESVGVYLEVGRKFGQYWDVEWFEK 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 51/162 (31%), Positives = 85/162 (52%), Gaps = 5/162 (3%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IR AT +D+ + DI N 1 +T + +PQT W++ +Q+ P VE 46
Sbjct: 2 IRHATKSDLPNILDIYNDAILNTTAVYSYKPQTLASRE IWFEN--KSQNNEP IFVFEEQG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
A G ++ AY +++E ++YV+ H+ G+ S L L+ + +G+K++VA 1
Sbjct: 60 EAVAFATYGSFRDWPAYQYSIEHSIYVNEHHRGKGIASQLLKQL INHAQVEGYKTLVAGI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
ND S+ LH+ + GT++ GYK WD+ F+Q D
Sbjct: 120 DATNDNSIYLHKKFDFQHSGT IQNVGYKFDKWLDLAFYQLDL 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 56/159 (35%), Positives = 83/159 (52%), Gaps = 3/159 (1%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + TT++ EPT E D+ +P LVAE +G V
Sbjct: 4 IRDFQPADIETITAIYTQAVLTGTGSYEIEPPTMDEMAKRFAAFADQGFP ILVAEADGRV 63

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
G AYA ++ R AY W E ++Y++ + G+G L L+ + A GF+ ++AVIG
Sbjct: 64 LGYAYASYFRVRPAYRWLAEDSIYIAPDAKGQGIGKLLLREL IARISALGFRQLLAVIGD 123

Query: 129 P--NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N SV+LHE+LG+T G + +G+KH W D
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 = le-18, Method: Compositional matrix adjust.

Identities = 65/181 (35%), Positives = 90/181 (49%), Gaps = 13/181 (7%)
Query: 7 PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER-—--— LQDRYPWLV 61
PVE+R AAD+ A+ 1 1 + P +DD+ + YP+LV
Sbjct: 2 PVELRAVRAADIPAITATYAEQIAGVNTYEYSAPS-——-- LDDMRARVSAIVDAGYPYLV 56

Query: 62 AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121
AE++GVWAG 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]EE062335.1] conserved hypothetical protein [Bacteroides sp. 9 1 42FAA]
Length = 161

Score = 96.7 bits (239), Expect = l1le-18, Method: Compositional matrix adjust.
Identities = 54/161 (33%), Positives = 81/161 (650%), Gaps = 4/161 (2%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR D A+ 1 NY+E S F TEP ++ + + R+P+ VE EGV
Sbjct: 2 IRRVELQDAKAITTIYNEYVEHSVATFETEPLREEDMRSR IAGIAIRFPYFVYEEEGKVV 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 KGWDV 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 63/157 (40%), Positives = 90/157 (57%), Gaps = 5/157 (3%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR--YPWLVAEVEGY 67
+RPA +D A+ 1 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+ ++ Al
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 = l1le-18, Method: Compositional matrix adjust.
Identities = 60/177 (33%), Positives = 89/177 (50%), Gaps = 5/177 (2%)

Query: 5  RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAE 63
R+P  +R AT AD+ A+ 1 H++ +F P+ E + + P+LVA
Sbjct: 16 RKPFTLRDATPADVPAIHATYAHHVLHGRASFEETPPSLDEMQLRFAEVHRKGLPYLVAV 75

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
+G V G AYA ++AR+AY + +E ++Y+ HR GLG L L+ E ++ +V
Sbjct: 76 RDGEVLGYAYASSYRARSAYRFAIEDSI1Y IDHRRVGEGLGQALLAELVARCETGPWRQMY 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 = l1le-18, Method: Compositional matrix adjust.
Identities = 57/166 (34%), Positives = 82/166 (49%), Gaps = 5/166 (3%)

Query: 7  PVEIRPATAADMAAVCD IVNHY IETST---VNFRTEPQTPQEWIDDLERL-QDRYPWLVA 62
PV++RP+ +D+ A+ 1 H++ v PP+ D +LQRPLVA
Sbjct: 15 PVQVRPSRESDVEAMLAIYRHHVRNGVPRDVEGTGAPE-PDDLRDRRKNLKQTRLPHLVA 73

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
GVGAYA ++ RAY +T + ++YV H H G+G L L+ A GF+ +
Sbjct: 74 TYRGEVVGYAYAVLFRKRPAYRYTAKHS1YVHHAHLGRGVGRLLLQELVDVCAAAGFRQM 133

Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+ 1 N PS+ LHE G+ G L Y+HG W D QR
Sbjct: 134 1GYIDADNAPSLALHEKFGFARAGLLCGVAYRHGRWSDTVMVQRSL 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 = l1le-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+ | H++ S +F P E + L P+LVAE +G V
Sbjct: 9  VRDATDADLDAIHAIYAHHVHHSVASFEETPPDVAELRARRDAVLNHGLPYLVAEWDGRYV 68

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
AG AYA P++ R+AY + +E ++Y+ + G+G L L+ E ++ ++AVI
Sbjct: 69 AGYAYATPYRTRSAYRFAIEDSIY IDDAQRGRGIGRALLEAL IARCEGGPWRQMIAVIAD 128

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 179
S LHAG+ 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-—--——- WIDDLERLQDRYPWLVA 62
EIR D AA+ DI + T FTEP P E W LE P+LVA

Sbjct: 3 EIRKVQVTDFAAIAD I YKDGVLNGTGTFDTEP--PGEDAMRARW---LELQSMNLPYLVA 57

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
G V G AYA P++AR AY + VE ++YV  H+ G+G L L+ + GF ++
Sbjct: 58 TEGGSVIGYAYASPFRARIAYRYGVEDSIYVHPAHKGKGVGKALLEAL IAASTEAGFYAM 117

Query: 123 VAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180
AVIG N S+RLHE G+ G L AGYK WDV F +P+RP
Sbjct: 118 YAVIGDAENTGSIRLHEQAGFEHTGKLPKAGYKFDRWLDV IFMS———————-— 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 RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 64
R + IRA+ D A+ DI +Y+E + + F + T +E+ + +  YP+LVAE
Sbjct: 44 RMAITIRLASLDDAKALLDIYRYYVEETAITFEYDVPTLEEFTGRMRS IMAFYPYLVAEE 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
1o+ + S+ HALGY + G +GYK W+D+ + ++ E A P
Sbjct: 164 CIASTDVEDAYLTNGSEKFHRALGYQSVGKFHDSGYKFNRWYDMIWMEKMLGEHGADVAP 223

Query: 177 VRPVTQI 183
V+ + +1

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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
++IR A +D+ A+ I N+ +E F EPQT + + R+P +VAE EG
Sbjct: 2 LQIRDAVLSDLPAMLATYNYAVENLVATFDLEPQTLAQREVWFHKHGGRHP I IVAEYEGN 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWWAVIG 127
V G ++ + AY + E ++Y++ G+G+TL + +L+ + ++V+ |
Sbjct: 62 VIGYCSLSVFREKPAYQKSTELSI1Y IAPDQSGKGVGTTLMSAILERARQLEYHTIVSGIV 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 PAl]
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 [1RPATAADMAAVCDIVNHYIETS---TVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVE 65
IRP++ AD++A+ 1 +1 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 GQIAGYAYAVPFRKRPAYRYALKHS I'YVHPDHLHAG IGRRLLPALIEACAAGGYRQMIGY 122

Query: 126 1GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
1 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++ + 1 YIE + ++F E + QE+ + + YP+LV E EG +
Sbjct: 5 IRNTKKTDLSQLLAIYAPY IEKTAISFEYEVPSLQEFEQRWQGIVQTYPYLVLEQEGQIL 64

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL- 128
G AYA + RAY W E ++Y++ + Q GLG Y L +AQG S +A 1
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVAEVEG 66
V++R AT+ D+A + | +HY+ TST F +P WD 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 QVAGFAYVGPWRPRPAYAHTVEDTIYLDPAATGRGIGTRLLASVLEQAAAAGAREVIAVY 122

Query: 127 GLPND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
+ S+ LH G+ GL GK 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
PX099A]
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
PX099A]
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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEG 66
P+E+R  AAD+ A+ 1 1 + P + + Y +LVAE++G
Sbjct: 2 PLELRAVRAAD IPAITAIYAEQIAGVNTYEYSAPSLDEMRARVSAIVDAGYSYLVAELDG 61

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG AYA ++AR Y WTVE+++Y++ Q G+G +L L+ E +GF ++AVI
Sbjct: 62 VVAGYAYASAFRARAGYRWTVENSIYLATAMQGRG IGKSLLGEL IAVCEQRGFLQMIAVI 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 [llyobacter polytropus DSM
2926]
gb]AD0O83767.1] Phosphinothricin acetyltransferase [llyobacter 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR D ++ +1 N+Y+E +T P++ ++++ YPWVE +
Sbjct: 3  IRYVEDRDAESIAEIYNYYVENTTFTGDETPFSKEHMKNK IKD I SKDYPWLVLEENSQIL 62

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G Y W+ RYAY + E +VY+ + + OGLGS L++ LLK ++ +  ++++ | LP
Sbjct: 63 GYIYLNQWRFRSAYRHSAELSVY IRNGVRTNGLGSKLFSSLLKELKKKNLHT IISAIVLP 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 NY+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 KGWDV D+EL
Sbjct: 122 NAASDALHLRMGFKKVSHFKKVGLKFGRWLDVV----DYEL 158

>ref|NP_232781.1] toxin resistance protein [Vibrio cholerae 01 biovar eltor str.
N16961]
gb]AAF96293.1] toxin resistance protein [Vibrio cholerae 01 biovar EI 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAEV 64
+EI D+A + DI N YIE + F P + +EW R +Y VA
Sbjct: 1 MEIXTGEFEDIAGITDIFNFY IEQTNARFEEFPFTLENREEWFSQFSRTA-KYQIYVAVE 59

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GVv+ G A + ++A A+D TVE +VY++ + GLGS LYT L S+ AG +++
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 = 97170 (5%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVAE--- 63
+ IR A D+ A+C+l HY+ S F T + + L+ D P+ VAE
Sbjct: 26 I1VIREAVVDDVKAICEIYGHYVRESVATFEEVVPTLDDMLSRFNSLKADGMPYFVAEQAA 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

+ ++AVlI G N S++LHE LG+ + L +GK WDV Q +
Sbjct: 146 RQMIAVIGGSDNLGSIKLHERLGFKHKHILYSVGLKFEKWVDVVTLQLEL 195

>ref|YP_619073.1] acyltransferase [Lactobacillus delbrueckii subsp. bulgaricus ATCC

11842]

emb|CA197967.1] 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
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+E+R A D + +1 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 1
Sbjct: 64 1VGYAYASAFKERAAYDHSVELSI1YVDANVRHQHVGRFLYDAIEDCLKKQGFLNLNACIA 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 [1RPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
IRAT D+ + +I N 1 +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 HR G+ + L T L++ A G +VA +
Sbjct: 61 AVAGYASYGVWRAKSGYRYTVENSVYVHVDHHRRGIATALMTAL IERARAGGIHVIVASY 120

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N S+ LHE G+ + GKGWD+ +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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
+E+R A D + +1 Y+E + + F E E+ + + + YP+LVA +G
Sbjct: 4 LELRRANVGDAERLLEI'YAPYVEKTAITFEDEVPP IGEFONRILKTLQIYPYLVALKDGK 63

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA +K R AYD +VE ++YV +G LY + ++ QGF ++ A 1
Sbjct: 64 [1VGYAYASAFKERAAYDHSVELSI1YVDANVCHQHVGRFLYDAIEDCLKKQGFLNLNACIA 123

Query: 128 LP-——---- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR---DFELPAP 173
P +D S+R HE LGY G GYK G W+D+ + ++ + +PAP
Sbjct: 124 APIGEDPYLDDNSIRFHEHLGYKFVGRFHQCGYKFGRWYDMVWMEKMLGEHTVPAP 179

>ref|zZP_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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IRAT D + +1 Y+ + + F + +E+ + + + + +P+LVE E +
Sbjct: 6 IRVATVEDARY 1QE1YAPYVLNTAITFEEVVPSVEEFQERIAKTLEAFPYLVLEEEKEIV 65

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYAG + R A+DW+ E ++Y+S HQR G G LYT L K +  G++++ A + +P
Sbjct: 66 GYAYAGRFSQRAAFDWSTEVSIHY ISLEHQRKGFGKLLYTELEKQLLKLGYQNIYACVAVP 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+IRA D ++ 1 Y+E + ++F E + + +++  YP+LVAE+EG
Sbjct: 6  IVIRSANPQDAPSLRAIYRPYVERTVISFEYEVPSVSGFRQRIKQTLAHYPYLVAELEGE 65

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
VGAY + RAY + 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
PVE+R AD+ A+ 1 1 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 AVVGYAYASSYRARAGYRWTVENSIYLAAAAQGCGIGSQLLGAL IAVCEQRGYRQMIAVI 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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW-IDDLERLQDRYPW 59
MSP VIR+ AD+ A+ | H++E T +F EP + E + L+ P+
Sbjct: 32 MSPHTPTVLIRDSADADLPAIKT IYAHHVEHGTASFELEPPS INEMRLRRASVLEREMPY 91

Query: 60 LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119
LVAE++G V G AY ++ R AY TVE +VYV LG+G L L++ A G+
Sbjct: 92 LVAEIDGEVVGYAYVTAYRPRPAYRHTVEDSVYVKTGRAGLG IGGKLLGALVERCTAAGW 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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR AT AD A + 1 Y+E + + F + + +E+ + ++YP+LVAE +
Sbjct: 19 [1RAATPADAAELLAIYAFYVENTAITFEYDVPSVEEFARRIAGTLEKYPYLVAESSDGIQ 78

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AY G + AR AYDW VE++VYV + GG LY LK+ AQG ++ Al
Sbjct: 79 GYAYVGQFHARPAYDWAVETSVYVRRDGRTRGTGRALYDALEKVLAAQGILNLEACIAYA 138

Query: 130 --——--- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVT 181
+ SV H+ +GY G G+K  W+D+ + ++ E A PVR
Sbjct: 139 PVEDEYLTNNSVGFHDHMGYRMVGRFEKCGFKFNRWYDMVWMEKL I GEHCADQPPVRWFP 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
IRA D+ A+ I N I +T + EPQT E I E Q +P VE GV
Sbjct: 2 IRCAKKEDLNATLATYNDATINTTAVYTYEPQT IDERIAWFETKQRNHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV  + G+ S L HL+  +A+G++++VA |
Sbhjct: 62 LGFATFGSFRPWPAYQYTIEHSIYVDASARGKG IASQLLQHL IVEAKAKGYRTLVAGIDA 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER----LQDRYPWLVAEVE 65
IR+ D+ + 1 Ht+ 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 GEIVGYAYATLYRPRAAYRHTCEDSVYVREGRHGLGIGRGLLDTLVARCAAAGWRQMLAY 123

Query: 126 1GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGW 68
+RP+T +D++A+ | H++ TT FTP + + + L P+LVAEV4G V
Sbjct: 1 MRPSTESDISAITAIYAHHVLTGTGTFETTPPSESDMQGRRADVLSKGLPYLVAEVDGEV 60

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G AY +K R AY ++ E ++Y++ GLG L L+ E G + ++AVIG
Sbjct: 61 1GFAYCNWFKPRPAYRFSAEDSIYLAPNAHGKGLGKLLLIELMSQAERCGVRKLIAVIGD 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 180
N S+ +H + GY G + A G+tK W D+ ++ + PV PV
Sbjct: 121 SANAGSIGVHTSCGYDKVGVISACGWKFDRWLD IVLMEKT IGAGSSTPPVDPV 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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-EVEG 66
++1 T D + DI Y+ ++F + + E++ + + ++P++ A+ G
Sbjct: 1 MKIEKVTTEDARELLDIYTPYVTDTAITFEYDVPSLSEFEER IRNISAKFPY IKAVDDNG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+ G AYA +K R+AYDW+VE+TVYV +R G+GS LY L KS+ G + Al
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE-G 66
+ IR A +D AAC+Hl +Y + VF + +++ + + YP++VA E G
Sbjct: 3  ITIRDAQVSDAAAICEIYGYYAAHTFVTFTEDNPSVEAYERS ILETKKAYPY IVACDETG 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRH-QRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
V G+AYAG + +AY ++VEST+Y + ++ G+G+ LY L K+ G+K + V
Sbjct: 63 KVVGMAYAGRVRQHDAYRFSVESTIYTAVDAPKQQGIGTLLYDELEKRLSDMGYKFMYGY 122

Query: 126 1GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
I N+PS++ H+A G+ G GYK G W + ++++
Sbjct: 123 1TDDNEPSIQFHKARGFEEVGHFEN IGYKFGQWKGIVWYRK 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V +RPATA D+ AV 1 HY+ STV F PT +W + R P+L+A+
Sbjct: 6  VTVRPATADDLEAVAAIYAHYVHHSTVTFDLVPPTVDDWRRKHGEVTARGLPFL IADQGS 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  SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY 61
+E+++IRA D + 1 YIE+++ + T+E+ + + +RYP+LV
Sbjct: 3  TNEKKEITIRIAKEEDAEELLAIYAPY IEHTVITYEYDVPTVEEFRGRIRHVLERYPYLV 62

Query: 62 AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121
AEV G + G AYA + R A W VE+++YV + +G+G+ LY L K ++ Q +
Sbjct: 63 AEVNGEICGYAYASAFHERPAGGWNVETSIYVDQNKKGMG IGTKLYDMLEKILKRQNVLN 122

Query: 122 VVAVIGLP-----—- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAP 173
+ Al + S+ HE LGY G GYK  Wi++ + +++ E A
Sbjct: 123 MNACIACTEHEDEYLTNAS IHYHEHLGYRMVGWFTNCGYKFHRWYNLAWMEKEIGEHVAD 182

Query: 174 PRPVRPVTQI 183
PV T 1
Sbjct: 183 QPPVIAFTDI 192

>ref|ZP_02862900.1] hypothetical protein ANASTE_02127 [Anaerofustis stercorihominis
DSM
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gb|EDS72411.1] hypothetical protein ANASTE_02127 [Anaerofustis stercorihominis DSM
172447
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 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
++IR A D + DI YI ++ F + +E+ + + + + YP+LV ++
Sbjct: 4 IKIRFAEENDSNEILDIYTPY ILNTPITFEYDRPDEEEFKNRIVKTKKLYPYLVYTIDSR 63

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA +K R AYD+T E ++Y+ ++ +G LY L++ ++ Q + + Al
Sbjct: 64 1I1GYAYASQYKNRKAYDYTAEISIYIKEGYKGKHIGQNLYMSLIEILKLQNLQLLYACIT 123

Query: 128 L-PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAPPRPVRPVTQI 183
+P S H+ LG+ G +G+K G W+D  ++ + + P+ P+ +1
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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWID-DLERLQDRYPWL-VAEVEGY 67
I +A +A+ DI N I ST + +P+ P+ + + 4P+ V + 4G
Sbjct: 4  IDCSEARHASAILDIFNDAIANSTALYDYKPRPPESMVGWFATKRAGGFPVIGVEDADGT 63

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ GA G ++A A+ ++VE ++YV  H+ GLG TL L+ + + +G +V 1
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  PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLY 61
P P IRATAD+ A+ | 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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR A D AA+ 1 Y+E + + F TE T ++ + YP+LV E EG +
Sbjct: 2 IRYAQVTDAAAILAIYKPYVENTAITFETEIPTVADFEGR IAATLKHYPYLVLEEEGQIL 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AYA ++ R AYDW VE ++Y+ + GG LY LK+ QG + Al
Sbjct: 62 GYAYASRYRTRAAYDWVVELSIYMDMNARDQGKGRFLYEALEKLLRVQGVLTAYACITGA 121

Query: 130 ND-——---- PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE-LPAPPRPVRPVT 181
++ S + +EALGY GYK G W D+ + ++ L PP+ ++ +
Sbjct: 122 DEQEAYVTGASPKFYEALGYQY ICHFPKIGYKFGQWFD ILWMYKELAPLANPPQTLKSMD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
V IR +T AD+ A+ | + 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+ + AVl
Sbjct: 63 KVVGYCYAGPFRLRAAYRYTVEDSVYVSPEAVGAGVGKALLSAL ISACEDLGVRQMCAVI 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
VE+R A D+ A+ | + ++ +F PT E L+ + D PWLVA G
Sbjct: 12 VEVRDALPDDVHAISAIYSWHVLHGRASFEEIPPTVDEMRKRLKNVTDNGLPWLVALYRG 71

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+V G YA P++ R+AY +T+E ++YV GGS L L++ E  ++ ++AV+
Sbjct: 72 IVVGYCYATPYRPRHAYRFTLEESIYVDASTTGRGFGSALMDAL IERCEQGPWRQMIAVV 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 GDGHNNAGSLRLHKKHGFEVVGQLRSVGYKKGDWRDTL IMQRPLNDGDWTLP 183

>ref]YP_004034059.1] sortase related acyltransferase [Lactobacillus delbrueckii subsp.
bulgaricus NDO2]
gb]ADQ61082.1] Sortase related acyltransferase [Lactobacillus delbrueckii subsp.
bulgaricus NDO2]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+E+R A D+ +1 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 1
Sbjct: 68 1VGYAYASAFKERAAYDHSVELSIYVDANVRHQHVGRFLYDAIEDCLKKQGFLNLNACIA 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IRA +D+ ++ DIN I +T + +P +E W+ +Q+ P VE +
Sbjct: 2 IRQAQQSDLTSILDIYNDAIINTTAVYTYQPTNIEERQAWFN--HKQQNGDP IFVFEKDD 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+V G A G ++ AY +T+E ++YV +++ G+ S L L++ + F++++A 1
Sbjct: 60 IVQGFATYGQFRDWPAYLYTIEHSIYVHPKYRHHGIASQLLIKL IEEAKDNNFRTLIAGI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 167
N S++LHE G++ GT++ AGYK W D+ F+Q D
Sbjct: 120 DASNTGSIKLHEKFGFSHSGT IKYAGYKFDQWLDLTFYQLD 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-=-=—=-—- YPWL 60
El AA 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 VALKDGEVAGYAYASPYRSRSAYRHTVEDSIYVAEGMQGRGIGRALLQEL IRRCTDGGFA 127

Query: 121 SVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166



Dow AgroSciences LLC
Study ID: 110331
Page 206
+VAVIG N S R+H+ LG+ GLR G+K G WD QR
Sbjct: 128 QMVAVIGNSANAGSQRVHQGLGFETAGVLRNVGFKFGQWVDTVLMQR 174

>ref|YP_062723.1] phosphinothricin acetyltransferase protein [Leifsonia xyli subsp.
xyli str. CTCBO7]
gb]AAT89618.1] phosphinothricin acetyltransferase protein [Leifsonia xyli subsp.
xyli str. CTCBO7]
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
IRAAD+ V +1 NHY+ STVF + T EW L P++VAE G
Sbjct: 30 IREARAEDLPHVREIYNHYVANSTVTFDEDAMTLPEWKSKFGYLHKLGMPFIVAESPSGQ 89

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
VGA PWK + AY +TVE+++Y+ GLG L L+ +A G K ++AVI
Sbjct: 90 VLGYALVSPWKQKRAYRYTVENSIYLGAASTGKGLGPALLQEL IDRSKAAGLKEMIAVIA 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+ +1 NH + T+T+ N RT + W+ + L YP LV+E
Sbjct: 1 MTIRFADKADCAAITEI'YNHAVLHTAT IWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GWAG A G W++ + + +TVE +VYV  HQ GLG L + L+ G +VA
Sbjct: 59 NGVVAGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRL IDEARRCGKHVMVA 118

Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
I N S+RLH +LG+T + GKGWD+FQ + AP
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 +1 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 VGYSYATSYRPRPAYRYTVENSIYIAPGQQRRGIGSALLDAL IARCSSGPWRQMLAVIGD 137
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Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF----- ELPAPP 174
N S+ +H G+ GTL G+tK G WD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVEG 66
+ IRP+ D+AA+ 1 H++ T T F TEP + L P+LVAE +G
Sbjct: 3 LTIRPSRDQDIAAITAI YAHHVLTGTGTFETEAPSAADMAARRADVLGKNLPYLVAEEDG 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+E+R A D + +l 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 1
Sbjct: 64 1VGYAYASAFKERAAYDHSVELSI1YVDANVRHQHVGRFLYDAIEDCLKKQGFLNLNACIA 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+ +1 NH + + N RT + W+ + L YP LV+E
Sbjct: 1 MTIRFADKADCAAITEI'YNHAVLNTAATWNDRTVDTDNRLAWYETRQLLG--YPVLVSEE 58

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GW G A G W++ + + +TVE +VYV  HQ GLG L + L+ G +VA
Sbjct: 59 NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRL IDEARRCGKHVMVA 118
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Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
1 N S+RLH ALG+T + GKGWD+ FQ + AP 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 ADMAAVCDIVNHY IETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GVVAGIAY 73
A A+ 14N I TST + +P+TP+ + + ++P + AEEG + G A
Sbjct: 10 AHAGAILAILNDAIVTSTALYDYKPRTPENMVAWFATKRANGFPV I GAEDENGKLLGFAS 69

Query: 74 AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133
G ++A AY +TVE +VYV  H+ GLG TL ++ A+ +V 1 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 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 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 + A1l P
Sbjct: 64 GYAYASRFHARAAYAWSAEVTI1YLAQEARGRGLGSALYHRLEGYLKGMGILNCNACIASP 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 PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEP---QTPQEWIDDLERLQDRYPWLVAE 63
PV IRPATAAD+ A+ DI NH + +T + P Q+ +EW +R + +P LVAE
Sbjct: 4 PVSIRPATAADLPAILDIYNHAVLHTTATYDHTPVSLQSREEWFAGRQR--EGFPVLVAE 61

Query: 64 VEG-VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
+G VGA GP++ + Y TVE +VY+S Q GLG L L+ +G+ +
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Sbjct: 62 DDGGAVVGWASYGPFRPKLGYSRTVEHSVYLSPAAQGQGLGGQLLEAL IAQATTEGYHLM 121

Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF-ELPAP 173
+ V+ ND StR HE G++ G L AGtK GWD F R E+ AP
Sbjct: 122 1GVVDAENDGSLRFHERHGFSEAGRLPQAGHKFGRWLDATFVVRRLQEMDAP 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR +T AD+ A+ 1 + F P E + DR P+LVAE+ G V
Sbjct: 2 IRASTDADIPAITAIYGWNVLNGLGTFEEVPPDAAEMARRRQGFLDRGLPYLVAELNGKYV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G YAGP++ R AY +TVE +VYVS G+tG L + L+ +E G+ + AVIG
Sbjct: 62 VGYCYAGPFRLRAAYRYTVEDSVYVSPEAVGAGVGKALLSAL ISACEDLGVRQMCAVIGD 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
P+E+R D+ + 1 1 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 VVAGYAYASAFRARAGYRWTVENSIYLAAAMQGRG IGKALLGEL IAVCEQRGFRQMIAVI 121

Query: 127 GLPNDPSVR-LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL--PAPPRPVRP 179
G + + RLHE G+ G G KHG W D QR APP P
Sbjct: 122 GDAGNLASRHLHERFGFRTVGVFNG IGRKHGRWLDGMQMQRALGSGDTAPPSDENP 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|zZP_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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEG 66
+ +R A DM AV 1 ++ +F EP T E ++ + L P+LVAE
Sbjct: 5 LTLRDARDDDMPAVQAI YADHVLHG ISSFELEPPTLAELLERRSQVLAKGLPYLVAERAK 64

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y P++ R AY +TVE +VYV LG+G L + L+K E G++ ++AVI
Sbjct: 65 EVVGYGYVTPYRPRAAYRFTVEDSVYVRDGMGGLG IGQALLSEL IKRCETGGWRQMIAVI 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 + Al
Sbjct: 64 GYAYASRFHARAAYAWSAEVT IYLAQEARGRGLGSALYHRLEGYLKGMGILNCNACIAST 123

Query: 128 ---——- LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRPV 177
LN V HELGY 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP--WLVAEVE 65
+++RP AD+ A+ DI NHY+ + + FT TP+E+ L + P LVA
Sbjct: 7  LQVRPGVEADLEALTDIYNHYVRETVLTFDTVAFTPEERLPWLRSHPEDGPHRLLVALDP 66

Query: 66 GV-——--- VAG IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119
G VGA + P++ + AY +VE +VY + G+G+ LY L +++ +
Sbjct: 67 GTRQNAPHVLGYATSSPYRPKAAYSTSVEVSVYCAPGATGRGVGTLLYRTLFEALADEDL 126

Query: 120 KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
A 1 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 [1RPATAADMAAVCDIVNHYIETSTV---NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
IRAT D+ + +I N 1 +T + + W+DD R + +P LVA+V+G
Sbjct: 3 IRDATTGDLPGILEIHNEAIANTTAIWDETLADLDERRRWLDD--RRANGFPVLVADVDG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG A G WH+A++ Y +TVE++VYW HR G+ + L T L++ A G +VA +
Sbjct: 61 AVAGYASYGVWRAKSGYRYTVENSVYVHVDHHRRGIATALMTAL IERARAGGIHVIVASY 120

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N S+ LHE G+ + GKGWD+ +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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+EIR AT D+ 1 ++YlI + V + + + +++ +E+  +YP++VAE +G
Sbjct: 4 IEIRTATPFDAEELLGIYSYYIINTAVTYEIDVPSAEDFRRRIEKTLKKYPY IVAERDGR 63

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG +K R AY+ + E+++YV +R GG+ LY LK+ G++ Al
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 1 ++ +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 VGYGYVTPYRPRPAYRFTVEDSVYVRAGMGGLG IGHALLGEL IKRCETGGWRQMIAVIGN 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+ 1 Y+ TST F P+ + L L+ YP LVAE
Sbjct: 4 LTIRPARPDDDALAIQATYAPYVLTSTATFENVPPSVDDMAGRLRTLVEGGYPVLVAEES 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+ AGHK 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
++1 A+ A+ DI H++ T +F T+P  E + LE+++  PW+VA E
Sbjct: 1 MKIVNAEEKHILAIRDIYAHHVLHGTGSFETDPPDAHEMLARLEKIRSLGLPWVVALQED 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y ++ RAY +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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IR D ++1 Y+E + + F + E+ + + + RYP+LVA
Sbjct: 2 INIRTVELEDAEQLVNIYRPYVEHTAITFDYTVPSVHEFEEK I1SKS IQRYPFLVATEGND 61

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYA + ++AY WT E T+Y+ + + G+G LY+ L K+ +G + + 1
Sbjct: 62 [1LGYAYASEFYPKDAYKWTAEITIYLDEKARGKGVGEKLYSELEKQLYDRGICRLTSCIA 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
1 AT AD + + Y SVFTPT+W + + +P+LV GV
Sbjct: 4 1AEATEADAEG IAAVFAPYATDSVVTFETTPPTAEQWRAKIR--ESAWPFLVLAEAGEVL 61
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Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G A A PW+ + AY ++VE+T+Y++ + GG 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEG 66
PVE+R AD+ A+ 1 1 + P + + +P+LVAE++G
Sbjct: 2 PVELRAVRDAD IPAITAIYADQICGVNTYEYSAPSLDEMRARVSAIVDAGHPYLVAELDG 61

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG AY ++AR Y WTVE+++Y++ Q G+G L L+ E +GF+ ++AVI
Sbjct: 62 AVAGYAYVSAFRARAGYRWTVENSIYLAAAMQGRG IGKALLGEL IAVCEQRGFRQMIAVI 121

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
G N S+LHE G+ GL G KHG WD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+ElI A ++ A+ I H++ T +F P E LE+L+ PW VA EG
Sbjct: 51 MEIILAEDSHVPAIQQIYAHHVLQGTGSFEIVPPDEAE IASRLEKLRAAGLPWFVALSEG 110

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y 4+ RAY +T+E ++Y++ Q G+G L H + E++GF+ +V +
Sbhjct: 111 QVCGYCYLSFYRPRYAYRFTLEDSLY IAPAFQGKG IGKRLLAHA IHWAESRGFRQMVGNY 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 = le-17, Method: Compositional matrix adjust.
Identities = 56/163 (34%), Positives = 86/163 (52%), Gaps = 10/163 (6%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG- 66
+E+R AT D+ +1 +Y+E + + F E + E+ +++  YP+L A V4G
Sbjct: 1  MEVRLATPQDAEELLEIYRYYVEHTAITFEYETPSITEFRQRIKQTLKCYPYLAA-VDGH 59

Query: 67 -VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
+ G AYA +K R AYDWH+VE+T+YV +R G+G LY L++ Q ++ A
Sbjct: 60 RKIVGYAYASSFKNRAAYDWSVETT I'YVDKDVKRQG IGKKLYEALEEILRKQHVINLDAC 119
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Query: 126 1GLP-----—- NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
1 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 = le-17, Method: Compositional matrix adjust.
Identities = 58/155 (37%), Positives = 85/155 (54%), Gaps = 5/155 (3%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
IR AT AD+AA+ +1 NH +E +T + + + W++ L R + +P LVAEV+G
Sbjct: 7 IRDATEADLAAIVEI'YNHAVEHTTAIWNEAL IDVDNRRAWLE-LRRARG-FPVLVAEVDG 64

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG A G W++ + Y TVE +VY+ H+ GLG L L++ +A ++A 1
Sbjct: 65 RVAGYASYGDWRSFDGYRHTVEHSVYIDKDHRGAGLGKALMLAL IERAKAGNVHVMIAAL 124

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
N S+ LHELG+ 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 = le-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+ +tI NH + T+ + N RT + W+ + L YP LV+E
Sbjct: 1 MTIRFADKADCAAITEI'YNHAVLHTAATWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GVWAG A G W++ + + +TVE +VYV HQ GLG L + L+ G +VA
Sbjct: 59 NGVVAGYASFGDWRSFDGFRYTVEHSVYVHLAHQGKGLGRKLLSRL IDEARRCGKHVMVA 118

Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
I N S+RLH +LG+T + GKGWD+FQ + AP
Sbjct: 119 GIESQNAASIRLHHSLGFTVTAQMPQVGVKFGRWLDLTFMQLQLDEHAAP 168

>ref|zZP_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 = le-17, Method: Compositional matrix adjust.
Identities = 70/177 (39%), Positives = 86/177 (48%), Gaps = 12/177 (6%)

Query: 10 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV---- 64
IR AT D+ A+ | +HY+ + V F PT +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
+ WAVI +D S LH G+tT G L G KHG WD QRD AP
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 = le-17, Method: Compositional matrix adjust.
Identities = 58/158 (36%), Positives = 79/158 (50%), Gaps = 5/158 (3%)

Query: 7 PVE IRPATAADMAAVCD IVNHY IETSTV---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 VAGA GW+A Y TVE +VYV H+ G+G L L+ A ++
Sbjct: 62 RSGKVAGYASYGDWRAFEGYRHTVEHSVYVDKDHRGAG IGEALMREL IARAAAANTHVMI 121

Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
Al N S+RLHE LG+ G G KGW 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 = le-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+ 1 Y+ + + E + +E+ +ER RYP+LV E++G
Sbjct: 9 IRLATPDDAPALLAIYEPYVRQTAITCEYEVPSVEEFAGRIERTLKRYPYLVMELDGRPV 68

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G AY P +R AYDWHVE+++Y++ + GLG L+ L+ +AG ++ A+l +P
Sbjct: 69 GYAYVSPLNSREAYDWSVETS1YLARDVRHGGLGRKLHDALKQCLIAMGITNMCALIAVP 128

Query: 130 NDP-------- SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF--ELPAPPRP 176
+D S H +6Y 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 = le-17, Method: Compositional matrix adjust.
Identities = 51/158 (32%), Positives = 84/158 (53%), Gaps = 2/158 (1%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVE-GV 67
+R A AAD+ A+ +1  + + P+ E +  YP++ A E G+
Sbjct: 5  LRDAVAADLPAITEIYRESVLNGVATYELTPPSEAEMALRFST ITGSGYPYVAAVDERGI 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 = le-17, Method: Compositional matrix adjust.
Identities = 58/159 (36%), Positives = 84/159 (52%), Gaps = 2/159 (1%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGW 68
+R A D+ AV I ++ +F +P + E+  + L+ P+LVAE+ G V
Sbjct: 7  LRDACDQDIPAVQAIYADHVLHG I SSFELDPPSVAELLQRRAQVLVNGLPYLVAELAGEV 66

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G YA P++ R AY +TVE +VYV G+G L L++ E G++ +VAVIG
Sbjct: 67 VGYGYATPYRPRPAYRFTVEDSVYVRDGMGGRG IGLALLGELVQRCEQGGWRQMVAVIGN 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 = le-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 DLLGYAYAAPFRPRLAYRFALEDSIYLAPHAHRQGVGRALLAEL IARCEAWGARQMFAVI 129

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
G N S+ LH ALG+ GT+ AAG+tK W DV QR
Sbjct: 130 GDSTNAASIGLHRALGFADVGTMHAAGWKFDRWLDVVIMQR 170

>gb|AD199011.1] probable phosphinothricin N-acetyltransferase [Staphylococcus
aureus subsp. aureus ED133]
Length = 163

Score = 93.2 bits (230), Expect = le-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 VE GV
Sbjct: 2 IRCAKKEDLNAITLATYNDATINTTAVYTYEPQT IDERVAWFETKQRKHEP IFVFEKNGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV + G+ S L HL+ +A+G++++VA 1
Sbjct: 62 LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLHHL IVEAKAKGYRALVAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169
N S++LH+ + GTL G+K W D+ F++ D +
Sbjct: 122 SNKASIQLHQKFAFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162

>dbj |BA177989.1] 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
+tRA DM V 1 ++ +F EP + +E + + D+ P+ VAE +G V
Sbjct: 27 LRDARDDDMPTVQAIYAEHVLGG ISSFELEPPSLEEMLRRRADVLDKGLPYRVAERQGEV 86

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G Y P++ R Y +TVE +VYV H LG+G L L++ G++ ++A+IG
Sbjct: 87 VGYGYVTPYRPRPGYRFTVEDSVYVRHGLGGLGIGQALLGEL IEHCVQGGWRQMIATIGN 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
IRA D+ A+ I N I +T + EPQT E I E Q +P VE GV
Shjct: 2 IRCAKKEDLNATLATYNDATINTTAVYTYEPQT IDERIAWFETKQRNHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV  + G+ S L HL+  +A+G++++VA |
Shjct: 62 LGFATFGSFRPWPAYLYTIEHSIYVDASARGKG IASQLLQHL IAEAKAKGYRALVAGIDA 121

Query: 129 PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169
N S++LH+ + GTL G+K W D+ F++ D +
Sbjct: 122 SNKASIQLHQKFTFKHAGTLTNVGFKFNQWLDLAFYELDLQ 162

>ref|zZP_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
IRA D + 1 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 LK+ Q ++ Al
Sbjct: 66 GYAYAGVFNERAACDRSVETAIYVRQDGRKDGIGRMLYEALEKILSEQNILNLNACIAYV 125

Query: 130 NDP------- SVRLHEALGYTARGTLRAAGYKHGGWHDV 161
+D SV H +6Y 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+ +1 NH + T+ + N RT + W+ + L YP LV+E
Shjct: 1 MTIRFADKADCAAITEI YNHAVLHTAATWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GVWAG A G W++ + + +TVE +VYV  HQ GLG L + L+ G +VA
Sbjct: 59 NGVVAGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRL IDEARRCGKHVMVA 118

Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
1 N S+RLH +LG+T + GKGWD+ FQ + AP
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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGW 68
IRA DMA I H++ F PT E+ L+  P+L+A ++G +
Sbjct: 18 IRDADEKDMAPALAIYAHHVLHGLATFEETPPT IGEFAARRAAALEQGLPFLIAALDGTI 77

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G +YA ++AR AY T+E +VYV+ G+G+ L L++ EA ++ ++AVIG
Sbjct: 78 VGYSYAAEYRARTAYRHTIEDSVYVAVGLGGRGVGTMLLAAL IERCEAGPWRQMIAVIGD 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|zZP_05600435.1] acetyltransferase fTamily protein [Staphylococcus aureus subsp.
aureus 55/2053]
ref|zP_05603089.1] acetyltransferase family protein [Staphylococcus aureus subsp.
aureus 65-1322]
ref|zZP_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 Btnl1260]
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|EEVO7769.1] 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 WwW2703/97]
gb|EFB59283.1] acetyltransferase GNAT family protein [Staphylococcus aureus subsp.
aureus Btnl1260]
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 011]
gb]EGB0O0503.1] phosphinothricin N-acetyltransferase [Staphylococcus aureus 046]
Length = 163

Score = 92.8 bits (229), Expect = 2e-17, Method: Compositional matrix adjust.
ldentities = 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 VE GV
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Sbjct: 2 IRCAKKEDLNAITLATYNDAT INTTAVYTYEPQT IDERVAWFETKQRKHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV + G+ S L HL+ +A+G++++VA 1
Sbjct: 62 LGFATFGSFRPWPAYLYTIEHSIYVDASARGKGIASQLLHHL IVEAKAKGYRALVAGIDA 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGW 68
+R A D+ AV I ++ +F +P + E+  + L+ P+LVAE+ G V
Sbjct: 7  LRDACDQDIPAVQAIYADHVLHG I SSFELDPPSVAELLQRRAQVLVNGLPYLVAELAGEV 66

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G YA P++ R AY +TVE +VY+ G+G L L++ E G++ +VAVIG
Sbjct: 67 VGYGYATPYRPRPAYRFTVEDSVYIRDGMGGRG IGLALLGELVQRCEQGGWRQMVAVIGN 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 67
V+R A D A+ 1 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 1
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  ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA- 62
E+ + ATADA+DINY+ T F+ P+ E+D++ + P L+A
Sbjct: 91 EKNLPRLSLATRADAAEILDIYNWYVLHHTATFQVTPSSLPEYEDWVDSTRALIPLLLAR 150

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
++G + G AA + 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 PP 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
cm4a]
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  PERRPVEIRPATAADMAAVCD IVNHY IETS---TVNFRTEPQTPQEWIDDLERLQD-RYP 58
PV IRP++ AD++A+ +1 T+ E PE +++ RP
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 HLVAERGGQIAGYAYAVPFRKRPAYRYALKHS1YVHPDHLHAGIGRRLLPALIEACAAGG 128

Query: 119 FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160

++ ++ | N+ S+RLHE G+ G L A GYK+G W D
Sbjct: 129 YRQMIGY IDASNEASLRLHETCGFARVGYLPAIGYKYGRWSD 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQ-DRYPWLVA---—- 62
++R A D+ ++ +1 + Y+E F E + E+ + + + YP++VA

Sbjct: 4 KLRAANEGD IKSIQEIYSFYVEFEICTFEEEIPSEDEILKRYKSITGNGYPY IVATTKSA 63

Query: 63 -EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 121
E V G AYA ++ R AY +TVE ++Y+S ++ LG+G L + L+K + +G+K
Sbjct: 64 DESSETVVGYAYASAFRPRIAYRYTVEDSIY ISKDYKGLGVGKLLLSELIKLCKEKGYKQ 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTE-PQTPQEWIDDLERLQDRYPWLVAEVEG 66
+ IRP+ D+AA+ 1 H++ T F TEP + L P+LVAE +G
Sbjct: 3 LSIRPSRDDDVAAITAI YAHHVLHGTGTFETEAPSATDMAARRADVLSKNLPYLVAEEDG 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG 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  MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPW 59
+S RR  IRP+ D+ A+ I H++ T F T+ + + + R P+
Sbjct: 19 ISTSRRMPNIRPSRDEDLPAITAIYAHHVLHGTGTFETDPPSATDMAARRADVLARGLPY 78

Query: 60 LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 119
LVAE + + G AYA +K R AY ++ E ++YV+ + G+G L L + EAG
Sbjct: 79 LVAEEQEEILGFAYANWFKPRPAYRFSAEDSIYVADAARGRGVGRLLLDALCGAAEAAGY 138

Query: 120 KSVVAVIG-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
+ ++AVIG N SV +H A G+T G +R+ G+tK 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IR AT +D+ + I N+ + ST F  P+T ++++ L+ ++YP VAE
Sbjct: 1 MNIRKATISDIPDLLYIYNYEVLNSTSTFDIHPKTTEDFLKLLDSHSNKYP1YVAEENST 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSWAVIG 127
+G Y P+ + AY TVE T+Y+ H+ G+G + LL+ + G +++A +
Sbjct: 61 ILGYGYLSPFSEKEAYSITVEDTIY IHPLHRGKGIGKQILKFLLERAKDTGAANT IAKVC 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N S+ LH++ G+ GL GKG+ 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 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64
+PV IRPA AD+ AV +1I HY+ + + F P w L+ L R P+LV E+
Sbjct: 37 KPV-1RPAVPADLDAVAEIYTHYVRHTVITFEENPPPVAAWHQRLDDLAARDLPFLVVEL 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 DS LH G+T G L AGYKH WD 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
IRA D+ A+ I N 1 +T + EPQT E + E Q+P VE GV
Sbjct: 2 IRYAKKEDLNATLATYNDATINTTAVYTYEPQT IDERVAWFETKQRKHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV  + G+ S L HL+  +A+G++++VA |
Sbhjct: 62 LGFATFGSFRPWPAYLYTIEHSIYVDASARGKG IASQLLHHL IVEAKAKGYRALVAGIDA 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 BJOO1]
gb]ACB79111.1] GCN5-related N-acetyltransferase [Methylobacterium populi BJOO1]
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  VEIRPATAADMAAVCDIVNHY IETS---TVNFRTEPQTPQEWIDDLERLQD-RYPWLVAE 63
V IRP++ AD+AA+ | +1 T+F E P+E + ++ R P LVAE
Sbjct: 14 VVIRPSSDADVAAMIAIYERHIRKGVGDTGDFEEERLLPEELRRRRKTMRSKRLPHLVAE 73

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSW 123
+G +AG AYA P++ R AY + ++ +4YV H  G+G L  L+++ A G++ ++
Sbhjct: 74 RDGQIAGYAYAVPFRKRPAYRYALKHS1YVHPDHLHAG IGRRLLPALIEACAAGGYRQMI 133
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Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
| 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGW 68
+R A D+ AV I ++ +F +P + E+  + L+ P+LVAE+ G V
Sbjct: 7  LRDACDQDIPAVQAIYADHVLHG I SSFELDPPSVAELLQRRAQVLVNGLPYLVAELAGEV 66

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G YA P++ R AY +TVE +VY+ G+G L L++ E G++ +VAVIG
Sbjct: 67 VGYGYATPYRPRPAYRFTVEDSVYIRDGMGGRG IGLALLGELVQRCEQGGWRQMVAVIGN 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 WV E EGV G AY G+ R AY ++
Sbjct: 29 YVLDTAISFEEVPPTTEEMAARIENALQEYAWLVLEREGAVVGYAYGGRFAPRAAYRYSC 88

Query: 88 ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 147
E +VY+ GG LYT LL + +G++ LPN S LH ++G+ G
Sbjct: 89 EVSVYLKLGEVGKGGGRALYTELLDRLAQRGYQQAFGGYVLPNLASEALHRSMGFRLAGY 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLER-LQDRYPWLVAEVEGV 67
++R A DM AV 1 ++ +F EP E + L P++VAE +G
Sbjct: 6 DLRDARDDDMPAVQAIYADHVLHGI SSFELEPPDLAELLQRRRMVLAKGLPYMVAERDGD 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 I1VGYAYVTPYRPRPGYRFTVEDSVYVRDGLGGQGIGQALLSALVQHCEAGGWRQMIAVIG 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|EF170664.1] 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IR D+ VvV I N 1 TS +REQT E W ++L+ PLVE G
Sbjct: 2 IRFMEEKDIPEVLATYNDI ILTSKAVYRYEIQTFDEKVQWFKEQQALDN--PLLVFEDNG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+VAG A ++ Y +T+E +VYV H + G+ + L L+ E G K++VA 1
Sbjct: 60 LVAGFATYSQFRPYPGYKYTMEHSVYVHKEHYQKGIATKLMNKL IAMAEENGVKTLVAGI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N S++ HE LG+  GT++ AGYK W D+ F+Q
Sbjct: 120 DGENIGSIKAHEKLGFEYAGT IKNAGYKFEQWLDLVFYQ 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 1 +T + EPQT E + E Q+P VE GV
Sbjct: 2 IRCAKKEDLNAITLATYNDAI INTTAVYPYEPQT IDERVAWFETKQRKHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV  + G+ S L HL+  +A+G++++VA |
Sbhjct: 62 LGFATFGSFRPWPAYLYTIEHSIYVDASARGKG IASQLLHHL IVEAKAKGYRALVAGIDA 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+El A + A+ I ++ THF TP E ++ ++Q PW+A +G
Sbjct: 50 MEIFDADERHIPAIQQIYAWHVLNGTGSFETVPPDAAEMGERMRK I QQAGLPWFIAVSDG 109

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y P++ RFAY THE ++Y+  Q+ G GS L H ++ E +G++ ++A +
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Sbjct: 110 DVRGFCYLAPYRPRHAYRHTLEDSI1Y IDPGFQKRGAGSRLLEHT IQWAEQKGYRQLIANV 169

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
G N S+ +H+A G+ G LR+ GrtK G WD 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 = 37169 (1%)

Query: 6 RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64
+PV IRPA AD+ AV +1I HY+ + + F P w L+ L R P+LV E+
Sbjct: 5 KPV-1RPAVPADLDAVAEIYTHYVRHTVITFEENPPPVAAWHQRLDDLAARDLPFLVVEL 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 DS LH G+T G L AGYKH WD 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVA-EVEGV 67
+R A+ AD+ A+ DI + + P+ E +  +YP++ A 4G
Sbhjct: 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 WD 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|zZP_03566428.1] acetyltransferase [Staphylococcus aureus subsp. aureus str.
JKD6009]
ref|zZP_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|CB150514.1] 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]EFMO7602.1] phosphinothricin acetyltransferase [Staphylococcus aureus subsp.
aureus ATCC BAA-39]
gb|EFU27469.1] acetyltransferase [Staphylococcus aureus subsp. aureus CGSO1]
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 = 537161 (32%), Positives = 84/161 (52%), Gaps = 1/161 (0%)

Query: 10 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68
IR A D+ A+ I N 1 +T + EPQT E + E Q+P VE GV
Sbjct: 2 IRYAKKEDLNATLATYNDAT INTTAVYTYEPQT IDERVAWFETKQRKHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV  + G+ S L HL+  +A+G++++VA |
Sbhjct: 62 LGFATFGSFRPWPAYLYTIEHSIYVDASARGKG IASQLLHHL IVEAKAKGYRALVAGIDA 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+El A + A+ I ++ THFTP ++ ++Q  PW VA EG
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Sbjct: 1 MEIFEADERHITAIQQIYAWHVINGTGSFETVPPDADAIGERIGKVQQAGLPWFVAVSEG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y P++ R+tAY T+E ++Y+ Q+ GGSL H++ E G++ ++A 1
Sbjct: 61 DVRGFCYLAPYRPRHAYRHTLEDSIYIDPGFQKRGAGSHLLAHAIRWAEQAGYRQLIANI 120

Query: 127 G-LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 178
G N S+ LHAG+ GLR+ GtK GWD 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 66
+ IR AT AD+ A+ +I N 1 T+T F EP T E + E +R+P VA V+
Sbjct: 3 AMNIRLATLADLDAMTEIYNEAILTTTATFDMEPMTRDERLPWFESHDERHP IFVAVVDN 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+AG A W+ RAY T E++ YV H+ G+G L  +++ G+ +++A +
Sbjct: 63 QIAGWACLSQWRPRQAYADTAETSFYVKASHRGRG IGRQLKQAI IEEARRLGYHTLIAGY 122

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N+ S+ L+++ G+ GT + GKG 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 RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEV 64
+PV IRPA AD+ AV +1I HY+ + + F P w L+ L R P+LV E+
Shjct: 2 KPV-1RPAVPADLDAVAEIYTHYVRHTVITFEENPPPVAAWHQRLDDLAARDLPFLVVEL 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 DS LH G+T G L AGYKH WD 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 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68
IR A D+ A+ I N I +T + +PQT E I E Q +P VE GV
Sbjct: 2 IRCAKKEDLNATLATYNDATINTTAVYTYKPQT IDERIAWFETKQRNHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
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G+tA G ++ AY +T+E ++YV + G+ S L L+ +A+G++++VA 1
Sbjct: 62 LGVATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQRL IVEAKAKGYRTLVAGIDA 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 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IRA D+ ++I N +TS F P T ++ WD+ + +P +VAE +G
Sbjct: 3  IRYAKEEDLPMLVEIYNQSVQTSAATFDLTPVTVEQRRSWFDN-HISNELFPLIVAERDG 61

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VWAG A ++ + AY TVE ++Y+ Q G+G L +HL+ + V++ 1
Sbjct: 62 VVAGYASLSSYRDKEAY IQTVELSIYIDKNQQGYGIGKQLMKRILELAKELNHHWVISGI 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 |BA170992.1] 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 1 T+T + PT++ W+ ERL + P LV+E++G
Sbjct: 5 IRAATEADLPAIVAILNEAILTTTAVWSLTPTTLEQRRVWMA--ERLANGMPVLVSEIDG 62

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VAG A G ++ Y TVE ++YV + GG LTLL +G +VA 1
Sbjct: 63 EVAGFASYGEFRPWEGYRHTVEHSIYVETGLRGRGQGRALLTALLDDATLKGRHMMVAGI 122

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
N S+RLH LG+ G LR G K WD+ F Q+
Sbjct: 123 EAENAASIRLHAGLGFVEAGCLRQVGRKFDRWLDLLFMQK 162

>ref|YP_049065.1] putative acetyltransferase [Pectobacterium atrosepticum SCRI11043]
emb|CAG73868.1] putative acetyltransferase [Pectobacterium atrosepticum SCR11043]
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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEG 66
+E1 A + A+ 1 +++ T F TEP E L++ L PWV EG
Sbjct: 1 MEITEADERHIPAIQQIYAYHVLHGTATFETEPPDAVEMA IRLKKVLAAGLPWFVVVDEG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y ++ R AY +T+E ++Y+ Q G+G L+ + EA+GF+ +VAV+
Sbjct: 61 QVRGYCYLSFYRERFAYRFTLEDSIYIDPTFQGRG IGKRLLSRAVMWAEARGFRQLVAVV 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 PVE IRPATAADMAAVCD IVNHY IETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63
V IR AT AD+ A+ +1 NH +E +T + + +EW+ R +P +VAE
Sbjct: 4  AVLIRDATDADLPAIREIYNHAVEHTTAIWNETLVDLDNRREWMR--ARQGRGFPIIVAE 61

Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
+ G VAGA GW+A +Y TVE +VYV + G+G TL L+ A ++
Sbjct: 62 LSGKVAGYASYGDWRAFDGYRHTVEHSVYVDKDCRGAG IGETLMREL IVRAAAADVHVMI 121

Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 176
Al N S+RLHE LG+ G G K G WD+ 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  EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGY 67
IRP+ D+ A+ | 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 1LGFAYANWFKPRPAYRFSAEDSIYVADAARGRGVGRLLLDALCGAAEAAGVRKLLAVIG 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDL-ERLQD----RYPWLVA 62
VE+R A D+ A+ | ++ +F P ID++ +R++D PWLVA
Sbjct: 12 VEVRDAQPDDVHAIAAIYAWHVLNGRASFEEVPPA----1DEMRQRMRDIAAEGLPWLVA 67

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
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GW G YA ++AR AY +T+E ++YV G GS L L+ E ++ +
Sbjct: 68 LYRGVVVGYCYASLYRARPAYRYTLEESIYVDASATGRGFGSALMDAL IARCEQGHWRQI 127
Query: 123 VAVI--GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR--—--- DFELP 171
+AV+ G N S+RLH+ G+ G LR+ GYK G W D QR D+ LP

Sbjct: 128 1AVVGDGHNNSGS IRLHKKHGFEVAGQLRSVGYKKGNWRDTL IMQRPLNDGDWTLP 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 + 4G +GA G
Sbjct: 13 SAILDIFNEAIANSTALYDYRPRLPESMVGWFAAKRAGGFPV IGVEDADGTLMGFASYGT 72

Query: 77 WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136
++A A+ ++VE +YV H+ GLG L L+ + E 4G +Vv 1 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 4D+ + 1 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 +
Sbhjct: 61 ILGYGYLSPFSEKEAYSITVEDTIY IHPLHRGKGIGKQILKFLIEKAKDTGAANTIAKVC 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N S+ LH++ G+ GL GKG+ 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 PVEIRPATAADMAAVCD IVNHY IETSTVNFR---TEPQTPQEWIDDLERLQDRYPWLVAE 63
PV +R AT AD+ A+ DI NH +E +T + + + +EW+ R +P +VAE
Sbjct: 4 PVLLRDATEADLPAIRD I'YNHAVEHTTAIWNETLVDLENRREWMK--ARKARGFPVIVAE 61
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Query: 64 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 123
+ G VAG A GW+A +Y TVE +VYV + G+G L L+ A ++
Sbjct: 62 LSGKVAGYASYGDWRAFDGYRHTVEHSVYVDKDCRGAG IGERLMRELIVRAAAGNIHVMI 121

Query: 124 AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
Al 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|zZP_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. CDCO7-0191]

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
enterica serovar Schwarzengrund str. CVM19633]

gb|EDX52246.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Newport str. SL317]

emb | CAR59350.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Paratyphi A str. AKU_12601]

gb]ACH50175.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Agona str. SL483]

gb|EDY26439.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Saintpaul str. SARA23]

gb]|EDY30563.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Schwarzengrund str. SL480]

gb]ACH76859.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Dublin str. CT_02021853]

gb|EDZ00783.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Virchow str. SL491]

gb|EDZ08150.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Javiana str. GA_MM04042433]

emb]|]CAR37400.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Gallinarum str. 287/91]

gb|EDZ12889.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Saintpaul str. SARA29]

gb|EDZ15774.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar 4,[5],12:i:- str. CVM23701]

gb|EDZ22028.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Kentucky str. CDC 191]

gb|EDZ25934.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Heidelberg str. SL486]

gb|EDZ37527.1] phosphinothricin acetyltransferase [Salmonella enterica
enterica serovar Hadar str. RI_05P066]

emb |CAR33044.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Enteritidis str. P125109]

emb |CBG24597.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Typhimurium str. D23580]

gb]ACY88396.1] putative acyltransferase [Salmonella enterica subsp. en
serovar Typhimurium str. 14028S]

emb|CBW17615.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Typhimurium str. SL1344]

dbj |BAJ36552.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Typhimurium str. T000240]

gb]EFX49278.1] Putative acetyltransferase [Salmonella enterica subsp.
serovar Typhimurium str. TN061786]

gb]EFY11766.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. 315996572]

gb]EFY16162.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. 495297-1]

gb]EFY19936.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. 495297-3]

gb]EFY25172.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. 495297-4]

gb]EFY31521.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. 515920-1]

gb]EFY35339.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. 515920-2]

gb]|EFY37613.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. 531954]

gb]|EFY41978_1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. NC_MB110209-0054]

gb]EFY48037.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. OH_2009072675]

gb]|EFY50755.1] putative acetyltransferase [Salmonella enterica subsp.
serovar Montevideo str. CASC_09SCPH15965]
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gb]EFY57501.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 19N]

gb|EFY61237.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 81038-01]

gb|EFY63954_1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. MD_MDA09249507]

gb|EFY67916.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 414877]

gb|EFY73224_1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 366867]

gb|EFY76217.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 413180]

gb]EFY81390.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 446600]
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gb]ADX17290.1] putative acyltransferase [Salmonella enterica subsp. enterica

serovar Typhimurium str. 4/74]

gb|EFZ79909.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 609458-1]

gb|EFZ84996.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 556150-1]

gb|EFZ87533.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 609460]

gb|EFZ90757.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 507440-20]

gb|EFZ95521.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 556152]

gb]EGA02750.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. MB101509-0077]

gb]|EGA03788.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. MB102109-0047]

gb|EGA12237.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. MB110209-0055]

gb]EGA16090.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. MB111609-0052]

gb|EGA18597.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 2009083312]

gb]|EGA22020.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 2009085258]

gb|EGA27456.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 315731156]

gb|EGA30442.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 1A_2009159199]

gb|EGA37571.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. I1A_2010008282]

gb]|EGA39226.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 1A_2010008283]

gb|EGA44378_1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 1A_2010008284]

gb]|EGA50045.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 1A_2010008285]

gb|EGA54708.1] putative acetyltransferase [Salmonella enterica
serovar Montevideo str. 1A_2010008287]
Length = 171

Score = 91.3 bits (225), Expect = 5e-17, Method: Compositional matrix adjust.
= 62/170 (36%), Positives = 87/170 (51%), Gaps = 5/170 (2%)

Identities

subsp. enterica
subsp. enterica
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subsp. enterica
subsp. enterica
subsp. enterica
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subsp. enterica
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subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica
subsp. enterica

Query: 8  VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64
YP LV+E
Sbjct: 1 MTIRFADKADCAAITEI'YNHAVLHTAATWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58

+ IR A AD AA+ +1 NH + T+ + N RT + W+ + L

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124

GW G A G W++ + + +TVE +VYV  HQ GLG L + L+

G

+VA
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Sbjct: 59 NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRL IDEARRCGKHVMVA 118

Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
1 N S+RLH +LG+T + GKGWD+ FQ + AP
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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL-QDRYPWLVA-EVEGY 67
+R A+ AD+ A+ DI + ++ P+ E +  +YP++ A 4G
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 WD 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+El A+ + 1 H++ F T+P + L o+ PW VA +G
Sbjct: 1 MEILQAEEQHIPGIQQIYAHHVLHGCATFETDPPDDATLLARLHNI TAAGLPWFVALEDG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VWG Y W+ RAY +++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
+tRA DA+ +I NH +T++ T T W+ R YP LV+E EG
Sbjct: 3  VRHACKEDCAAIGEI'YNHAVLHTAAIWNDTTVDTDNRIAWFE--ARTLLGYPVLVSEEEG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
WGA GW+A ++ TVE VYW HQ G+G L T L+K G +VA 1
Sbjct: 61 VVTGYASFGDWRAFDGFRHTVEHSVYVHPDHQGKGIGRLLMTEL IKEARQIGKHVMVAGI 120
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Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
N S+ LHE LG+ G + GKGWD+ FQ + + 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 VE GV
Sbjct: 2 IRCAKKEDLNAITLATYNDATINTTAVYTYKPQT IDERIAWFETKQRNHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV + G+SL L+ +A+G++++VA 1
Sbjct: 62 LGFATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQRL IVEAKAKGYRTLVAGIDA 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 ADMAAVCDIVNHY IETSTVNFRTEPQTPQEW IDDLERLQDR-YPWLVAEVEGVVAGIAYA 74
+++AA+ | H++E  +F +  +E L LQ+ YP L+A + G AYA
Sbjct: 11 SEVAAITAIYGHWVENG IASFELDVPDEEEMNRRLSGLQEAGYP ILIAREGNEITGYAYA 70

Query: 75 GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL—--—--- 128
++ RAY TVE TVWWS Q G G L T L+++ + + ++ ++AVI
Sbjct: 71 SAYRPRPAYGATVEDTVYVSPSQQGTGTGRALLTAL IEACKDRKYRQI IAVIACEAASDA 130

Query: 129 PND-PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
P+ S+RLH LG+ + G LR+ GKH WD QR+
Sbjct: 131 PDKMASIRLHAKLGFRSAGRLRS IGRKHDRWLDTVLMQREL 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  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQD-RYPWLVAEVEG 66
V +RPATAAD AA+ |+ + ++ 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



Dow AgroSciences LLC
Study ID: 110331
Page 237
Sbjct: 70 QVLGYAYASPFRQRPAYRYTVEDSVYVAAGAQGRGLGRLLLEAL IGRCTALGYRRMVAVI 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 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 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 + GA+ ++ + AY +VE +VY++ G+G+ L

Sbjct: 51 LSHPEDGPHRLMVATAKDSQRILGYATSSAFRPKAAYGTSVEVSVYLAPDAGGRGVGTLL 110

Query: 107 YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
Y L ++ + Al PN+ SRLHE 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 NY+ S F TEP ++ + + + R+P+ V E EGV
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 KGWDV 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 [IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVV 68
IR A D+ A+ I N I +T + +PQT E I E Q +P VE GV
Sbjct: 2 IRCAKKEDLNATLATYNDATINTTAVYTYKPQT IDERIAWFETKQRNHEP IFVFEENGSV 61

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 128
GA G ++ AY +T+E ++YV + G+ S L L+ +A+G++++VA |
Sbjct: 62 LGFATFGSFRPWPAYQYTIEHSIYVDASARGKGIASQLLQRL IVEAKAKGYRTLVAGIDA 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  RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 65
++ IRATAD A+ + Y+++VFT o+ RYP+LVA+
Sbjct: 5  KTMAIRMATPADAEALLAVYAPYVQNTAVTFETAVPVAADFRRRIAATLPRYPYLVAQDA 64

Query: 66 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 125
VAG AY G + R AY W+ E ++Y++ + GG LY L AQG ++ A
Sbjct: 65 RGVAGYAYTGAFVGRAAYAWSAEVSIYLAADRRGRGWGRRLYAALETLSRAQGITNLYAC 124

Query: 126 I1GLPNDP--——---- SVRLHEALGYTARGTLRAAGYKHGGWHDV 161
IG+P DP S H LGY GT R GYK  W+D+
Sbjct: 125 I1GMPADPNDPYLTDASATFHAHLGYRRAGTFRRCGYKFARWYDM 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 IRPITRNDIAPCLDIYNYEVVNGVATLDLEPRTLPEWQEWYESHSDEHHP IVVGTVDGIV 65

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FKSWAVIG 127
AG A P++ + AY TVE ++Y+  ++ G+ + L TH+L+ + +WAVI
Sbjct: 66 AGYASLSPYRPKEAYKSTVELSIYIHQDYRGRGIATQLMTHILE IAKNNPLLHNVVSVIT 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+ 1 H++ T F +P T Q+ + L P+LVAE G V
Sbjct: 4 I1RASRDKDVAAITAIYTHHVLHGTGTFE IDPPTAQDMAARRADVLAKGLPYLVAEEAGQV 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 SANAGSIGVHRAAGFTDVGVMRSVGWKFGAWRD IVLMEK 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 (650%), Gaps = 2/161 (1%)

Query: 16 ADMAAVCDIVNHY IETSTVNFRTEPQTPQEWID-DLERLQDRYPWLVAEVE-GVVAGIAY 73
A A+ 14N I ST + +P+TP+ + + ++P + AEEG + G A
Sbjct: 10 AHAGAILAILNEAIANSTALYDYKPRTPESMVAWFATKRANGFPV I GAEDESGKLLGFAS 69

Query: 74 AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 133
G ++A AY +TVE +VYV  H+ GLG L ++ A +V 1 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 +1 HY+ + + F P w L+ L P+LVAE+ G V
Sbjct: 28 [1RPAVPADLNAVAEIFTHYVCHTVITFEETPPPVAAWRQRLDDLAAQNLPFLVAELSGDV 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 WD 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 EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGV 67
++R A DM AV 1 ++ +F EP E + L P+LVAE G
Sbjct: 6 DLRDARDDDMPAVQAIYADHVLHGI SSFELEPPDLAELLQRRCTVLAKGLPYLVAERAGE 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
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>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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
IR AD+ + 1 + +T ++ EPT E L + +P LVAE +G V
Sbjct: 17 [IRDFQPADIETITAIYSEAVLTGAGSYEIEPPTADEMARRFAALVAQGFP ILVAEHDGRV 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+tK G WD 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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 69
IR +D A+ I N+Y++ +TV F PT E D+ + YP+VE +
Shjct: 2 IRLVKISDAPATARIYNYYVKETTVTFEYAPLTNNEMADR INSISASYPYFVYEENDCIL 61

Query: 70 GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 129
G YA PWK RAY TE ++Y++ G+GS L L+ +++A |
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|zZP_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 HVMPREF9475 02997 [Clostridium symbiosum
WAL-14673]
Length = 163

Score = 90.5 bits (223), Expect = 9e-17, Method: Compositional matrix adjust.
Identities = 52/160 (32%), Positives = 837160 (51%), Gaps = 6/160 (3%)

Query: 10 IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IRA +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 RAVGYASLSVYRDNDAYAATVELSVYVDHEYRGRKIGDALMEELLRIAKENGEVHAIISY 120

Query: 126 1GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
| N S+tRLHE G+ G R G K G WD F+Q
Sbjct: 121 1TADNAASIRLHEKFGFQFCGITREVGRKFGRWLDAAFYQ 160

>ref|ZP_04826272.1] possible Phosphinothricin acetyltransferase [Staphylococcus
epidermidis BCM-HMPOO60]
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-HMPOO60]
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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IRA D+ + I N I +T + +PQ E W ++ + P V E EG
Shjct: 2 IRFARLEDLQGILTI'YNDAILNTTAVYTYKPQQLDERLQWYQSKAKINE--PIWVYEKEG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VGA G ++ AY +T+E ++YV +++ LG+ S L +L++ + QG++++VA 1
Sbjct: 60 KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENL IRYAKEQGYRTIVAGI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
N S+ LH+ ++ GT++ GYK WD+ F+Q D
Sbjct: 120 DASNMDSIALHKKFDFSHAGT IKNVGYKFDRWLDLSFYQYDL 161

>dbj |BA177993.1] 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
+tRA DM V 1 ++ +F EP + +E + EL 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 VGYGYVTPYRPRPGYRFTVEDSVYVRSGMGGLGIGQALLAELVEHCVQGGWRQMIATIGN 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. el4]

gb|EFF92798.1] GNAT family toxin-antitoxin system, toxin component [Streptomyces
sp. el4]
Length = 168



Dow AgroSciences LLC
Study ID: 110331
Page 243
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 [1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEGVV 68
+R A AD+ V 1 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+tT G L G+KHG W D QR
Sbjct: 128 PGSEASAALHRRLGFTEAGRLTEVGHKHGRWLDTVLLQRTL 168

>dbj |BA177992.1] 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 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDD-LERLQDRYPWLVAEVEGVV 68
+tRA DM V 1 ++ +F EP + +E + EL P+ VAE +G V
Sbjct: 27 LRDARDDDMPMVQAIYAEHVLEG ISSFELEPPSLEEMLRRRAEVLAKGLPYRVAEHQGEV 86

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG- 127
G Y P++ R Y +TVE +VYV LG+G L L++ G++ ++A+1G
Sbjct: 87 VGYGYVTPYRPRPGYRFTVEDSVYVRSGMGGLG IGQALLAELVEHCVQGGWRQMIATIGN 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 = le-16, Method: Compositional matrix adjust.
Identities = 53/170 (31%), Positives = 87/170 (51%), Gaps = 6/170 (3%)

Query: 9  EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVE 65
+++P TA+ + IN 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+ AGYKGWD 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 = le-16, Method: Compositional matrix adjust.
Identities = 53/165 (32%), Positives = 84/165 (50%), Gaps = 3/165 (1%)
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Query: 8 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
+E+R A D+ A+ 1 ++ +F PT E ++ + + PWL+A G
Sbjct: 12 MEVRDALPDDVHAIAAIYAWHVLHGRASFEEVPPT IDEMRQRMKSVAESGLPWLIALYRG 71

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
+V G YA P++ R+AY +T+E ++YV G GS L L+ E ++ ++AV+
Sbjct: 72 1VVGYCYATPYRPRHAYRYTLEESIYVDASI TGRGFGSALMDAL IARCEQGPWRQMIAVV 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 = le-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+ +I1 + ++ P E +  +YP++ A + 4G
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 = le-16, Method: Compositional matrix adjust.
Identities = 63/172 (36%), Positives = 85/172 (49%), Gaps = 8/172 (4%)

Query: 5 RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLV 61
RP IRAT D+ A+ ++ N 1 TST + E ++ W D R P LV
Sbjct: 7 RPPAVIRDATEDDLPAILELHNANITATSTAIWDVEQVGLEDRLAWFGD--RTGAGMPILV 64

Query: 62 AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG-FK 120
AEV+G AG A G W+ + Y +TVE++VY+ R QR GL + L L+ AG
Sbjct: 65 AEVDGEFAGYASYGRWRPKVGYRFTVENSVY IVDRFQRRGLAAALLRELIDRATASGRVH 124

Query: 121 SVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 172
+++A 1 N S+ LHE G+ GL GKGWD+ Q LPA
Sbjct: 125 AMIAAIESSNTASIALHERFGFVEVGRLPEVGRKFGRWMDLTLLQ--LTLPA 174

>ref|NP_765632.1] N-acetyltransferase [Staphylococcus epidermidis ATCC 12228]
gb]AAOO5719.1]|AE016751_14 N-acetyltransferase [Staphylococcus epidermidis ATCC 12228]
Length = 164

Score = 90.1 bits (222), Expect = le-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
VGA G ++ AY +T+E ++YV +++ LG+ S L +L++ + Q ++++VA I
Sbjct: 60 KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENL IRYAKEQSYRTIVAGI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
N S+ LH+ ++ GT++ GYK G W D+ F+Q D
Sbjct: 120 DASNMDSIALHKKFDFSHAGT IKNVGYKFGRWLDLSFYQYDL 161

>ref|ZP_00943431.1] Phosphinothricin N-acetyltransferase [Ralstonia solanacearum
uws51]
ref]YP_002261060.1] antibiotic resistance (acetyltransferase) protein [Ralstonia
solanacearum I1P01609]
gb|EAP74046.1] Phosphinothricin N-acetyltransferase [Ralstonia solanacearum UW551]
emb]CAQ63002.1] antibiotic resistance (acetyltransferase) protein [Ralstonia
solanacearum 1P01609]
Length = 182

Score = 90.1 bits (222), Expect = le-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 +GA
Sbjct: 22 AAILDILNEAIVNSTALYDYTPRPPQAMATWFD--AKRAGGFPVVGAVDASGKLLGFASW 79

Query: 75 GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSY 134
G ++A AY +TVE +VYW H + GLG L +++ A +Vv 1 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 GLHTRLGFVHAGT IREAGFKFGRWLDAAFYQLNLETPAQP 179

>ref|XP_003088197.1] hypothetical protein CRE_05355 [Caenorhabditis remanei]
gb]EF092792.1] hypothetical protein CRE_05355 [Caenorhabditis remanei]
Length = 379

Score = 90.1 bits (222), Expect = le-16, Method: Compositional matrix adjust.

Identities 587179 (32%), Positives = 88/179 (49%), Gaps = 12/179 (6%)
Query: 1 MSPERRPV----- EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQT---PQEWIDDLER 52
+SP+ R IRPA A+D+ + I NH I T + ++ +T Q+W LE

Sbjct: 203 I1SPDTRLYLGVEHSIRPAQASDLTEIMRIYNHEIATGLATWNSQLKTFADYQQWF--LEL 260

Query: 53 LQDRYPWLVAEVEGV--VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 110
Q ++P VAE +AG A ++A N Y +TVE +V¥Y+ + R GLG L L
Sbjct: 261 QQQQFPLFVAEETATHAIAGYADYASFRAINGYLYTVEHSVY IDPKFTRQGLGKRLMLKL 320

Query: 111 LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 169
++ + +VA 1 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 = le-16, Method: Compositional matrix adjust.
Identities = 51/161 (31%), Positives = 82/161 (50%), Gaps = 7/161 (4%)
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Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+EIR AT D+ 1 ++YIE + V + +  +++ +E+  +YP++VAE +G
Sbjct: 12 IEIRTATPFDAEELLGIYSYYIENTAVTYEIDVPFAEDFRRRIEKTLMKYPY IVAERDGR 71

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+ G AYAG +K R AY+ + E+++YV +R GG+ LY LK+ G++ Al
Sbjct: 72 11GYAYAGVFKDRAAYERSAETSIYVDVNEKRYGTGTALYRELEKRLADMGVRNAYACIA 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 = le-16, Method: Compositional matrix adjust.
Identities = 63/180 (35%), Positives = 86/180 (47%), Gaps = 5/180 (2%)

Query: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
SP +RA D A+ + Y+ET VFT + E+ + YP L
Sbjct: 3 FSPCATSANVR IAARGDAEAMRAVYAPYVETP-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+ AGHK G WHDV ++ ++ +PAPP
Sbjct: 122 SAYGLVTVPNEASERLHAGCGFQRCWVQSHAGWKAGSWHDVTWYVKELAPFDDDPADPVP 181

>ref]YP_001616270.1] putative acetyltransferase [Sorangium cellulosum "So ce 56"]
emb |CAN95790.1] putative acetyltransferase [Sorangium cellulosum "So ce 567]
Length = 333

Score = 90.1 bits (222), Expect = le-16, Method: Compositional matrix adjust.
Identities = 62/160 (38%), Positives = 79/160 (49%), Gaps = 1/160 (0%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA-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 ||
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 = le-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 IRHATLDDMVAVQNIYAYHVLHSTATFEQSPPDEQEMGARY IQVREQNLPWLVAELDGQI 62

Query: 69 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-G 127
G AYAG +++R AY +TVE ++Y++ GLG L LL E ++ +VA+1 G
Sbjct: 63 VGYAYAGTYRSRPAYRFTVEDSIYLAQGQIGKGLGKALLEQLLLECEKGPWRQMVAIISG 122

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+ S+ LH +LG+ GT A GYK WDV 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 = le-16, Method: Compositional matrix adjust.
Identities = 51/162 (31%), Positives = 85/162 (52%), Gaps = 5/162 (3%)

Query: 10 [I1RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE---WIDDLERLQDRYPWLVAEVEG 66
IRA D+ + I N I +T + +PQ E W ++ + P V E EG
Sbjct: 2 IRFARLEDLQDILTI'YNDAILNTTAVYTYKPQQLDERLQWYQSKAKINE--PIWVYEKEG 59

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VGA G ++ AY +T+E ++YV +++ LG+ S L +L++ + QG++++VA 1
Sbjct: 60 KVVGFATYGSFRQWPAYLYTIEHSIYVHQQYRGLGIASQLLENL IRYAKEQGYRTIVAGI 119

Query: 127 GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
N S+ LH+ ++ GT++ GYK W D+ F+Q D
Sbjct: 120 DASNMDSIALHKKFDFSHAGT IKNVGYKFDRWLDLSFYQYDL 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 = le-16, Method: Compositional matrix adjust.
Identities = 637180 (35%), Positives = 86/180 (47%), Gaps = 5/180 (2%)

Query: 1 MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 60
SP +RA D A+ + Y+ET VFT + 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 ++ ++ +PAPP
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 = le-16, Method: Compositional matrix adjust.
Identities = 46/158 (29%), Positives = 80/158 (50%)



Dow AgroSciences LLC
Study ID: 110331
Page 248
Query: 8 VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY 67
+ IR AT +D+ + I N+ + ST F P+T ++++ L+ ++Y VAE
Sbjct: 1 MNIRKATISDITNMLY I'YNYEVLNSTSTFDIHPKTTEDFLKLLDSHSNKYSIYVAEENST 60

Query: 68 VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 127
+G Y P+ + AY TVE T+Y+ H+ G+G + L++ + G +++A +
Sbjct: 61 [ILGYGYLSPFSEKEAYSITVEDTIY IHPLHRGKGIGKQILKFLIEKAKDTGAANTTAKVC 120

Query: 128 LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 165
N S+ LH++ G+ GL GKG+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 = le-16, Method: Compositional matrix adjust.
Identities = 61/170 (35%), Positives = 86/170 (50%), Gaps = 5/170 (2%)

Query: 8  VEIRPATAADMAAVCDIVNH-YIETSTV-NFRT-EPQTPQEWIDDLERLQDRYPWLVAEV 64
+ IRA ADA+ +I NH + T+ + N RT + W+ + L YP LV+E
Sbjct: 1 MTIRFADKADCAT ITEI'YNHAVLHTAAITWNDRTVDTDNRLAWYEARQLLG--YPVLVSEE 58

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
GW G A G W++ + + +TVE +VYV  HQ GLG L + L+ G +VA
Sbjct: 59 NGVVTGYASFGDWRSFDGFRYTVEHSVYVHPAHQGKGLGRKLLSRL IDEARRCGKHVMVA 118

Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
| N  S+RLH +LG+T + GKGWD+ FQ + AP
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 = le-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+l1 NH + +T + + EW+ R +P +VAE
Sbjct: 5  VLLRDAIEADLPAICEI'YNHAVVHTTAIWNDTLVDVDNRIEWLK--ARRARGFPVVVAEK 62

Query: 65 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 124
+G VAG A G W+A + Y TVE+++YV  H+ LG+G L L+ ++A
Sbjct: 63 DGKVAGYASYGDWRAFDGYRHTVENSI1YVDKDHRGLGIGEGLLRELVACAAKGNVHVMIA 122

Query: 125 VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 161
1 N  S+RLHE LG+ G G KGW 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 = le-16, Method: Compositional matrix adjust.
Identities = 54/166 (32%), Positives = 85/166 (51%), Gaps = 3/166 (1%)

Query: 6  RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQ--EWIDDLERLQDR-YPWLVA 62
+ V IRP+ D+ A+ +1  +I + TPQ + D + L++R +P LVA
Sbjct: 5  QAVVIRPSQDKDVEAMLEIYRRHIRRGIEEGVDDSGTPQPDDLRDRRKNLRNRRFPHLVA 64

Query: 63 EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSY 122
+ GV GAY ++ RAY +TV+ ++YV H H G+G L L+ + A GF+ +
Sbjct: 65 MLGGEVIGYAYVVLFRKRPAYRYTVKHSTYVHHEHLGQGIGRLLMQGL IDACAAAGFRQM 124

Query: 123 VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168
+ 1 N S+ LHE G++ G L + Y++G WD QR
Sbjct: 125 1GYIDADNAASLGLHETFGFSRVGVLPSVAYRYGHWADTIMVQRSL 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 = le-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+GA G
Sbjct: 22  AAILDILNEAIVNSTALYDYTPRPPQAMVTWFAAKRAGGFPVVGAVDASGKLLGFASWGT 81

Query: 77 WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 136
++A AY +TVE +VYWW H + GLG L +++ A +V 1 N S L
Sbjct: 82 FRAFPAYKYTVEHSVYVHHACRGRGLGERLLREMIRRARAAQLHVLVGCIDAANSASAGL 141

Query: 137 HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 174
H LG+ GT+R AG+tK G W D F+Q + E PA P
Sbjct: 142 HTRLGFVHAGT IREAGFKFGRWLDAAFYQLNLETPAQP 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 = le-16, Method: Compositional matrix adjust.
Identities = 54/163 (33%), Positives = 90/163 (55%), Gaps = 2/163 (1%)

Query: 8  VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR-YPWLVAEVEG 66
++1 A + A+ DI H++ T+F TP  E + LE++ PW+VA EG
Sbjct: 1 MKIVNAEVKHIPAIRDIYAHHVIHGTGSFETAPPDNNEMLARLEK IHRLGLPWVVALQEG 60

Query: 67 VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 126
VG Y 4+ RAY +T+E ++Y+ QR G+G L H++ E G++ ++A++
Sbhjct: 61 KVIGYCYLTRYRERYAYRYTLEDSIYIDPAAQRQGVGKALLRHV IDWAETHGYRQLIAMV 120

Query: 127 GLPNDP-SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 168

G N+ S+++H+ +GY  GT