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, Cytophaga-Flavobacterium-

Bactermdes (CFB) A4l 55

bacteria (155)
proteobacteria (53
a-protecbacteria (29
Rhizobiales (256)
more... (13}
g-protecbacteria (24
b-protecbacteria (15)
d-proteobacteria ()
e-protecbacteria ()
firmicutes (42)
Bacillales 25/
Bacilaceae (32)
mare... {3/
Lactobacillales {7/
cyanobacteria (&)
MNostocales (4
Chroococcales (3
Oscillatoriales 72/
Deinococcales (2
actinobacteria (&)
mycoplasmas 3/
fusobacteria (1)
CFB group bacteria {1/
spirochetes (1)
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Entty  Entry name Protein names Organism Gene names
(] DOVXDE  DOVXDB GEOSE  Organophosphorus hydrolase Geobacillus stearothermaphilug 10
[] Q44238 PEPQ ALTSX  Xaa-Pro dipeptidase Alteromonas sp. pepQ apaA
[] G5UBS2 QBUBS2 9FLAO  Organophosphorus hydrolase Flavobacterium sp. MTCC 2495 opd
[] B3GNI5  BIGNIE 9SPHN  Organophosphorus hydrolase Sphingamanas sp. JK opd
[] P77814 PEPQ PSEHA  Xaa-Pro dipeptidase Pseudoalteromaonas haloplanktis (Alteramanas haloplanktis) — pepQ opa
[] CBC3Z2 CBC3Z2 OMICC  Organophosphorus insecticide hydrolase  Arthrabacter sp. sch-2 imh
[] Q95106 QOS1CE_ARTSP  Organophosphorus insecticide hydrolase  Arthrobacter sp. oph
[] E7CKTE E7CKTE 9PSED  Organophosphorus hydrolase Pseudomonas sp. BF1-3 oph
(] GEOTNS QBDTNS 9BURK ~ Methyl parathion hydrolase Burkholderia sp. FDS-1 opdB mpd1
[] AZYBE AMIYES 9BURK  Organophosphorus hydrolase Burkholderia sp. JBA3 ophB
[] QBWA03 QBWAD3 PSEPS  Organophosphorus hydrolase Pseudomanas pseudoalcaligenes ophe2
[] B2IFB1  B2ZFGT 9GAMM  Organophosphorus hydrolase Stenotrophomonas sp. SMSP-1 oph(2
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 Protein name: Xaa-Pro dipeptidase
gene name: pepQ

Organism: Alteromonas. sp
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* Protein name: Xaa-Pro dipeptidase

gene name: pepQ

Organism: Pseudoalteromonas
haloplanktis (Alteromonas haloplanktis)
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