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Cluster: 0128 mmp; resid: 0.75 0.60 0.74 0.64; r/c: 24/58
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upstream meme PSSM #1; e=260
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upstream meme PSSM #2; e=1.1e+03
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hemAcbiG

MMP0287

MMP0288

MMP0352
wbpG

cofH

fdhB

MMP0177

MMP1718

cbiX(s)

MMP0202

MMP0291

MMP0333

MMP0395

MMP0559 act

MMP0704

MMP0919

cimA

MMP1118

MMP1287
ehaT

MMP1654

string
operons −200 −100 −1

glutamyl−tRNA reductase: MMP0088−0.01
cobalamin (vitamin B12) biosynthesis CbiG protein: MMP1591−0.01

hypothetical protein: MMP0177−0.01
hypothetical protein: MMP1718−0.01
hypothetical protein: MMP0559−0.01
hypothetical protein: MMP1654−0.01

ParA type ATPase: MMP0704−0.02
hydroorotate dehydrogenase electron transfer subunit: MMP0919−0.03

(R)−citramalate synthase: MMP1018−0.03
hypothetical protein: MMP0333−0.03

permease: MMP0202−0.04
putative LPS biosynthesis protein WbpG: MMP1081−0.04

FO synthase subunit 2: MMP0057−0.08
nucleoside−triphosphate reductase activating protein: MMP0580−0.10

sirohydrochlorin cobaltochelatase: MMP0164−0.11
formate dehydrogenase beta subunit: MMP0139−0.12

putative oxidoreductase: MMP0352−0.16
hypothetical protein: MMP1467−0.19

hydrogenase expression/formation protein related: MMP0291−0.24
hypothetical protein: MMP1118−0.24
hypothetical protein: MMP0395−0.46

CBS domain containing protein: MMP0287−0.72
hypothetical protein: MMP0288−0.72
hypothetical protein: MMP1287−1.20
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