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Cluster: 0029 mmp; resid: 0.61 0.54 0.65 0.29; r/c: 32/58
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upstream meme PSSM #2; e=5.8e+03
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moaA

HIT
mdh

fdhA

MMP0644

fdhB

ehbO

ehbMehbLehbJ
MMP1626ehbE
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selBMMP1531

MMP0255
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ehbD

MMP1127

porC

string
operons −200 −100 −1

pyruvate ferredoxin oxidoreductase subunit gamma: MMP1507−0.00
formate dehydrogenase beta subunit: MMP1297−0.01

formate dehydrogenase alpha subunit: MMP1298−0.01
alpha−L−glutamate ligase, RimK family: MMP0170−0.02

triphosphoribosyl−dephospho−CoA protein: MMP0213−0.03
hypothetical protein: MMP1074−0.03
hypothetical protein: MMP1317−0.05

molybdenum cofactor biosynthesis protein A: MMP0571−0.05
hypothetical protein: MMP0101−0.06
hypothetical protein: MMP1057−0.06

molybdenum ABC transporter, permease protein: MMP0206−0.07
putative monovalent cation/H+ antiporter subunit C: MMP1629−0.07

y conserving hydrogenase B integral membrane subunit: MMP1621−0.07
energy conserving hydrogenase B small subunit: MMP1622−0.07

ferredoxin: MMP1623−0.07
hypothetical protein: MMP1625−0.07

putative monovalent cation/H+ antiporter subunit B: MMP1626−0.07
cation diffusion facilitator family transporter: MMP0644−0.08

malate dehydrogenase: MMP0645−0.08
periplasmic binding protein: MMP1178−0.09

ted−protein:Sodium/calcium exchanger membrane region: MMP1068−0.10
isoleucyl−tRNA synthetase related: MMP0255−0.15

hypothetical protein: MMP1531−0.21
histidine triad (HIT) protein: MMP0331−0.26

tion factor specialized for selenocysteine insertion: MMP1336−0.36
uroporphyrinogen decarboxylase: MMP0834−0.48

uncharacterized endonuclease III related protein: MMP0586−0.57
periplasmic copper−binding: MMP0275−1.08
radical SAM domain protein: MMP1192−1.08

hypothetical protein: MMP0437−1.39
RNA binding S1 domain protein: MMP1127−2.00

hypothetical protein: MMP0369−2.62
log10(P) upstream meme1 2 log10(P.clust)=NA; 32 seqs; 25 uniq
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