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Cluster: 0086 mmp; resid: 0.27; r/c: 19/38

x.range

upstream meme PSSM #1; e=0.23
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upstream meme PSSM #2; e=700
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pycA
pycB

iorB2

iorA2MMP0715

MMP0815

MMP0814

MMP0287
MMP0285

ftsA−2

MMP0100

MMP0910
MMP0919

radA

MMP0590

ppiB

MMP1196

Unanno_1

Unanno_1
string
operons −200 −100 −1

hypothetical protein: MMP1196−0.00
DNA repair and recombination protein RadA: MMP1222−0.11

Glycosyl transferase, family 2: MMP0590−0.20
hydroorotate dehydrogenase electron transfer subunit: MMP0919−0.61

eptidyl−prolyl cis−trans isomerase, cyclophilin type: MMP1128−1.57
indolepyruvate oxidoreductase subunit alpha 2: MMP0713−1.75

indolepyruvate oxidoreductase subunit B: MMP0714−1.75
coenzyme F390 synthetase II: MMP0715−1.75

Na+/H+ exchanger family: MMP0100−2.19
phoesterase, RecJ−like:TrkA−N:Phosphoesterase, DHHA1: MMP0285−2.39

hypothetical protein: MMP0287−2.39
pyruvate carboxylase subunit B: MMP0340−2.41

coenzyme F390 synthetase: MMP0160−2.42
pyruvate carboxylase subunit A: MMP0341−2.47

hypothetical protein: MMP0814−2.90
hypothetical protein: MMP0815−2.90
hypothetical protein: MMP0910−5.42

Unanno_2−8.47
Unanno_4−8.47

log10(P) upstream meme1 2 log10(P.clust)=−2.64; 19 seqs; 14 uniq
c(0.5, 2.5)
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