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Cluster: 0074 mmp; resid: 0.26 0.52 0.49 0.45; r/c: 19/57

x.range

upstream meme PSSM #1; e=240
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upstream meme PSSM #2; e=8.3e+03
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MMP0704

MMP0706

glmS

MMP0072

MMP0314

MMP0518

MMP0668

MMP0717

MMP0815

MMP0844

rps12P

MMP1631

MMP0052

MMP0060

MMP0069

mobA

MMP1640

string −200 −100 −1
hypothetical protein: MMP0072−0.00

glucosamine−−fructose−6−phosphate aminotransferase: MMP1680−0.01
hypothetical protein: MMP0518−0.02

utative signal transduction protein with CBS domains: MMP0052−0.02
adenine phosphoribosyltransferase: MMP0145−0.02

methylated−DNA−−protein−cysteine methyltransferase: MMP0069−0.05
S−adenosylmethionine synthetase: MMP1640−0.05

inosine−5'−monophosphate dehydrogenase: MMP0133−0.06
ParA type ATPase: MMP0704−0.06

hypothetical protein: MMP0844−0.06
coenzyme F390 synthetase: MMP0314−0.07

hypothetical protein: MMP0815−0.12
D binding site:UDP−glucose/GDP−mannose dehydrogenase: MMP0706−0.24

hypothetical protein: MMP0717−0.28
30S ribosomal protein S12P: MMP1367−0.28

dopterin−guanine dinucleotide biosynthesis protein A: MMP0573−0.28
ribosomal LX protein: MMP0060−0.70
hypothetical protein: MMP0668−0.80

PA−phosphatase related phosphoesterase: MMP1631−0.80
log10(P) upstream meme1 2 log10(P.clust)=NA; 19 seqs; 19 uniq
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