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Cluster: 0012 mmp; resid: 0.50 0.50 0.47 0.44; r/c: 20/57

x.range

upstream meme PSSM #1; e=8.2e+03
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upstream meme PSSM #2; e=9.3e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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MMP0242

MMP0308

MMP0595

wbpI

MMP0884

MMP0945

MMP0950

lig

MMP1122

MMP1124MMP1307

string
operons −200 −100 −1

ATP phosphoribosyltransferase: MMP0947NA
DNA ligase I, ATP−dependent Dnl1: MMP0970−0.01

glyceraldehyde−3−phosphate ferredoxin oxidoreductase: MMP0945−0.01
SirA family protein: MMP0308−0.05

hypothetical protein: MMP0242−0.06
thiamine−monophosphate kinase: MMP1124−0.10

histidyl−tRNA synthetase: MMP1614−0.10
hypothetical protein: MMP0595−0.13

methyltransferase related protein: MMP1307−0.14
chaperonin GroEL: MMP1515−0.17

putative deoxyhypusine synthase: MMP0137−0.17
hypothetical protein: MMP0950−0.17
hypothetical protein: MMP0884−0.18

succinate−CoA ligase (ADP−forming), beta chain: MMP1105−0.29
50S ribosomal protein L7Ae: MMP0641−0.54

UDP−N−acetylglucosamine 2−epimerase: MMP0705−0.72
translation−associated GTPase: MMP1122−0.77

2−phosphosulfolactate phosphatase: MMP0161−0.89
N−(5'−phosphoribosyl)anthranilate isomerase: MMP1004−1.27

anthranilate synthase component II: MMP1005−1.27
log10(P) upstream meme1 2 log10(P.clust)=NA; 20 seqs; 19 uniq
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