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Cluster: 0044 mmp; resid: 0.26 0.42 0.58 0.47; r/c: 24/56

x.range

upstream meme PSSM #1; e=1.3e+03
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x.range
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e

upstream meme PSSM #2; e=1.8e+03

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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MMP0082

carA

MMP0154

MMP0430

MMP0658

rpl15

aIF2_gamma

MMP0994

MMP0995

MMP0069

hpcE

purQ

gldA

iorA1

MMP0492

MMP0699

MMP0960

smc1

MMP1508
thiC

napA

MMP0799

MMP0849

taqD

string
operons −200 −100 −1

indolepyruvate oxidoreductase subunit alpha 1: MMP0316−0.00
structural maintenance of chromosome protein: MMP1397−0.00

glutamate synthase; large subunit; subunit 3: MMP0082−0.01
50S ribosomal protein L15e: MMP0298−0.01

carbamoyl phosphate synthase small subunit: MMP1589−0.01
hypothetical protein: MMP1508−0.01

5−oxopent−3−ene−1,2,5−tricarboxylate decarboxylase.: MMP0144−0.02
ribonuclease P: MMP0430−0.02

MATE efflux family protein: MMP0699−0.02
phosphoribosylformylglycinamidine synthase I: MMP0178−0.04

hypothetical protein: MMP0960−0.04
glycerol−3−phosphate cytidyltransferase: MMP0943−0.08

omoserine−homoserine lactone exporter family protein: MMP0849−0.10
glycerol dehydrogenase: MMP0225−0.12

hypothetical protein: MMP0492−0.22
sodium/hydrogen exchanger: MMP0587−0.25

MoaA/nifB/pqqE family protein: MMP0658−0.27
hypothetical protein: MMP0994−0.33
hypothetical protein: MMP0995−0.33

translation initiation factor IF−2 subunit gamma: MMP1208−0.37
methylated−DNA−−protein−cysteine methyltransferase: MMP0069−0.41

TetR family transcriptional regulator Member: MMP0799−1.46
thiamine biosynthesis protein ThiC: MMP0187−2.28

hypothetical protein: MMP0154−2.59
log10(P) upstream meme1 2 log10(P.clust)=NA; 24 seqs; 23 uniq
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