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Cluster: 0077 mmp; resid: 0.32 0.55 0.61 0.34; r/c: 28/56

x.range

upstream meme PSSM #1; e=670

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1e+03
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●

●

●

●

●

●
●

●

●

●

●

● ●

●

●●

●

●

●●

●

●
●

●

●

●

●

●

MMP0277

hisI

trpB

MMP0430

purO

aIF2_gamma
rpl10e

rpoB1

aksA

MMP0479

MMP0581

MMP0778 MMP0827

MMP1067

yneGglgA
rdxA

MMP0271

MMP0492MMP0601

LigT

MMP0844 potE

MMP0869

MMP0961

CooC

MMP0995

type1

string −200 −100 −1
hypothetical protein: MMP0479−0.00

tryptophan synthase subunit beta: MMP1003−0.01
nitroreductase family protein: MMP1553−0.01

ATP binding putative nickel incorporation protein: MMP0271−0.01
DNA−directed RNA polymerase subunit B': MMP1362−0.01

translation initiation factor IF−2 subunit gamma: MMP1208−0.01
ylate deaminase, zinc−binding region related protein: MMP0869−0.02

hypothetical protein: MMP0827−0.03
blue (type1) copper domain−containing protein: MMP0997−0.03

hypothetical protein: MMP0961−0.04
dehydrogenase/fumarate reductase iron−sulfur subunit: MMP1067−0.05

amino acid transporter: MMP0850−0.05
trans−homoaconitate synthase: MMP0153−0.07

phosphoribosyl−AMP cyclohydrolase: MMP0280−0.09
hypothetical protein: MMP0778−0.09

ribonuclease P: MMP0430−0.10
hypothetical protein: MMP0844−0.10
IMP cyclohydrolase: MMP1310−0.10
hypothetical protein: MMP0581−0.15
TraB family protein: MMP0277−0.29

putative cytoplasmic protein: MMP1195−0.33
hypothetical protein: MMP0601−0.51

50S ribosomal protein L10e: MMP1289−0.66
hypothetical protein: MMP0492−0.72

2'−5' RNA ligase: MMP0612−0.72
hypothetical protein: MMP0995−0.96

starch synthase: MMP1294−1.19
CO dehydrogenase maturation factor: MMP0977−1.52

log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 28 uniq
c(0.5, 2.5)
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