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Cluster: 0014 mmp; resid: 0.82 0.65 0.61 0.46; r/c: 33/58

x.range

upstream meme PSSM #1; e=34

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.2e+04

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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MMP0266
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hypA

MMP0643MMP0425
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MMP0467

MMP0688argS

MMP0028

MMP0037
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MMP0189

mptG
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MMP0776

MMP0837

MMP0890

dsbD

MMP1125

purF

MMP1215

hat MMP1656

ehbK

string
operons −200 −100 −1

cobyric acid synthase: MMP1215−0.00
bofuranosylaminobenzene 5'−phosphate synthase family: MMP0279−0.01

molecular weight phosphotyrosine protein phosphatase: MMP0488−0.01
superfamily II helicase: MMP0890−0.01

hypothetical protein: MMP0957−0.01
thiamineS protein: MMP0655−0.02

hypothetical protein: MMP0471−0.03
cobyrinic acid a,c−diamide synthase: MMP0028−0.04

osphoglycerate−independent phosphoglycerate mutase 2: MMP0112−0.04
hypothetical protein: MMP0113−0.04

O−phosphoseryl−tRNA synthetase: MMP0688−0.04
metal dependent phosphohydrolase: MMP0037−0.06

hypothetical protein: MMP0466−0.06
hypothetical protein: MMP0467−0.06

polyferredoxin: MMP1624−0.06
hypothetical protein: MMP0619−0.09

diphthamide biosynthesis protein: MMP0188−0.11
histone acetyltransferase, ELP3 family: MMP1577−0.14

MarC family integral membrane protein: MMP0266−0.17
hypothetical protein: MMP0267−0.17

amidophosphoribosyltransferase: MMP1146−0.17
thiamine biosynthesis protein ThiC: MMP0187−0.18

5'−methylthioadenosine phosphorylase: MMP0185−0.19
ribonuclease H: MMP0837−0.28

hypothetical protein: MMP1125−0.38
glutamine amidotransferase subunit PdxT: MMP1656−0.46

hydrogenase nickel insertion protein HypA: MMP0301−1.03
hypothetical protein: MMP0189−1.05

arginyl−tRNA synthetase: MMP1026−1.28
hypothetical protein: MMP0425−1.31

nitroreductase family protein: MMP0426−1.31
hypothetical protein: MMP0643−2.31
hypothetical protein: MMP0776−2.31

log10(P) upstream meme1 2 log10(P.clust)=NA; 33 seqs; 29 uniq
c(0.5, 2.5)
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