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Cluster: 0123 mmp; resid: 0.64 0.54 0.68 0.33; r/c: 25/56

x.range

upstream meme PSSM #1; e=24

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=77

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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lig

rpoB2

rpoH

MMP1548

MMP1549
MMP1550

III

argF

MMP1010

MMP0016

MMP0033

birA

MMP0181

MMP0300

flaK

MMP0560

MMP0581

MMP0634MMP0881 cobS

MMP0944

MMP1065

MMP1131

minD

aroA
string
operons −200 −100 −1

AP endonuclease: MMP1549−0.00
NADP oxidoreductase, coenzyme F420−dependent: MMP1550−0.00

peptide chain release factor 1: MMP1131−0.01
hypothetical protein: MMP0181−0.01

septum formation inhibitor−activating ATPase: MMP1145−0.01
hypothetical protein: MMP0581−0.03

ornithine carbamoyltransferase: MMP0553−0.04
DNA ligase I, ATP−dependent Dnl1: MMP0970−0.04

−type iron(III) transport system, permease component: MMP0197−0.05
SAM−binding motif−containing protein: MMP0560−0.07

Fe−S type hydro−lyase tartrate/fumarate beta region: MMP1548−0.09
3−phosphoshikimate 1−carboxyvinyltransferase: MMP1205−0.09

DNA−directed RNA polymerase subunit H: MMP1360−0.10
DNA−directed RNA polymerase subunit beta'': MMP1361−0.10

hypothetical protein: MMP0300−0.12
preflagellin peptidase: MMP0555−0.12

LysR family protein: MMP0033−0.16
hypothetical protein: MMP0016−0.18
hypothetical protein: MMP0634−0.23

BadM/Rrf2 family transcriptional regulator: MMP1065−0.29
biotin−−acetyl−CoA−carboxylase ligase: MMP0119−0.30

pseudouridine synthase, RluA family: MMP1010−0.33
hypothetical protein: MMP0944−0.35
hypothetical protein: MMP0881−0.64

cobalamin (5'−phosphate) synthase: MMP0938−0.72
log10(P) upstream meme1 2 log10(P.clust)=NA; 25 seqs; 23 uniq
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