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Cluster: 0067 mmp; resid: 0.38; r/c: 30/38

x.range

upstream meme PSSM #1; e=3.1e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.7e+04

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
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●MMP0488

MMP0202
MMP0489

nrdD

MMP1346

MMP0017

MMP0124

rfcB
cbf5

rtcA

MMP1123

hisI

MMP0035

radB

MMP1120

hypE

MMP1079

MMP0203
MMP0204

MMP0994

MMP0993

MMP0682

Antisense_1
III

MMP0262

MMP0446

MMP0760

MMP0811

Unanno_14

pycA

string
operons −200 −100 −1

Basic helix−loop−helix dimerization domain bHLH: MMP1346−0.00
Nitrogen fixation−related protein: MMP0446−0.00

hypothetical protein: MMP0489−0.00
hypothetical protein: MMP0811−0.03

hydrogenase expression/formation protein: MMP0274−0.04
hypothetical protein: MMP0993−0.04
hypothetical protein: MMP0994−0.04

Phosphoribosyl−AMP cyclohydrolase: MMP0280−0.05
replication factor C large subunit: MMP0322−0.08

Unanno_14−0.08
Antisense_6−0.25

molecular weight phosphotyrosine protein phosphatase: MMP0488−0.25
H/ACA RNA−protein complex component Cbf5p: MMP1686−0.34

hypothetical protein: MMP0035−0.37
hypothetical protein: MMP0202−0.37
hypothetical protein: MMP0203−0.37

DNA repair and recombination protein RadB: MMP0617−0.50
hypothetical protein: MMP0124−0.69

Anaerobic Ribonucleoside−triphosphate reductase: MMP0227−0.72
Glycosyl transferase, family 2: MMP1079−0.72

RNA 3'−terminal−phosphate cyclase: MMP0648−0.94
hypothetical protein: MMP0262−1.19
hypothetical protein: MMP1123−1.38
hypothetical protein: MMP0204−1.46

pyruvate carboxylase subunit A: MMP0341−1.46
ase A, N−terminal:Bacterial sensor protein C−term...: MMP1120−1.54

hypothetical protein: MMP0760−1.91
hypothetical protein: MMP0682−2.33
hypothetical protein: MMP0017−2.54

type Iron(III)−binding periplasmic protein precursor: MMP0108−3.85
log10(P) upstream meme1 2 log10(P.clust)=−0.79; 30 seqs; 28 uniq

c(0.5, 2.5)
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