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Cluster: 0095 mmp; resid: 0.56; r/c: 33/40

x.range

upstream meme PSSM #1; e=32
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=50
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yodP

kamA

MMP1212
MMP1210

acd

MMP0999

MMP1652modA

MMP1199

MMP1099 MMP1612

rpmMMP0271

III
MMP0104

MMP1337

MMP0354

MMP1232
MMP0216

mtaA

purQ

ehaS

MMP1219

MMP1000

MMP0849

MMP0873

Unanno_24

Unanno_49
Unanno_1

Unanno_60

MMP0479Unanno_12

Unanno_28 string
operons −200 −100 −1

hypothetical protein: MMP0479−0.00
putative oligosaccharide transporter: MMP0354−0.00

hypothetical protein: MMP0999−0.06
hypothetical protein: MMP1000−0.06

Unanno_24−0.08
hypothetical protein: MMP1232−0.16

cation transport ATPase: MMP0216−0.19
Unanno_60−0.20

hosphate transport system regulatory protein−related: MMP1199−0.31
hydrogenase maturation protease, related: MMP1337−0.37

 TFIIS:DNA−directed RNA polymerase, M/15 kDa subunit: MMP1429−0.41
TPR repeat: MMP0873−0.44

ATP binding putative nickel incorporation protein: MMP0271−0.48
periplasmic molybdate−binding protein: MMP1651−0.54

hypothetical protein: MMP1652−0.54
hypothetical protein: MMP1210−0.61

acetyl−CoA acetyltransferase: MMP1212−0.61
Lysine 2,3−aminomutase: MMP0861−0.62

GCN5−related N−acetyltransferase: MMP0862−0.62
type Iron(III)−binding periplasmic protein precursor: MMP0108−0.62

ysine/ homoserine−homoserine lactone exporter family: MMP0849−0.83
Unanno_49−1.22

putative dinG ATP−dependent helicase: MMP1219−1.86
phosphate ABC transporter, regulatory protein: MMP1099−2.58

hypothetical protein: MMP1466−2.63
oA synthetase (ADP−forming), alpha and beta subunits: MMP0253−2.75

Phosphoribosylformylglycinamidine synthase I: MMP0178−2.83
Unanno_28−2.88

polyferredoxin: MMP0104−2.98
Uroporphyrinogen decarboxylase (URO−D): MMP1150−3.49

hypothetical protein: MMP1612−3.59
Unanno_12−6.10

Unanno_5−7.93
log10(P) upstream meme1 2 log10(P.clust)=−1.47; 33 seqs; 29 uniq

c(0.5, 2.5)
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