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Cluster: 0123 mmp; resid: 0.43; r/c: 33/38

x.range

upstream meme PSSM #1; e=1.5e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 15

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.6e+03

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11
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MMP1252MMP1251

hdrC1

hdrAhdrA

MMP1156
MMP1223

P−loop
MMP1534

MMP0908

MMP0020frcA

MMP1136

MMP1016

ftsY

MMP1229

MMP1135
MMP1134

MMP1158

MMP1533

MMP1661MMP1660

MMP1685 purT

MMP0624
MMP0763

MMP0772
MMP1067HMmB

MMP1439

Unanno_32
Unanno_38

MMP0628 string
operons −200 −100 −1

hypothetical protein: MMP1016−0.14
hypothetical protein: MMP1229−0.16

heterodisulfide reductase, subunit A: MMP1697−0.16
type A flavoprotein: MMP1134−0.20

Flavodoxin:Beta−lactamase−like: MMP1135−0.20
Rubrerythrin: MMP1136−0.20

hypothetical protein: MMP1685−0.21
heterodisulfide reductase subunit A: MMP0825−0.22

hypothetical protein: MMP1251−0.26
CBS domain: MMP1252−0.26

probable Molybdenum−pterin binding protein: MMP0628−0.37
phosphoribosylglycinamide formyltransferase 2: MMP0123−0.42

hypothetical protein: MMP1223−0.46
nickel responsive regulator: MMP0020−0.53

te motif A (P−loop):Small GTP−binding protein domain: MMP1642−0.57
hypothetical protein: MMP0772−0.95

coenzyme F420−reducing hydrogenase subunit alpha: MMP0820−1.55
Unanno_38−1.60

hypothetical protein: MMP0624−1.73
heterosulfide reductase, subunit C1: MMP1154−1.95

hypothetical protein: MMP1158−1.95
hypothetical protein: MMP1156−1.95
hypothetical protein: MMP1534−2.00

signal recognition particle receptor SRalpha: MMP0683−2.40
hypothetical protein: MMP0763−2.43
archaeal histone B: MMP1347−2.65

cofactor−independent phosphoglycerate mutase: MMP1439−2.74
dehydrogenase/fumarate reductase iron−sulfur subunit: MMP1067−3.08

Unanno_32−3.24
CBS domain: MMP0908−5.23

hypothetical protein: MMP1533−5.95
hypothetical protein: MMP1661−6.29
hypothetical protein: MMP1660−6.29

log10(P) upstream meme1 2 log10(P.clust)=−1.77; 33 seqs; 27 uniq
c(0.5, 2.5)
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