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Cluster: 0101 mmp; resid: 0.50 0.27 0.57 0.25; r/c: 18/56

x.range

upstream meme PSSM #1; e=14

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range
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upstream meme PSSM #2; e=260

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

●
●

●

●

●

●

●

●

●

●
●

●

●

●

●

●

●

●

MMP0656MMP0701
mcrB

mcrG

mcrA

cofH

MMP0682

MMP0712

MMP0783

nifI2 MMP1135

hemB

MMP1439

MMP1493

tfb

MMP0585

MMP1224

fwdA

string
operons −200 −100 −1

amino acid ABC transporter substrate−binding protein: MMP0712−0.00

hypothetical protein: MMP0682−0.01

FO synthase subunit 2: MMP0056−0.02

hypothetical protein: MMP0656−0.02

delta−aminolevulinic acid dehydratase: MMP1258−0.06

UspA domain−containing protein: MMP0585−0.07

nitrogen regulatory protein P−II: MMP0855−0.11

l transduction systems periplasmic component−related: MMP1224−0.12

ntaining formylmethanofuran dehydrogenase, subunit A: MMP1248−0.16

hypothetical protein: MMP0783−0.24

cofactor−independent phosphoglycerate mutase: MMP1439−0.48

hypothetical protein: MMP1493−0.52

transcription initiation factor IIB: MMP0041−0.64

hypothetical protein: MMP0701−0.77

flavodoxin:Beta−lactamase−like: MMP1135−0.89

methyl−coenzyme M reductase I, beta subunit: MMP1555−1.89

methyl−coenzyme M reductase I, gamma subunit: MMP1558−1.89

methyl−coenzyme M reductase I, alpha subunit: MMP1559−1.89

log10(P) upstream meme1 2 log10(P.clust)=NA; 18 seqs; 16 uniq
c(0.5, 2.5)
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