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Cluster: 0106 mmp; resid: 0.30 0.54 0.58 0.47; r/c: 29/57

x.range

upstream meme PSSM #1; e=4.1

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=6.4e+03

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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MMP0409

MMP1664

MMP0473
MMP0474

modA

MMP0217

MMP0374
cofD

MMP0663

MMP0806
MMP0874

MMP1056

MMP1597

MMP0047

MMP0090

MMP0124

cofF

MMP0307

MMP0320

MMP0342

MMP0388
MMP0495

modA

MMP0967

MMP1226

MMP1269

MMP1274
MMP1337

MMP1476

string −200 −100 −1
transcriptional repressor related protein: MMP0217−0.00

geranylgeranyl reductase: MMP0388−0.00
hypothetical protein: MMP1476−0.00

glucose−methanol−choline oxidoreductase: MMP0409−0.01
phosphatidylglycerophosphatase A: MMP1597−0.01

alpha−L−glutamate ligase, RimK family: MMP0170−0.01
hypothetical protein: MMP0495−0.01
hypothetical protein: MMP1056−0.01

radical SAM domain protein: MMP0047−0.02
shikimate kinase: MMP0320−0.02

hypothetical protein: MMP0473−0.02
AMP−dependent synthetase and ligase: MMP1274−0.05

hypothetical protein: MMP1664−0.06
BC transporter periplasmic molybdate−binding protein: MMP0507−0.06

geranylgeranyl reductase: MMP1226−0.06
hypothetical protein: MMP0967−0.08
hypothetical protein: MMP1269−0.09
hypothetical protein: MMP0342−0.09
hypothetical protein: MMP0374−0.10
hypothetical protein: MMP0806−0.13

LPPG:FO 2−phospho−L−lactate transferase: MMP0404−0.14
SAM−binding motif−containing protein: MMP0874−0.17

hypothetical protein: MMP0474−0.21
hypothetical protein: MMP0307−0.22

 transporter, periplasmic molybdenum−binding protein: MMP0205−0.43
glycosyl transferase: MMP0090−0.60

membrane−bound metal−dependent hydrolase: MMP0124−0.74
hydrogenase maturation protease, related: MMP1337−0.89

sulphate transporter: MMP0663−1.08
log10(P) upstream meme1 2 log10(P.clust)=NA; 29 seqs; 29 uniq
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