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Cluster: 0143 mmp; resid: 0.70 0.54 0.69 0.38; r/c: 28/56

x.range

upstream meme PSSM #1; e=28

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

y.
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e

upstream meme PSSM #2; e=3.1e+04

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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ftsA−2

iorB2

MMP0632

MMP0991

MMP0317

MMP0022ribB

MMP0203
MMP0254

hypA

MMP0361

MMP0428

MMP0529

argF MMP0717

MMP0867

MMP0886

MMP0892

MMP0934
MMP1059rpl37e

MMP1188 MMP1253

korB

rpoH MMP1406

MMP1700

rpl44e

string −200 −100 −1
ATP/GTP−binding motif−containing protein: MMP0632NA

50S ribosomal protein L44e: MMP1709−0.00
ornithine carbamoyltransferase: MMP0553−0.01

hypothetical protein: MMP1253−0.01
indolepyruvate oxidoreductase subunit beta: MMP0714−0.01
SSS sodium solute transporter superfamily: MMP1700−0.01

3,4−dihydroxy−2−butanone 4−phosphate synthase: MMP0183−0.02
carbohydrate kinase, YjeF related protein: MMP0254−0.02

GCN5−related N−acetyltransferase: MMP0892−0.02
hypothetical protein: MMP0361−0.03

cobalt ABC transporter inner membrane protein: MMP0886−0.03
−oxoglutarate ferredoxin oxidoreductase subunit beta: MMP1316−0.03

hypothetical protein: MMP0203−0.06
hypothetical protein: MMP1059−0.07

DNA−directed RNA polymerase subunit H: MMP1360−0.07
hydrogenase nickel insertion protein HypA: MMP0301−0.21

hypothetical protein: MMP0934−0.22
coenzyme F390 synthetase: MMP0160−0.25

hypothetical protein: MMP0717−0.27
hypothetical protein: MMP1188−0.42

vanadium nitrogenase−associated related protein N: MMP0428−0.44
sulfate transporter family protein: MMP0529−0.44

hypothetical protein: MMP0022−0.48
50S ribosomal protein L37e: MMP1147−0.48

translation initiation factor Sui1: MMP1406−0.68
dependent transport systems inner membrane component: MMP0867−0.80

hypothetical protein: MMP0991−1.23
hypothetical protein: MMP0317−1.41

log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 28 uniq
c(0.5, 2.5)
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