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Cluster: 0129 mmp; resid: 0.89 0.47 0.58 0.27; r/c: 27/56

x.range

upstream meme PSSM #1; e=0.95

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+04

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17
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alaS

rtcA

nrpR
MMP1593

trm1

MMP0836

hisC

idsA

MMP0106

MMP0155

MMP0308

iorA1

MMP0323

MMP0418

MMP0438

rps24e

MMP0454

MMP0611

MMP0747

purMcarB

MMP1061

MMP1121

comC

aEF−2
MMP1480

secD

string −200 −100 −1
hypothetical protein: MMP0438−0.01
hypothetical protein: MMP0155−0.01

indolepyruvate oxidoreductase subunit alpha 1: MMP0316−0.01
carbamoyl−phosphate synthase large chain: MMP1013−0.01

30S ribosomal protein S24e: MMP0443−0.02
histidinol−phosphate aminotransferase: MMP1216−0.03

alanyl−tRNA synthetase: MMP0397−0.04
carbohydrate kinase, PfkB: MMP0418−0.05

hypothetical protein: MMP0323−0.06
hypothetical protein: MMP0607−0.06

dehydrogenase/(S)−hydroxyglutaric acid dehydrogenase: MMP1133−0.07
RNA 3'−terminal−phosphate cyclase: MMP0648−0.08

hypothetical protein: MMP0454−0.11
metal−dependent phophohydrolase related protein: MMP1121−0.12

droxyglutaryl−CoA dehydratase subunit D−like protein: MMP0836−0.13
AIR synthase related protein domain protein: MMP0882−0.14

aconitase family: MMP1480−0.15
hypothetical protein: MMP0106−0.16

SirA family protein: MMP0308−0.22
hypothetical protein: MMP1593−0.25

unctional short chain isoprenyl diphosphate synthase: MMP0045−0.28
hypothetical protein: MMP1061−0.28

N(2),N(2)−dimethylguanosine tRNA methyltransferase: MMP0228−0.44
Beta−lactamase−like: MMP0611−0.57

preprotein translocase subunit SecD: MMP1523−0.57
hypothetical protein: MMP0747−0.77

elongation factor EF−2: MMP1369−8.18
log10(P) upstream meme1 2 log10(P.clust)=NA; 27 seqs; 27 uniq
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