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Cluster: 0087 mmp; resid: 0.79 0.64 0.70 0.57; r/c: 26/57

x.range

upstream meme PSSM #1; e=360

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=6.7e+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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MMP0142
porBfmdE

MMP0642

MMP0523
MMP0871

MMP0570apt

MMP1059

fdxApfkC

MMP1643

tRNA−Met4

MMP0117

MMP0174

MMP0494

corA

MMP0746

MMP0755

nadC

cheA

MMP1136

rpoK

MMP1713

tRNA−Ser2

tRNA−SeC1

string −200 −100 −1
hypothetical protein: MMP1059−0.00

HD phosphohydrolase family protein: MMP0174−0.01
rubrerythrin: MMP1136−0.01

te dependent enzyme related to acetolactate synthase: MMP0142−0.01
adenine phosphoribosyltransferase: MMP0660−0.03

tRNA−Met: RNA_34−0.03
ATP/GTP−binding motif−containing protein: MMP0755−0.03

ferredoxin: MMP1140−0.07
hypothetical protein: MMP0642−0.07
hypothetical protein: MMP0570−0.08

pyruvate ferredoxin oxidoreductase subunit beta: MMP1504−0.08
ntaining formylmethanofuran dehydrogenase, subunit E: MMP0200−0.08

hypothetical protein: MMP1643−0.10
 transferase:nicotinate−nucleotide pyrophosphorylase: MMP0877−0.15

helicase family protein: MMP0494−0.18
CheA signal transduction histidine kinase: MMP0927−0.24

tRNA−Ser: RNA_16−0.24
hypothetical protein: MMP0746−0.26

RNA polymerase Rpb6: MMP1327−0.28
ABC transporter ATP−binding protein: MMP0523−0.49

hypothetical protein: MMP1713−0.60
hypothetical protein: MMP0871−0.62

magnesium/cobalt transporter CorA: MMP0711−0.62
hypothetical protein: MMP0117−0.72

ADP−specific phosphofructokinase: MMP1296−0.89
tRNA−Sec: RNA_50−0.89

log10(P) upstream meme1 2 log10(P.clust)=NA; 26 seqs; 26 uniq
c(0.5, 2.5)
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