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Cluster: 0050 mmp; resid: 0.78 0.33 0.60 0.37; r/c: 19/55
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upstream meme PSSM #1; e=200
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upstream meme PSSM #2; e=5.6e+03
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fruD

fruB

glnK1

MMP0131

fdhA

MMP0293

MMP0567

MMP0702

MMP0718

nifK

MMP1089

fwdG

MMP1302

vhuA
tRNA−Ser3

MMP0190

MMP0192

MMP0440

MMP1380

string
operons −200 −100 −1

tRNA−Ser: RNA_32−0.00
hypothetical protein: MMP1302−0.01

coenzyme F420−reducing hydrogenase delta subunit: MMP1383−0.01
coenzyme F420−reducing hydrogenase subunit beta: MMP1385−0.01

polysaccharide biosynthesis protein: MMP1089−0.02
formate dehydrogenase alpha subunit: MMP0138−0.02

hypothetical protein: MMP0192−0.02
ntaining formylmethanofuran dehydrogenase, subunit G: MMP1246−0.03

DNA−directed RNA polymerase subunit E': MMP0440−0.08
chlorohydrolase: MMP1380−0.08

F420−non−reducing hydrogenase subunit alpha: MMP1694−0.09
hypothetical protein: MMP0190−0.10
hypothetical protein: MMP0567−0.16

aldolase: MMP0293−0.18
L−tyrosine decarboxylase: MMP0131−0.19

hypothetical protein: MMP0702−0.37
nitrogenase: MMP0857−0.38

nitrogen regulatory protein P−II: MMP0064−0.55
hypothetical protein: MMP0718−0.82

log10(P) upstream meme1 2 log10(P.clust)=NA; 19 seqs; 18 uniq
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