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Cluster: 0133 mmp; resid: 0.37; r/c: 26/38
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upstream meme PSSM #1; e=2.6e+03
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cofF

P−loop

cheR

MMP0118

MMP1199ehaT
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ehaK MMP0844

Unanno_59 string
operons −200 −100 −1

hypothetical protein: MMP0844−0.01
gamma−F420−2:alpha−L−glutamate ligase: MMP0170−0.10

putative molybdenum cofactor biosynthesis protein C: MMP1066−0.84
chemotaxis protein CheR: MMP0930−0.86

hypothetical protein: MMP1454−1.00
putative transmembrane subunit of a hydrogenase: MMP1455−1.00

hypothetical protein: MMP1456−1.00
y conserving hydrogenase A integral membrane subunit: MMP1457−1.00

hypothetical protein: MMP1458−1.00
hypothetical protein: MMP1459−1.00
hypothetical protein: MMP1460−1.00

energy conserving hydrogenase A small subunit: MMP1461−1.00
energy conserving hydrogenase A large subunit: MMP1462−1.00

Unanno_59−1.21
UDP−glucose 4−epimerase related: MMP1090−1.31

polyferredoxin: MMP1463−1.34
hypothetical protein: MMP1464−1.34
hypothetical protein: MMP1465−1.34
hypothetical protein: MMP1466−1.34
hypothetical protein: MMP1467−1.34

hosphate transport system regulatory protein−related: MMP1199−1.42
hypothetical protein: MMP0186−1.64

ing site motif A (P−loop):ABC transporter:AAA ATPase: MMP1630−1.70
DNA polymerase, beta−like region: MMP1230−2.10

putative HAD family hydrolase, a fragment: MMP1231−2.10
hypothetical protein: MMP0118−3.22

log10(P) upstream meme1 2 log10(P.clust)=−1.24; 26 seqs; 13 uniq
c(0.5, 2.5)
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