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Cluster: 0013 mtu; resid: 0.31; r/c: 14/37

x.range

upstream meme PSSM #1; e=300

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range
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upstream meme PSSM #2; e=6.2e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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qcrB

qcrA

atpC

atpF

gdh

Rv2475c

Rv1312

Rv1422
Rv2553c

secA2

Rv3193c
nadC

pknD

metE

string
operons −200 −100 −1

pteroyltriglutamate−− homocysteine methyltransferase: Rv1133c−2.45

NE−PROTEIN KINASE D PKND (PROTEIN KINASE D) (STPK D): Rv0931c−2.63

hypothetical protein: Rv2475c−2.87

GDH (NAD−GDH) (NAD−DEPENDENT GLUTAMIC DEHYDROGENASE): Rv2476c−2.87

nicotinate−nucleotide pyrophosphorylase: Rv1596−3.06

hypothetical protein: Rv1422−3.47

F0F1 ATP synthase subunit B: Rv1306−3.97

F0F1 ATP synthase subunit epsilon: Rv1311−3.97

CONSERVED HYPOTHETICAL SECRETED PROTEIN: Rv1312−3.97

Probable Rieske iron−sulfur protein QcrA: Rv2195−4.23

ol−cytochrome C reductase QcrB (cytochrome B subunit): Rv2196−4.23

hypothetical protein: Rv3193c−4.33

PROBABLE CONSERVED MEMBRANE PROTEIN: Rv2553c−4.38

preprotein translocase subunit SecA: Rv1821−5.32

log10(P) upstream meme1 2 log10(P.clust)=−3.70; 14 seqs; 10 uniq
c(0.5, 2.5)
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