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Cluster: 0081 mtu; resid: 0.33; r/c: 15/37

x.range

upstream meme PSSM #1; e=50
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upstream meme PSSM #2; e=850

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11
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tpiA

pgk

qcrB

qcrA
atpF

atpB
atpC

atpH
Rv1312

Rv3284
Rv3281

ctaD

atpE

dsbF

Rv2228c

string
operons −200 −100 −1

PROBABLE CONSERVED LIPOPROTEIN DSBF: Rv1677−0.90

hypothetical protein: Rv3281−1.26

phosphoglycerate kinase: Rv1437−1.74

triosephosphate isomerase: Rv1438−1.74

hypothetical protein: Rv2228c−2.03

Probable Rieske iron−sulfur protein QcrA: Rv2195−4.04

ol−cytochrome C reductase QcrB (cytochrome B subunit): Rv2196−4.04

hypothetical protein: Rv3284−4.40

F0F1 ATP synthase subunit A: Rv1304−5.94

F0F1 ATP synthase subunit C: Rv1305−5.94

PROBABLE ATP SYNTHASE DELTA CHAIN ATPH: Rv1307−5.94

F0F1 ATP synthase subunit B: Rv1306−5.94

F0F1 ATP synthase subunit epsilon: Rv1311−5.94

CONSERVED HYPOTHETICAL SECRETED PROTEIN: Rv1312−5.94

XIDASE POLYPEPTIDE I CTAD (CYTOCHROME AA3 SUBUNIT 1): Rv3043c−6.48

log10(P) upstream meme1 2 log10(P.clust)=−4.15; 15 seqs; 8 uniq
c(0.5, 2.5)
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