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Cluster: 0214 mtu; resid: 0.47; r/c: 9/239
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Cluster: 0214 mtu; resid: 0.47; r/c: 9/239

x.range

upstream meme PSSM #1; e=56

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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Rv0786c

Rv0787

Rv1212c

Rv3591c

Rv1116
Rv1137c

Rv2060

Rv2253

Rv3239c

string −200 −100 −1

PUTATIVE GLYCOSYL TRANSFERASE: RV1212C−4.94

POSSIBLE HYDROLASE: RV3591C−5.12

PROBABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN: RV3239C−5.58

Possible secreted unknown protein: RV2253−6.29

Possible conserved integral membrane protein: RV2060−6.46

hypothetical protein: RV1137C−6.48

hypothetical protein: RV0787−7.38

hypothetical protein: RV1116−7.71

hypothetical protein: RV0786C−8.34

log10(P) upstream meme1 2 log10(P.clust)=−6.48; 9 seqs; 9 uniq
c(0.5, 2.5)
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