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Cluster: 0225 mtu; resid: 0.50; r/c: 14/245

−
10

−
5

0
5

10

Cluster: 0225 mtu; resid: 0.50; r/c: 14/245

x.range

upstream meme PSSM #1; e=1.3e−11

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e−11

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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Rv0141cRv0142

Rv0221

Rv0518

lipW

Rv0218

Rv0219

lipC

echA1

Rv1895

fadE36

PE_PGRS18

PE_PGRS17

PE_PGRS45

string
operons −200 −100 −1

POSSIBLE ACYL−CoA DEHYDROGENASE FADE36: RV3761C−3.46

POSSIBLE DEHYDROGENASE: RV1895−3.53

POSSIBLE EXPORTED PROTEIN: RV0518−8.08

hypothetical protein: RV0141C−10.16

hypothetical protein: RV0142−10.16

POSSIBLE ESTERASE LIPW: RV0217C−11.59

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0218−11.59

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0219−11.59

PROBABLE ESTERASE LIPC: RV0220−11.59

hypothetical protein: RV0221−11.59

enoyl−CoA hydratase: RV0222−11.59

PE−PGRS FAMILY PROTEIN: RV0978C−15.93

PE−PGRS FAMILY PROTEIN: RV2615C−15.93

PE−PGRS FAMILY PROTEIN: RV0980C−16.75

log10(P) upstream meme1 2 log10(P.clust)=−10.97; 14 seqs; 10 uniq
c(0.5, 2.5)
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