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x.range

upstream meme PSSM #1; e=7.4e−05
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x.range
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upstream meme PSSM #2; e=9.5e−05
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lpqL
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mshB

Rv2075c

Rv0547c

secY
Rv0731c

PPE17

PE11

Rv0150c

Rv0420c

mmuM

string
operons −200 −100 −1

POSSIBLE TRANSMEMBRANE PROTEIN: RV0420C−2.63

Possible hypothetical exported or envelope protein: RV2075C−2.65

short chain dehydrogenase: RV0547C−3.54

PROBABLE LIPOPROTEIN AMINOPEPTIDASE LPQL: RV0418−4.05

POSSIBLE LIPOPROTEIN PEPTIDASE LPQM: RV0419−4.05

hypothetical protein: RV0150C−4.90

homocysteine methyltransferase: RV2458−5.83

PPE FAMILY PROTEIN: RV1168C−7.70

opyranoside Deacetylase mshB (GlcNAc−Ins deacetylase): RV1170−12.45

PE FAMILY PROTEIN: RV1169C−12.45

hypothetical protein: RV0731C−14.06

preprotein translocase subunit SecY: RV0732−14.06

log10(P) upstream meme1 2 log10(P.clust)=−7.36; 12 seqs; 11 uniq
c(0.5, 2.5)
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