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upstream meme PSSM #1; e=2.4e+04
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Rv1171
Rv3594

Rv3635

Rv2915c

Rv3479

kgtP

PE31

ggtA

Rv2084

string −200 −100 −1

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3635−0.01

hypothetical protein: RV1171−2.78

L−7ACA ACYLASE) + GAMMA−GLUTAMYLTRANSPEPTIDASE (GGT): RV0773C−3.01

hypothetical protein: RV2915C−3.43

hypothetical protein: RV3594−3.62

PE FAMILY PROTEIN: RV3477−3.79

POSSIBLE TRANSMEMBRANE PROTEIN: RV3479−3.80

hypothetical protein: RV2084−5.38

AL MEMBRANE PROTEIN KGTP (DICARBOXYLATE TRANSPORTER): RV3476C−5.91

log10(P) upstream meme1 2 log10(P.clust)=−3.53; 9 seqs; 9 uniq
c(0.5, 2.5)
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