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x.range

upstream meme PSSM #1; e=150

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

x.range
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upstream meme PSSM #2; e=340

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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rocE

Rv2546

Rv3656c

string
operons −200 −100 −1

 AMINO ACID TRANSPORT INTEGRAL MEMBRANE PROTEIN ROCE: RV2320C−0.24

hypothetical protein: RV3656C−0.25

PROBABLE O−METHYLTRANSFERASE OMT: RV1153C−5.03

hypothetical protein: RV1154C−5.03

hypothetical protein: RV2546−5.74

LASE EPHA (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV3617−8.84

POSSIBLE MONOOXYGENASE: RV3618−8.84

PE−PGRS FAMILY PROTEIN: RV1067C−14.36

hypothetical protein: RV2008C−14.91

log10(P) upstream meme1 2 log10(P.clust)=−7.03; 9 seqs; 7 uniq
c(0.5, 2.5)
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