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upstream meme PSSM #1; e=0.64
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pcaA

Rv3207c

Rv0812

Rv0839

Rv2227

Rv2774c

Rv2775
Rv3789

PPE7

ctpD

Rv0965c

Rv1012

mmpL10

Rv1979c

Rv3175

string −200 −100 −1
4−amino−4−deoxychorismate lyase: RV0812−0.03

hypothetical protein: RV1012−0.22

POSSIBLE CONSERVED PERMEASE: RV1979C−0.30

PROBABLE LIPOPROTEIN LPQJ: RV0344C−0.30

ABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL10: RV1183−0.37

MYCOLIC ACID SYNTHASE PCAA (CYCLOPROPANE SYNTHASE): RV0470C−0.38

hypothetical protein: RV2227−0.66

hypothetical protein: RV3207C−0.73

POSSIBLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3789−0.75

amidase: RV3175−1.22

PPE FAMILY PROTEIN: RV0354C−1.55

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV0852−4.41

hypothetical protein: RV0965C−4.83

PROBABLE CATION TRANSPORTER P−TYPE ATPASE D CTPD: RV1469−5.48

hypothetical protein: RV0311−6.49

hypothetical protein: RV0839−11.59

hypothetical protein: RV2774C−16.82

hypothetical protein: RV2775−16.82

log10(P) upstream meme1 2 log10(P.clust)=−4.05; 18 seqs; 18 uniq
c(0.5, 2.5)
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