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x.range

upstream meme PSSM #1; e=0.0071

1 3 5 7 9 11 131 3 5 7 9 11

x.range
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upstream meme PSSM #2; e=1.7

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17
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pbpB
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Rv1333
Rv1335

Rv1747

Rv3884c

Rv2081c

Rv2082
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Rv2345

Rv2164c

esxA

Rv3719
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Rv3876

Rv3877

Rv2365c

string
operons −200 −100 −1

hypothetical protein: RV2365C−0.13
Probable penicillin−binding membrane protein pbpB: RV2163C−0.18

PROBABLE CONSERVED PROLINE RICH MEMBRANE PROTEIN: RV2164C−0.18
PROBABLE HYDROLASE: RV1333−1.29

9.5 KDA CULTURE FILTRATE ANTIGEN CFP10A: RV1335−1.29
PROBABLE CBXX/CFQX FAMILY PROTEIN: RV3884C−2.27

hypothetical protein: RV3719−2.36
POSSIBLE FATTY ACID SYNTHASE: RV3720−2.36

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3910−3.06
POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV2345−3.30

IPTIONAL REGULATORY PROTEIN (PROBABLY CRP/FNR−FAMILY): RV3676−3.30
6 KDA EARLY SECRETORY ANTIGENIC TARGET ESXA (ESAT−6): RV3875−3.85

NSERVED HYPOTHETICAL PROLINE AND ALANINE RICH PROTEIN: RV3876−3.85
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3877−3.85

VED TRANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER: RV1747−3.97
alpha−ketoglutarate decarboxylase: RV1248C−9.57

POSSIBLE TRANSMEMBRANE PROTEIN: RV2081C−11.49
hypothetical protein: RV2082−11.49
hypothetical protein: RV2083−11.49

log10(P) upstream meme1 2 log10(P.clust)=−4.17; 19 seqs; 13 uniq
c(0.5, 2.5)
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