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x.range

upstream meme PSSM #1; e=360

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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upstream meme PSSM #2; e=1.4e+04
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string
operons −200 −100 −1

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3160C−0.38

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV1216C−0.61

PROBABLE CONSERVED SECRETED PROTEIN TB22.2: RV3036C−2.85

hypothetical protein: RV2295−3.92

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1219C−3.95

−TRANSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER: RV1217C−4.41

ONASIN−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1218C−4.41

hypothetical protein: RV0332−4.65

hypothetical protein: RV0333−4.65

DP−GLUCOSE SYNTHASE) (DTDP−GLUCOSE PYROPHOSPHORYLASE): RV0334−4.65

POSSIBLE DIOXYGENASE: RV3161C−6.77

log10(P) upstream meme1 2 log10(P.clust)=−3.75; 11 seqs; 8 uniq
c(0.5, 2.5)
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