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x.range

upstream meme PSSM #1; e=0.037

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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upstream meme PSSM #2; e=0.76
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PPE40

string
operons −200 −100 −1

ASE UDGA (UDP−GLC DEHYDROGENASE) (UDP−GLCDH) (UDPGDH): RV0322−0.07

hypothetical protein: RV1171−0.08

POSSIBLE RHAMNOSYL TRANSFERASE WBBL2: RV1525−0.34

hypothetical protein: RV2076C−0.43

Possible hypothetical exported or envelope protein: RV2075C−0.61

PPE FAMILY PROTEIN: RV0878C−1.94

PROBABLE MONOOXYGENASE: RV0892−3.03

hypothetical protein: RV1517−3.31

hypothetical protein: RV1518−3.31

CINE BETAINE TRANSPORT INTEGRAL MEMBRANE PROTEIN BETP: RV0917−4.57

PPE FAMILY PROTEIN: RV2356C−5.95

POSSIBLE EXPORTED PROTEIN: RV1115−13.25

hypothetical protein: RV2955C−14.86

hypothetical protein: RV2956−14.86

log10(P) upstream meme1 2 log10(P.clust)=−4.76; 14 seqs; 13 uniq
c(0.5, 2.5)
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