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x.range

upstream meme PSSM #1; e=18

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

x.range
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upstream meme PSSM #2; e=8.1e+03

1 3 5 7 91 3 5 7 9
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Rv0925c
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string
operons −200 −100 −1

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV2203−2.44

hypothetical protein: RV1515C−2.57

probable sugar transferase: RV1516C−2.57

PPE FAMILY PROTEIN: RV0256C−2.69

hypothetical protein: RV3142C−3.67

PROBABLE MONOOXYGENASE: RV0565C−3.72

HYPOTHETICAL ALANINE AND VALINE RICH PROTEIN: RV3090−5.49

hypothetical protein: RV0731C−5.53

PE FAMILY PROTEIN: RV2519−6.04

POSSIBLE GLYCOSYL TRANSFERASE: RV2958C−6.65

hypothetical protein: RV0925C−6.77

log10(P) upstream meme1 2 log10(P.clust)=−4.38; 11 seqs; 10 uniq
c(0.5, 2.5)
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