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x.range

upstream meme PSSM #1; e=1.8e−07

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

x.range
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upstream meme PSSM #2; e=0.036

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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string
operons −200 −100 −1

hypothetical protein: RV0122−1.00
hypothetical protein: RV0123−1.00

PE FAMILY PROTEIN: RV1088−4.27
Probable conserved transmembrane protein: RV1635C−4.34

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1152−4.39
PROBABLE OXIDOREDUCTASE: RV0897C−4.57

POSSIBLE phiRv2 PROPHAGE PROTEIN: RV2650C−5.08
POSSIBLE phiRv2 PROPHAGE PROTEASE: RV2651C−5.08

hypothetical protein: RV0340−5.36
hypothetical protein: RV0623−5.55
hypothetical protein: RV0624−5.55
hypothetical protein: RV1044−5.89
hypothetical protein: RV1045−5.89

Probable phiRv1 phage protein: RV1577C−5.93
hypothetical protein: RV1061−8.07
hypothetical protein: RV1062−8.07

NAD−dependent deacetylase: RV1151C−9.74
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0625C−12.56

hypothetical protein: RV0626−12.56
hypothetical protein: RV0627−12.56

log10(P) upstream meme1 2 log10(P.clust)=−6.37; 20 seqs; 14 uniq
c(0.5, 2.5)
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