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upstream meme PSSM #1; e=4.8e−08
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Rv3242c
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Rv1585c
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neilhr

Rv0077c

Rv0575c

Rv0191

string
operons −200 −100 −1

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0191−0.47

hypothetical protein: RV1043C−1.00

PROBABLE OXIDOREDUCTASE: RV0077C−3.37

hypothetical protein: RV0575C−3.60

Possible phage phiRv1 protein: RV1585C−4.18

Probable phiRv1 integrase: RV1586C−4.18

hypothetical protein: RV3242C−5.50

PENDENT HELICASE LHR (LARGE HELICASE−RELATED PROTEIN): RV3296−5.52

PROBABLE ENDONUCLEASE VIII NEI: RV3297−5.52

POSSIBLE ATP−DEPENDENT DNA HELICASE: RV3202C−5.80

hypothetical protein: RV3466−7.28

hypothetical protein: RV1048C−8.14

PROBABLE TRANSCRIPTIONAL REPRESSOR PROTEIN: RV1049−8.14

Partial REP13E12 repeat protein: RV1587C−10.63

Partial REP13E12 repeat protein: RV1588C−10.63

hypothetical protein: RV1765C−16.54

hypothetical protein: RV2015C−16.54

log10(P) upstream meme1 2 log10(P.clust)=−6.88; 17 seqs; 14 uniq
c(0.5, 2.5)
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