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upstream meme PSSM #1; e=0.16
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string
operons −200 −100 −1

PE−PGRS FAMILY PROTEIN: RV1983−0.29

PROBABLE TRANSPOSASE (FRAGMENT): RV1034C−0.38

hypothetical protein: RV1645C−0.74

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN EMBR: RV1267C−1.80

Probable phiRv1 phage protein: RV1582C−3.38

Probable phiRv1 phage protein: RV1583C−3.38

Possible phiRv1 phage protein: RV1584C−3.38

hypothetical protein: RV1356C−3.43

Putative phosphate−transport permease PitB: RV2281−4.08

hypothetical protein: RV1190−4.39

hypothetical protein: RV1727−9.33

hypothetical protein: RV2087−9.54

PROBABLE ACYL−CoA DEHYDROGENASE FADE18: RV1933C−10.75

PROBABLE ACYL−CoA DEHYDROGENASE FADE17: RV1934C−10.75

hypothetical protein: RV1725C−14.90

PROBABLE OXIDOREDUCTASE: RV1726−14.90

log10(P) upstream meme1 2 log10(P.clust)=−5.96; 16 seqs; 13 uniq
c(0.5, 2.5)
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