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upstream meme PSSM #1; e=3.7e−13
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Rv0081

Rv0082

Rv0083

hycP

hycQ

hycE

Rv0293c

tam

Rv3740c

Rv2617c

Rv2618

Rv3741c

Rv3742c

string
operons −200 −100 −1

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0081−5.12

PROBABLE OXIDOREDUCTASE: RV0082−5.12

PROBABLE OXIDOREDUCTASE: RV0083−5.12

POSSIBLE HYDROGENASE HYCP: RV0085−5.12

POSSIBLE HYDROGENASE HYCQ: RV0086−5.12

POSSIBLE FORMATE HYDROGENASE HYCE (FHL): RV0087−5.12

hypothetical protein: RV3740C−8.85

POSSIBLE OXIDOREDUCTASE: RV3741C−8.85

POSSIBLE OXIDOREDUCTASE: RV3742C−8.85

hypothetical protein: RV0293C−17.84

PROBABLE TRANS−ACONITATE METHYLTRANSFERASE TAM: RV0294−17.84

PROBABLE TRANSMEMBRANE PROTEIN: RV2617C−19.08

hypothetical protein: RV2618−19.08

log10(P) upstream meme1 2 log10(P.clust)=−10.08; 13 seqs; 6 uniq
c(0.5, 2.5)
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