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Rv3348 −200 −100 −1

PROBABLE ATP−DEPENDENT HELICASE DING: RV1329C−3.29

hypothetical protein: RV1176C−3.93

PROBABLE TRANSPOSASE: RV3348−4.41

CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLATE CYCLASE): RV1264−5.40

log10(P) upstream meme1 2 log10(P.clust)=−4.26; 4 seqs; 4 uniq
c(0.5, 2.5)
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