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string
operons −200 −100 −1

hypothetical protein: RV1356C−0.29

CRIPTIONAL REGULATORY PROTEIN (PROBABLY MARR−FAMILY): RV0042C−1.66

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0347−1.94

hypothetical protein: RV0349−1.94

hypothetical protein: RV0979C−2.04

POSSIBLE Mg2+ TRANSPORT P−TYPE ATPASE C MGTC: RV1811−2.17

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1353C−2.29

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0318C−2.69

POSSIBLE ENOYL−CoA HYDRATASE: RV1136−3.55

ATP−dependent DNA ligase: RV3731−4.55

hypothetical protein: RV0381C−4.79

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV1019−5.55

BABLE TRANSCRIPTION−REPAIR COUPLING FACTOR MFD (TRCF): RV1020−5.55

nucleoside triphosphate pyrophosphohydrolase: RV1021−5.55

POSSIBLE METHYLTRANSFERASE/METHYLASE: RV0089−6.89

hypothetical protein: RV0999−7.96

log10(P) upstream meme1 2 log10(P.clust)=−3.71; 16 seqs; 13 uniq
c(0.5, 2.5)
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