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string
operons −200 −100 −1

BLE METHYLMALONYL−CoA MUTASE SMALL SUBUNIT MUTA (MCM): RV1492−2.22

methylmalonyl−CoA mutase: RV1493−2.22

PROBABLE METHYLTRANSFERASE: RV1988−2.51

E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB5: RV0022C−2.78

hypothetical protein: RV1509−3.27

hypothetical protein: RV0874C−3.31

PROBABLE CYTOCHROME P450 138 CYP138: RV0136−3.40

PROBABLE CATION−TRANSPORTER ATPASE I CTPI: RV0107C−3.92

POSSIBLE CYTOCHROME P450 135A1 CYP135A1: RV0327C−4.13

PE−PGRS FAMILY PROTEIN: RV0109−5.73

hypothetical protein: RV0277C−6.12

PE−PGRS FAMILY PROTEIN: RV0278C−6.12

Probable glycosyltransferase: RV1526C−6.38

PROBABLE THIOREDOXIN THIX: RV0816C−18.06

PROBABLE CONSERVED EXPORTED PROTEIN: RV0817C−18.06

TRANSCRIPTIONAL REGULATORY PROTEIN: RV0818−18.06

hypothetical protein: RV0819−18.06

log10(P) upstream meme1 2 log10(P.clust)=−7.31; 17 seqs; 13 uniq
c(0.5, 2.5)
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