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hypothetical protein: RV0185−2.96

 ENZYME) ([PYRUVATE FORMATE−LYASE] ACTIVATING ENZYME): RV3138−4.32

ransferase) (O−6−methylguanine−DNA−alkyltransferase): RV1316C−4.94

hyltransferase) (3−methyladenine DNA glycosylase II): RV1317C−4.94

POSSIBLE TRANSPOSASE: RV3386−5.46

POSSIBLE TRANSPOSASE: RV3387−5.46

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0191−11.37

hypothetical protein: RV0192−11.37

CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLYL CYCLASE): RV1319C−19.98

CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLYL CYCLASE): RV1320C−19.98

hypothetical protein: RV1322−19.98

CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLYL CYCLASE): RV1318C−19.98

hypothetical protein: RV1321−19.98

log10(P) upstream meme1 2 log10(P.clust)=−11.59; 13 seqs; 7 uniq
c(0.5, 2.5)
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