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LUTAMINE SYNTHETASE GLNA3 (GLUTAMINE SYNTHASE) (GS−I): RV1878−3.11

hypothetical protein: RV1879−3.11

POSSIBLE DIOXYGENASE: RV0913C−3.69

acetyl−CoA acetyltransferase: RV0914C−3.69

hypothetical protein: RV1829−3.86

INE−PROTEIN KINASE E PKNE (PROTEIN KINASE E) (STPK E): RV1743−4.06

elongation factor G: RV0120C−4.36

Probable cytochrome p450 140 CYP140: RV1880C−6.52

hypothetical protein: RV3735−7.03

hypothetical protein: RV3733C−7.37

hypothetical protein: RV3734C−7.37

CONSERVED PROBABLE SECRETED PROTEIN: RV1269C−8.64

POSSIBLE LIPOPROTEIN LPRA: RV1270C−8.64

hypothetical protein: RV2338C−8.96

short chain dehydrogenase: RV3057C−14.19

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3058C−14.19

PROBABLE CYTOCHROME P450 136 CYP136: RV3059−14.19

log10(P) upstream meme1 2 log10(P.clust)=−7.23; 17 seqs; 12 uniq
c(0.5, 2.5)
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