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hypothetical protein: RV1546−11.31

hypothetical protein: RV1139C−12.76

POSSIBLE OXIDOREDUCTASE: RV1138C−12.76

POSSIBLE PROTEASE: RV3668C−12.78

hypothetical protein: RV1728C−13.69

hypothetical protein: RV1729C−13.69

ROLIDE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1667C−14.02

ROLIDE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1668C−14.02

hypothetical protein: RV0428C−14.08

THA (EXONUCLEASE III) (EXO III) (AP ENDONUCLEASE VI): RV0427C−14.08

hypothetical protein: RV1823−16.10

hypothetical protein: RV1824−16.10

hypothetical protein: RV1825−16.10

SE) (3−PHOSPHATIDYL−1'−GLYCEROL−3'PHOSPHATE SYNTHASE): RV1822−16.10

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV1140−16.11

LASE EPHE (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV3670−16.27

log10(P) upstream meme1 2 log10(P.clust)=−14.37; 16 seqs; 9 uniq
c(0.5, 2.5)
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