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hypothetical protein: RV0743C−0.95

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0744C−0.95

LASE EPHF (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV0134−1.09

hypothetical protein: RV2716−1.36

ribose−phosphate pyrophosphokinase: RV1017C−1.67

hypothetical protein: RV0059−1.75

hypothetical protein: RV0060−1.75

POSSIBLE LIPOPROTEIN LPRP: RV0962C−2.11

tryptophanyl−tRNA synthetase: RV3336C−2.32

PROBABLE MEMBRANE PROTEIN: RV1920−2.43

NAD(P)H−dependent glycerol−3−phosphate dehydrogenase: RV2982C−2.46

hypothetical protein: RV0057−2.59

hypothetical protein: RV2734−2.76

replicative DNA helicase: RV0058−3.30

log10(P) upstream meme1 2 log10(P.clust)=−1.96; 14 seqs; 12 uniq
c(0.5, 2.5)
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