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hypothetical protein: RV3672C−0.73

GPP SYNTHETASE) (GERANYLGERANYL DIPHOSPHATE SYNTHASE): RV2173−1.10

Possible conserved integral membrane protein: RV2174−1.10

hypothetical protein: RV2532C−4.90

transcription antitermination protein NusB: RV2533C−4.90

elongation factor P: RV2534C−4.90

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV0537C−5.24

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0538−5.24

Probable reductase: RV1869C−5.35

PROBABLE CONSERVED LIPOPROTEIN LPQR: RV0838−5.90

hypothetical protein: RV2565−6.50

log10(P) upstream meme1 2 log10(P.clust)=−4.17; 11 seqs; 8 uniq
c(0.5, 2.5)
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