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hypothetical protein: RV1868−2.52

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV1999C−2.57

ITRITE EXTRUSION PROTEIN NARK3 (NITRITE FACILITATOR): RV0261C−2.97

POSSIBLE TRANSMEMBRANE PROTEIN: RV1888C−4.92

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV2037C−8.89

−transport integral membrane protein ABC transporter: RV2040C−8.89

Probable sugar−binding lipoprotein: RV2041C−8.89

hypothetical protein: RV2042C−8.89

PYRAZINAMIDASE/NICOTINAMIDAS PNCA (PZase): RV2043C−8.89

Probable phiRV1 phage protein: RV1575−9.45

hypothetical protein: RV2285−11.34

PROBABLE ACYL−CoA DEHYDROGENASE FADE13: RV0975C−17.53

enoyl−CoA hydratase: RV0971C−17.53

ETYL−/PROPIONYL−CoA CARBOXYLASE (BETA SUBUNIT) ACCD2: RV0974C−17.53

hypothetical protein: RV0976C−17.53

PE−PGRS FAMILY PROTEIN: RV0977−17.53

log10(P) upstream meme1 2 log10(P.clust)=−10.37; 16 seqs; 9 uniq
c(0.5, 2.5)
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