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Probable penicillin−binding membrane protein pbpB: RV2163C−1.32

PROBABLE CONSERVED PROLINE RICH MEMBRANE PROTEIN: RV2164C−1.32

S−adenosyl−methyltransferase MraW: RV2165C−1.32

Probable membrane protein: RV2091C−1.57

POSSIBLE TRANSCRIPTION FACTOR: RV3583C−1.75

hypothetical protein: RV3898C−2.48

proteasome (alpha subunit) PrcA: RV2109C−4.48

proteasome (beta subunit) PrcB: RV2110C−4.48

hypothetical protein: RV2111C−4.48

hypothetical protein: RV2112C−4.48

hypothetical protein: RV0863−4.95

T) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 2): RV0866−4.95

molybdenum cofactor biosynthesis protein C: RV0864−4.95

PROBABLE MOLYBDOPTERIN BIOSYNTHESIS MOG PROTEIN: RV0865−4.95

hypothetical protein: RV1211−6.97

hypothetical protein: RV2166C−8.54

PROBABLE IRON−REGULATED LSR2 PROTEIN PRECURSOR: RV3597C−8.58

log10(P) upstream meme1 2 log10(P.clust)=−4.21; 17 seqs; 9 uniq
c(0.5, 2.5)
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