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string
operons −200 −100 −1

POSSIBLE CONSERVED EXPORTED PROTEIN: RV0309−0.10

hypothetical protein: RV2822C−0.66

ERVED HYPOTHETICAL PROLINE AND THREONINE RICH PROTEIN: RV0312−1.29

hypothetical protein: RV1904−3.13

bable UDP−N−acetylglucosamine pyrophosphorylase glmU: RV1018C−3.31

19 KDA LIPOPROTEIN ANTIGEN PRECURSOR LPQH: RV3763−3.41

Possible lipoprotein lppJ: RV2080−4.11

PROBABLE EXPORTED PROTEIN: RV0888−4.20

CONSERVED PROBABLE SECRETED PROTEIN: RV1269C−8.71

POSSIBLE LIPOPROTEIN LPRA: RV1270C−8.71

INE RICH PROTEIN MTC28 (PROLINE RICH 28 KDA ANTIGEN): RV0040C−11.66

leucyl−tRNA synthetase: RV0041−11.66

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0039C−11.66

hypothetical protein: RV0690C−15.02

hypothetical protein: RV0692−15.02

S PROTEIN E PQQE (COENZYME PQQ SYNTHESIS PROTEIN III): RV0693−15.02

POSSIBLE L−LACTATE DEHYDROGENASE (CYTOCHROME) LLDD1: RV0694−15.02

log10(P) upstream meme1 2 log10(P.clust)=−7.80; 17 seqs; 13 uniq
c(0.5, 2.5)
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