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PROBABLE CONSERVED MEMBRANE PROTEIN: RV0479C−0.68

PROBABLE CONSERVED MEMBRANE PROTEIN: RV1783−1.13

DNA gyrase subunit B: RV0005−1.37

hypothetical protein: RV0349−1.51

GINE PERMEASE ANSP2 (L−ASPARAGINE TRANSPORT PROTEIN): RV0346C−1.51

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0348−1.51

enoyl−CoA hydratase: RV0632C−1.83

hypothetical protein: RV1491C−1.84

acetyl−CoA acetyltransferase: RV1323−2.12

hypothetical protein: RV1784−2.14

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN MOXR1: RV1479−2.37

hypothetical protein: RV1480−2.37

POSSIBLE LIPOPROTEIN LPRO: RV0179C−2.94

UDP−N−acetylglucosamine 1−carboxyvinyltransferase: RV1315−3.08

hypothetical protein: RV2556C−3.25

NICILLIN−SENSITIVE TRANSPEPTIDASE (DD−TRANSPEPTIDASE): RV0050−3.54

hypothetical protein: RV1754C−4.71

PROBABLE MEMBRANE GLYCINE AND PROLINE RICH PROTEIN: RV1097C−4.84

log10(P) upstream meme1 2 log10(P.clust)=−2.37; 18 seqs; 16 uniq
c(0.5, 2.5)
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