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POSSIBLE CELL DIVISION PROTEIN FTSQ: RV2151C0.00

FtsW−like protein FtsW: RV2154C0.00

UDP−N−acetylmuramoyl−L−alanyl−D−glutamate synthetase: RV2155C0.00

UDP−N−acetylmuramate−−L−alanine ligase: RV2152C0.00

N−acetylglucosaminyl transferase: RV2153C0.00

HYPOTHETICAL INVASION PROTEIN: RV1477−2.48

HYPOTHETICAL INVASION PROTEIN: RV1478−2.48

hypothetical protein: RV1770−2.67

PROBABLE OXIDOREDUCTASE: RV1771−2.67

LYL TRANSFERASE 85C) (FIBRONECTIN−BINDING PROTEIN C): RV0129C−3.18

ERVED TRANSMEMBRANE ALANINE AND GLYCINE RICH PROTEIN: RV2721C−3.27

POSSIBLE CONSERVED EXPORTED PROTEIN: RV1433−3.47

POSSIBLE CHITINASE: RV1987−4.60

hypothetical protein: RV2927C−4.76

CONSERVED HYPOTHETICAL ALA−, PRO−RICH PROTEIN: RV1157C−5.36

CONSERVED HYPOTHETICAL ALA−, PRO−RICH PROTEIN: RV1158C−5.36

log10(P) upstream meme1 2 log10(P.clust)=−2.52; 16 seqs; 9 uniq
c(0.5, 2.5)
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