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hypothetical protein: RV3320C−0.44

hypothetical protein: RV3321C−0.44

hypothetical protein: RV0184−0.92

hypothetical protein: RV2671−2.74

POSSIBLE SECRETED PROTEASE: RV2672−2.74

hypothetical protein: RV2418C−2.98

hypothetical protein: RV1632C−3.26

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0544C−3.96

hypothetical protein: RV0910−4.61

Possible lipoprotein lppJ: RV2080−5.22

POSSIBLE PROTEIN TRANSPORT PROTEIN SECE2: RV0379−5.78

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3689−6.21

EHYDROGENASE TRANSCRIPTIONAL REGULATORY PROTEIN MOXR2: RV3692−6.21

−ALA−D−ALA CARBOXYPEPTIDASE) (D−AMINO ACID HYDROLASE): RV3330−6.49

oribosylaminoimidazole carboxylase catalytic subunit: RV3275C−7.62

sphoribosylaminoimidazole carboxylase ATPase subunit: RV3276C−7.62

cobaltochelatase: RV2062C−9.71

opyranoside Deacetylase mshB (GlcNAc−Ins deacetylase): RV1170−9.99

log10(P) upstream meme1 2 log10(P.clust)=−4.83; 18 seqs; 14 uniq
c(0.5, 2.5)
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