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tide−−dimethylbenzimidazole phosphoribosyltransferase: RV2207−2.64

cobalamin synthase: RV2208−2.64

hypothetical protein: RV2854−5.23

mycothione/glutathione reductase: RV2855−5.23

PROBABLE CONSERVED MEMBRANE PROTEIN: RV2609C−6.00

ALPHA−MANNOSYLTRANSFERASE PIMA: RV2610C−6.00

lipid A biosynthesis lauroyl acyltransferase: RV2611C−6.00

P−DIACYLGLYCEROL−−INOSITOL3−PHOSPHATIDYLTRANSFERASE): RV2612C−6.00

hypothetical protein: RV2613C−6.00

threonyl−tRNA synthetase: RV2614C−6.00

phate:decaprenyl−phosphate phosphoribosyltransferase: RV3806C−6.67

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3807C−6.67

BIFUNCTIONAL UDP−GALACTOFURANOSYL TRANSFERASE GLFT: RV3808C−6.67

hypothetical protein: RV1693−6.82

CYTOTOXIN|HAEMOLYSIN HOMOLOGUE TLYA: RV1694−6.82

inorganic polyphosphate/ATP−NAD kinase: RV1695−6.82

log10(P) upstream meme1 2 log10(P.clust)=−5.76; 16 seqs; 5 uniq
c(0.5, 2.5)
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