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hypothetical protein: RV2413C−4.01

hypothetical protein: RV1560−4.10

hypothetical protein: RV1561−4.10

hypothetical protein: RV1883C−4.44

PROBABLE RESUSCITATION−PROMOTING FACTOR RPFC: RV1884C−4.44

chorismate mutase: RV1885C−4.44

CLASS A BETA−LACTAMASE BLAC: RV2068C−5.20

RNA polymerase sigma factor SigC: RV2069−5.31

CRIPTIONAL REGULATORY PROTEIN) (PROBABLY LUXR−FAMILY): RV0491−13.98

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3693−14.57

THETICAL ALANINE AND GLYCINE AND VALINE RICH PROTEIN: RV2696C−16.24

POSSIBLE SOJ/PARA−RELATED PROTEIN: RV3213C−16.29

M2 (PHOSPHOGLYCEROMUTASE) (PGAM) (BPG−DEPENDENT PGAM): RV3214−16.29

isochorismate synthase: RV3215−16.29

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0226C−16.38

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0227C−16.38

log10(P) upstream meme1 2 log10(P.clust)=−10.15; 16 seqs; 11 uniq
c(0.5, 2.5)
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