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recombination protein RecR: RV3715C−0.76

hypothetical protein: RV3716C−0.76

LUTAMINE SYNTHETASE GLNA1 (GLUTAMINE SYNTHASE) (GS−I): RV2220−1.12

Probable peroxidoxin BcpB: RV1608C−1.12

heat shock protein 90: RV2299C−1.21

hypothetical protein: RV0759C−1.45

hypothetical protein: RV2271−1.61

POSSIBLE OXIDOREDUCTASE: RV3725−1.75

PROBABLE THIOESTERASE TESA: RV2928−1.92

HILIN) (PPIASE) (ROTAMASE) (PEPTIDYLPROLYL ISOMERASE): RV2582−2.21

hypothetical protein: RV0925C−2.44

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV2876−3.27

nucleotide−binding protein: RV0566C−8.68

PROBABLE METHYLTRANSFERASE/METHYLASE: RV0567−8.68

POSSIBLE SOJ/PARA−RELATED PROTEIN: RV3213C−13.53

M2 (PHOSPHOGLYCEROMUTASE) (PGAM) (BPG−DEPENDENT PGAM): RV3214−13.53

isochorismate synthase: RV3215−13.53

log10(P) upstream meme1 2 log10(P.clust)=−4.56; 17 seqs; 15 uniq
c(0.5, 2.5)
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