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hypothetical protein: RV3205C−0.23
hypothetical protein: RV2074−0.44

pyruvate dehydrogenase subunit E1: RV2241−0.63
dihydrolipoamide dehydrogenase: RV0462−0.69

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0463−0.69
ubiquinone/menaquinone biosynthesis methyltransferase: RV0558−0.74

30S ribosomal protein S15: RV2785C−0.75
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3277−0.75

CYANIDE TRANSSULFURASE) (THIOSULFATE THIOTRANSFERASE): RV3283−0.84
hypothetical protein: RV3284−0.84
hypothetical protein: RV0049−1.04

POSSIBLE INTEGRASE (FRAGMENT): RV2309C−1.05
hypothetical protein: RV3221C−1.19

 CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): RV3285−1.30
homoserine dehydrogenase: RV1294−1.35

Probable conserved lipoprotein LppL: RV2138−1.50
PROBABLE ACYL−CoA THIOESTERASE II TESB2 (TEII): RV2605C−1.93

aspartate−semialdehyde dehydrogenase: RV3708C−5.49
aspartate kinase: RV3709C−5.49

CRIPTIONAL REGULATORY PROTEIN (PROBABLY ASNC−FAMILY): RV3050C−5.66
log10(P) upstream meme1 2 log10(P.clust)=−1.63; 20 seqs; 17 uniq

c(0.5, 2.5)
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