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PROBABLE CONSERVED MEMBRANE PROTEIN: RV0361−0.92

PROBABLE ATP−DEPENDENT DNA HELICASE II UVRD2: RV3198C−1.42

preprotein translocase subunit SecA: RV1821−1.88

PROBABLE THIOREDOXIN REDUCTASE TRXB2 (TRXR) (TR): RV3913−2.05

THIOREDOXIN TRXC (TRX) (MPT46): RV3914−2.05

dopterin−guanine dinucleotide biosynthesis protein A: RV2453C−2.36

−oxoglutarate ferredoxin oxidoreductase subunit beta: RV2454C−2.36

PROBABLE OXIDOREDUCTASE (ALPHA SUBUNIT): RV2455C−2.36

hypothetical protein: RV2734−2.36

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2732C−2.36

ONSERVED HYPOTHETICAL ALANINE, ARGININE−RICH PROTEIN: RV2733C−2.36

mycothione/glutathione reductase: RV2855−2.36

replicative DNA helicase: RV0058−2.93

hypothetical protein: RV3035−3.06

log10(P) upstream meme1 2 log10(P.clust)=−2.20; 14 seqs; 10 uniq
c(0.5, 2.5)
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