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POSSIBLE OXIDOREDUCTASE: RV0139−0.88
hypothetical protein: RV1866−1.31

amidase: RV2363−1.41
CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2695−1.41

PPE FAMILY PROTEIN: RV3021C−1.48
hypothetical protein: RV3026C−1.49
hypothetical protein: RV3027C−1.49

POSSIBLE TWO COMPONENT SENSOR KINASE: RV0845−1.55
XYLULOSE KINASE XYLB (XYLULOKINASE) (XYLULOSE KINASE): RV0729−1.79

hypothetical protein: RV0499−2.01
hypothetical protein: RV0854−2.01

PROBABLE FATTY−ACID−CoA RACEMASE FAR: RV0855−2.01
PROBABLE ACYL−CoA DEHYDROGENASE FADE30: RV3560C−2.54

PE−PGRS FAMILY PROTEIN: RV0297−2.57
hypothetical protein: RV2778C−2.58

hypothetical protein: RV1259−2.77
hypothetical protein: RV1260−2.77
hypothetical protein: RV1947−3.11

POSSIBLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV1459C−4.01
log10(P) upstream meme1 2 log10(P.clust)=−2.06; 19 seqs; 16 uniq

c(0.5, 2.5)
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