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string −200 −100 −1

amidase: RV1263−0.29

hypothetical protein: RV0725C−0.33

hypothetical protein: RV1191−0.33

Probable methyltransferase: RV1523−0.52

PROBABLE MEMBRANE BOUND POLYKETIDE SYNTHASE PKS6: RV0405−0.68

acyl−CoA synthetase: RV1193−0.78

DNA polymerase I: RV1629−0.84

leucyl−tRNA synthetase: RV0041−2.04

 CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN MMPL8: RV3823C−2.04

hypothetical protein: RV2481C−2.41

log10(P) upstream meme1 2 log10(P.clust)=−1.02; 10 seqs; 10 uniq
c(0.5, 2.5)
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