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operons −200 −100 −1

hypothetical protein: RV0310C−0.01

Probable L−aparaginase ansA: RV1538C−0.15

FAD−dependent thymidylate synthase: RV2754C−0.37

hypothetical protein: RV1515C−0.44

probable sugar transferase: RV1516C−0.44

POSSIBLE SECRETED PROTEIN: RV0394C−0.64

MEMBRANE ALANINE AND VALINE AND LEUCINE RICH PROTEIN: RV2571C−1.39

phosphoribosylglycinamide formyltransferase: RV0956−1.66

azolecarboxamide formyltransferase/IMP cyclohydrolase: RV0957−1.66

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV1140−1.83

Probable membrane protein: RV1508C−2.45

LGLUCOSAMINYLTRANSFERASE RFE (UDP−GlcNAc TRANSFERASE): RV1302−2.91

hypothetical protein: RV1962C−2.91

log10(P) upstream meme1 2 log10(P.clust)=−1.30; 13 seqs; 11 uniq
c(0.5, 2.5)
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