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x.range

upstream meme PSSM #1; e=13

1 3 5 7 9 111 3 5 7 9 11
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upstream meme PSSM #2; e=140
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acetyl−CoA acetyltransferase: RV1323−1.96

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0541C−2.48

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0531−2.59

hypothetical protein: RV0907−2.81

POSSIBLE TRANSMEMBRANE ACYLTRANSFERASE: RV0111−3.37

pyruvate carboxylase: RV2967C−3.46

hypothetical protein: RV0481C−4.55

hypothetical protein: RV0540−4.56

UGAR TRANSFERASE) (SUGAR PHOSPHORYLDOLICHOL SYNTHASE): RV0539−4.56

hypothetical protein: RV1717−4.60

protoheme IX farnesyltransferase: RV1451−4.97

LTRANSFERASE) (CDP−DAG SYNTHASE) (CDP−DG SYNTHETASE): RV2881C−5.66

hypothetical protein: RV0184−6.00

hypothetical protein: RV0185−6.00

hypothetical protein: RV2481C−6.59

log10(P) upstream meme1 2 log10(P.clust)=−4.28; 15 seqs; 13 uniq
c(0.5, 2.5)
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