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x.range

upstream meme PSSM #1; e=0.1
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5'−methylthioadenosine phosphorylase: RV0535−5.45

−EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE 4−EPIMERASE): RV0536−5.45

hypothetical protein: RV3338−5.96

hypothetical protein: RV3337−6.56

PROBABLE MONOOXYGENASE: RV3049C−7.34

isopropylmalate isomerase small subunit: RV2987C−19.86

isopropylmalate isomerase large subunit: RV2988C−19.86

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2989−19.86

log10(P) upstream meme1 2 log10(P.clust)=−11.29; 8 seqs; 6 uniq
c(0.5, 2.5)
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