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x.range

upstream meme PSSM #1; e=4.3

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17

x.range
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upstream meme PSSM #2; e=5.8
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string
operons −200 −100 −1

hypothetical protein: RV2647−4.54

glycine dehydrogenase: RV1832−9.43

CONSERVED HYPOTHETICAL THREONINE RICH PROTEIN: RV0679C−9.95

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0680C−9.95

SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY TETR−FAMILY): RV0681−9.95

isopropylmalate isomerase small subunit: RV2987C−18.20

isopropylmalate isomerase large subunit: RV2988C−18.20

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2989−18.20

log10(P) upstream meme1 2 log10(P.clust)=−12.30; 8 seqs; 6 uniq
c(0.5, 2.5)
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