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x.range

upstream meme PSSM #1; e=0.0052

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra
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upstream meme PSSM #2; e=0.12

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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Rv1246c

Rv1247c

gmk

rpoZ

gatA

whiB4

asnB

Rv3013

gatC

Rv0805

Rv1494 string
operons −200 −100 −1

hypothetical protein: RV1494−3.95

guanylate kinase: RV1389−5.43

DNA−directed RNA polymerase subunit omega: RV1390−5.43

E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB4: RV3681C−7.44

hypothetical protein: RV0805−7.72

Probable asparagine synthetase AsnB: RV2201−9.21

hypothetical protein: RV1246C−9.67

hypothetical protein: RV1247C−9.67

aspartyl/glutamyl−tRNA amidotransferase subunit A: RV3011C−17.74

aspartyl/glutamyl−tRNA amidotransferase subunit C: RV3012C−17.74

hypothetical protein: RV3013−17.74

log10(P) upstream meme1 2 log10(P.clust)=−10.16; 11 seqs; 8 uniq
c(0.5, 2.5)
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