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x.range

upstream meme PSSM #1; e=0.074

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.47

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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string
operons −200 −100 −1

hypothetical protein: RV1289−0.10

RASE GLNE (Glutamine−synthetase adenylyltransferase): RV2221C−5.63

hypothetical protein: RV0926C−14.47

short chain dehydrogenase: RV0927C−14.47

ATE−BINDING LIPOPROTEIN PSTS3 (PBP−3) (PSTS3) (PHOS1): RV0928−14.47

ATE−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER PSTC2: RV0929−14.47

ATE−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER PSTA1: RV0930−14.47

hypothetical protein: RV3054C−16.99

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3055−16.99

DNA polymerase IV: RV3056−16.99

log10(P) upstream meme1 2 log10(P.clust)=−12.90; 10 seqs; 6 uniq
c(0.5, 2.5)
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