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x.range

upstream meme PSSM #1; e=78

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=500

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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string
operons −200 −100 −1

POSSIBLE DEHYDROGENASE: RV1895−3.83

hypothetical protein: RV2880C−4.00

L−fuculose−phosphate aldolase: RV0727C−4.05

GENASE SERA2 (PHOSPHOGLYCERATE DEHYDROGENASE) (PGDH): RV0728C−4.05

hypothetical protein: RV3329−4.18

PROBABLE CYTOCHROME P450 MONOOXYGENASE 142 CYP142: RV3518C−4.20

POSSIBLE L−RHAMNOSYLTRANSFERASE: RV3782−4.30

DE TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER RFBE: RV3781−4.30

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER RFBD: RV3783−4.30

hypothetical protein: RV2808−4.99

NADH pyrophosphatase: RV3199C−5.51

log10(P) upstream meme1 2 log10(P.clust)=−4.34; 11 seqs; 8 uniq
c(0.5, 2.5)
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