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x.range

upstream meme PSSM #1; e=3.2e−08
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x.range

y.
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upstream meme PSSM #2; e=2.5e−06

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv2606c pdxH

icd2 string
operons −200 −100 −1

ATE DECARBOXYLASE) (IDH) (NADP+−SPECIFIC ICDH) (IDP): RV0066C−5.01

glycogen branching enzyme: RV1326C−11.71

PROBABLE GLUCANASE GLGE: RV1327C−11.71

PROBABLE GLYCOGEN PHOSPHORYLASE GLGP: RV1328−11.71

enoyl−CoA hydratase: RV1070C−11.90

enoyl−CoA hydratase: RV1071C−11.90

hypothetical protein: RV1069C−11.90

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV1072−11.90

pyridoxine biosynthesis protein: RV2606C−14.03

pyridoxamine 5'−phosphate oxidase: RV2607−14.03

log10(P) upstream meme1 2 log10(P.clust)=−11.58; 10 seqs; 7 uniq
c(0.5, 2.5)
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