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upstream meme PSSM #1; e=7.8e−05
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string
operons −200 −100 −1

E) (7−KAP SYNTHETASE) (L−ALANINE−−PIMELYL CoA LIGASE): RV0032−2.01

PROBABLE ACYL CARRIER PROTEIN ACPA (ACP): RV0033−2.01

hypothetical protein: RV0034−2.01

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV0035−2.01

hypothetical protein: RV0368C−5.08

NAD(P)H−dependent glycerol−3−phosphate dehydrogenase: RV0564C−5.86

hypothetical protein: RV1276C−14.07

hypothetical protein: RV1277−14.07

hypothetical protein: RV1278−14.07

POSSIBLE 4−CARBOXYMUCONOLACTONE DECARBOXYLASE (CMD): RV0771−17.97

hypothetical protein: RV0762C−17.97

POSSIBLE FERREDOXIN: RV0763C−17.97

short chain dehydrogenase: RV0765C−17.97

PROBABLE CYTOCHROME P450 123 CYP123: RV0766C−17.97

SE NAD DEPENDENT ALDA (ALDEHYDE DEHYDROGENASE [NAD+]): RV0768−17.97

short chain dehydrogenase: RV0769−17.97

PROBABLE DEHYDROGENASE/REDUCTASE: RV0770−17.97

log10(P) upstream meme1 2 log10(P.clust)=−12.06; 17 seqs; 7 uniq
c(0.5, 2.5)
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