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x.range

upstream meme PSSM #1; e=7.3e−08
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x.range

y.
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upstream meme PSSM #2; e=3.3

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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fadD17

fadE34

Rv1999c

Rv2310

Rv0093c

Rv0457c

string
operons −200 −100 −1

POSSIBLE EXCISIONASE: RV2310−2.94

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV1999C−3.76

Possible phage phiRv1 protein: RV1585C−3.79

Probable phiRv1 integrase: RV1586C−3.79

PROBABLE PEPTIDASE: RV0457C−4.54

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0093C−7.34

3−ketoacyl−(acyl−carrier−protein) reductase: RV3502C−7.39

hypothetical protein: RV2012−8.13

PROBABLE ACYL−CoA DEHYDROGENASE FADE34: RV3573C−8.78

hypothetical protein: RV2011C−10.74

PROBABLE FERREDOXIN FDXD: RV3503C−12.54

PROBABLE ACYL−CoA DEHYDROGENASE FADE26: RV3504−12.54

PROBABLE ACYL−CoA DEHYDROGENASE FADE27: RV3505−12.54

acyl−CoA synthetase: RV3506−12.54

log10(P) upstream meme1 2 log10(P.clust)=−7.96; 14 seqs; 11 uniq
c(0.5, 2.5)
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