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x.range

upstream meme PSSM #1; e=130

1 3 5 7 9 11 13 151 3 5 7 9 11 13 15

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=270

1 3 5 7 91 3 5 7 9
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Rv0207c

aroG

cyp121

fadD26

Rv0282
Rv0283

papA5

ppsA

ppsB

ppsC

ppsD

ppsEdrrA

drrB

drrC

fadD29

string
operons −200 −100 −1

acyl−CoA synthetase: RV2930−3.56

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSA: RV2931−3.56

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSB: RV2932−3.56

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSC: RV2933−3.56

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSD: RV2934−3.56

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSE: RV2935−3.56

IM−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER DRRA: RV2936−3.56

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DRRB: RV2937−3.56

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DRRC: RV2938−3.56

acyltransferase PapA5: RV2939−3.56

hypothetical protein: RV0207C−4.81

hypothetical protein: RV0282−4.98

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0283−4.98

se AroG (DAHP synthetase, phenylalanine−repressible): RV2178C−4.98

acyl−CoA synthetase: RV2950C−5.33

CYTOCHROME P450 121 CYP121: RV2276−6.60

log10(P) upstream meme1 2 log10(P.clust)=−4.21; 16 seqs; 6 uniq
c(0.5, 2.5)
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