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Cluster: 0200 mtu; resid: 0.45; r/c: 15/234
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Cluster: 0200 mtu; resid: 0.45; r/c: 15/234

x.range

upstream meme PSSM #1; e=8.3e−28

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

x.range

y.
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upstream meme PSSM #2; e=0.16

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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fadE26

fadE27

echA19

Rv3526

Rv3527

ltp2
fadE28

cyp125

bphC

Rv3570c

fadE34
fadE29

fadD19

Rv3574
fadA5

string
operons −200 −100 −1

PROBABLE ACYL−CoA DEHYDROGENASE FADE26: RV3504−6.58

PROBABLE ACYL−CoA DEHYDROGENASE FADE27: RV3505−6.58

POSSIBLE OXIDOREDUCTASE: RV3570C−6.94

NASE) (2,3−DIHYDROXYBIPHENYL 1,2−DIOXYGENASE) (DHBD): RV3568C−6.94

hypothetical protein: RV3527−8.94

POSSIBLE OXIDOREDUCTASE: RV3526−8.94

acyl−CoA synthetase: RV3515C−10.43

enoyl−CoA hydratase: RV3516−11.24

PROBABLE ACYL−CoA DEHYDROGENASE FADE34: RV3573C−13.14

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3574−13.14

lipid−transfer protein: RV3540C−16.15

PROBABLE ACYL−CoA DEHYDROGENASE FADE29: RV3543C−16.15

PROBABLE ACYL−CoA DEHYDROGENASE FADE28: RV3544C−16.15

PROBABLE CYTOCHROME P450 125 CYP125: RV3545C−16.15

acetyl−CoA acetyltransferase: RV3546−16.15

log10(P) upstream meme1 2 log10(P.clust)=−11.58; 15 seqs; 9 uniq
c(0.5, 2.5)
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