
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0166 mtu; resid: 0.50; r/c: 14/235
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Cluster: 0166 mtu; resid: 0.50; r/c: 14/235

x.range

upstream meme PSSM #1; e=1.6e−06

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.004

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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Rv1129c

Rv1130 gltA1

Rv3541c

Rv3542c

fadA5

Rv3529c
Rv3530c

Rv3531c

fadE28

ltp2
fadE29

cyp125

mesT string
operons −200 −100 −1

hypothetical protein: RV3529C−7.01

short chain dehydrogenase: RV3530C−7.01

hypothetical protein: RV3531C−7.01

PROBABLE TRANSCRIPTIONAL REGULATOR PROTEIN: RV1129C−8.36

ASE MEST (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV3176C−11.90

hypothetical protein: RV1130−14.29

methylcitrate synthase: RV1131−14.29

lipid−transfer protein: RV3540C−17.53

hypothetical protein: RV3542C−17.53

PROBABLE ACYL−CoA DEHYDROGENASE FADE29: RV3543C−17.53

PROBABLE ACYL−CoA DEHYDROGENASE FADE28: RV3544C−17.53

PROBABLE CYTOCHROME P450 125 CYP125: RV3545C−17.53

acetyl−CoA acetyltransferase: RV3546−17.53

hypothetical protein: RV3541C−17.53

log10(P) upstream meme1 2 log10(P.clust)=−13.75; 14 seqs; 6 uniq
c(0.5, 2.5)
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