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upstream meme PSSM #1; e=0.12
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upstream meme PSSM #2; e=0.15
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Rv3083
lipR

Rv3085
adhD

Rv3087 Rv3088
fadD13

Rv3755c

proZ

proX

Rv3760

string
operons −200 −100 −1

hypothetical protein: RV3087−3.83

hypothetical protein: RV3088−3.83

TY−ACID−CoA LIGASE FADD13 (FATTY−ACYL−CoA SYNTHETASE): RV3089−3.83

PROBABLE MONOOXYGENASE (HYDROXYLASE): RV3083−5.00

PROBABLE ACETYL−HYDROLASE/ESTERASE LIPR: RV3084−5.00

PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV3085−5.00

−TYPE ALCOHOL DEHYDROGENASE ADHD (ALDEHYDE REDUCTASE): RV3086−5.00

hypothetical protein: RV1891−8.86

PROBABLE MEMBRANE PROTEIN: RV1892−8.86

hypothetical protein: RV1893−8.86

POSSIBLE MEMBRANE PROTEIN: RV1230C−9.48

hypothetical protein: RV3755C−16.91

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER PROZ: RV3756C−16.91

ARNITINE/CHOLINE/L−PROLINE) BINDING LIPOPROTEIN PROX: RV3759C−16.91

) TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER PROV: RV3758C−16.91

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3760−16.91

log10(P) upstream meme1 2 log10(P.clust)=−9.51; 16 seqs; 6 uniq
c(0.5, 2.5)

13
 O

ct
 2

5 
14

:2
5:

18
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.9

.8
 m

tu


