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x.range

upstream meme PSSM #1; e=0.00031

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

x.range

y.
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upstream meme PSSM #2; e=0.018

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

●

●

●

●

●

● ●
●

●

●

●

●

●

●

●

●

Rv0225

Rv1476

Rv1505c

Rv0669c
Rv0784

emrB Rv0785acn
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string
operons −200 −100 −1

POSSIBLE EXTRAGENIC SUPPRESSOR PROTEIN SUHB: RV2701C−0.13

POSSIBLE CONSERVED PROTEIN: RV0225−0.16

VED TRANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER: RV1747−0.22

POSSIBLE CONSERVED EXPORTED OR MEMBRANE PROTEIN: RV0901−0.64

hypothetical protein: RV2960C−1.12

hypothetical protein: RV1505C−1.42

hypothetical protein: RV1506C−1.42

POSSIBLE GLYCOSYL TRANSFERASE: RV2962C−3.64

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2959C−3.76

POSSIBLE HYDROLASE: RV0669C−3.95

hypothetical protein: RV1502−6.26

RUG RESISTANCE INTEGRAL MEMBRANE EFFLUX PROTEIN EMRB: RV0783C−14.07

hypothetical protein: RV0784−14.07

putative FAD−binding dehydrogenase: RV0785−14.07

aconitate hydratase: RV1475C−16.64

POSSIBLE MEMBRANE PROTEIN: RV1476−16.64

log10(P) upstream meme1 2 log10(P.clust)=−6.14; 16 seqs; 14 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


