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Cluster: 0410 mtu; resid: 0.47; r/c: 11/237
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Cluster: 0410 mtu; resid: 0.47; r/c: 11/237

x.range

upstream meme PSSM #1; e=1.2

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=4.1

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv3481c
string
operons −200 −100 −1

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV3481C−0.01

hypothetical protein: RV1355C−0.18

hypothetical protein: RV0127−0.29

CRIPTIONAL REGULATORY PROTEIN (PROBABLY LUXR−FAMILY): RV0890C−0.50

E) (7−KAP SYNTHETASE) (L−ALANINE−−PIMELYL CoA LIGASE): RV0032−8.41

PROBABLE ACYL CARRIER PROTEIN ACPA (ACP): RV0033−8.41

hypothetical protein: RV0034−8.41

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV0035−8.41

hypothetical protein: RV0241C−23.62

3−ketoacyl−(acyl−carrier−protein) reductase: RV0242C−23.62

acetyl−CoA acetyltransferase: RV0243−23.62

log10(P) upstream meme1 2 log10(P.clust)=−9.59; 11 seqs; 7 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


