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upstream meme PSSM #1; e=0.0018

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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upstream meme PSSM #2; e=34
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string
operons −200 −100 −1

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1674C−3.42

hypothetical protein: RV0549C−4.13

hypothetical protein: RV0550C−4.13

hypothetical protein: RV3415C−5.58

hypothetical protein: RV0065−6.27

hypothetical protein: RV0784−8.24

putative FAD−binding dehydrogenase: RV0785−8.24

hypothetical protein: RV0323C−13.18

hypothetical protein: RV0326−13.18

log10(P) upstream meme1 2 log10(P.clust)=−7.38; 9 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


