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Cluster: 0173 mtu; resid: 0.41; r/c: 7/238

x.range

upstream meme PSSM #1; e=11
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upstream meme PSSM #2; e=1.2e+04
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rimJ

Rv1217c

Rv1218c

Rv1219c

prsA

Rv1732c

Rv1816

string
operons −200 −100 −1

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1219C−1.33

−TRANSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER: RV1217C−4.38

ONASIN−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1218C−4.38

ribose−phosphate pyrophosphokinase: RV1017C−4.47

hypothetical protein: RV1732C−5.55

LATING ENZYME FOR N−TERMINAL OF RIBOSOMAL PROTEIN S5): RV0995−5.70

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1816−5.89

log10(P) upstream meme1 2 log10(P.clust)=−4.53; 7 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


