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POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV3840−2.17

hypothetical protein: RV0661C−2.66

hypothetical protein: RV0662C−2.66

hypothetical protein: RV1890C−2.84

POSSIBLE PENICILLIN−BINDING PROTEIN: RV1730C−3.00

hypothetical protein: RV0610C−3.38

hypothetical protein: RV2896C−3.51

hypothetical protein: RV2897C−3.51

hypothetical protein: RV2898C−3.51

Probable phiRV1 phage protein: RV1576C−3.94

hypothetical protein: RV1061−3.98

hypothetical protein: RV1062−3.98

hypothetical protein: RV1913−5.67

hypothetical protein: RV1889C−6.39

POSSIBLE phiRv2 PROPHAGE PROTEIN: RV2653C−6.52

hypothetical protein: RV3832C−10.97

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARAC−FAMILY): RV3833−10.97

log10(P) upstream meme1 2 log10(P.clust)=−4.69; 17 seqs; 13 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


