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x.range

upstream meme PSSM #1; e=0.83

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

x.range
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upstream meme PSSM #2; e=9.3

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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Rv0825c

Rv0826

PPE14
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Rv1579c

Rv1580c

Rv1581c

rpfD

Rv2390c

Rv1051c

PE14

string
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Probable phiRv1 phage protein: RV1579C−0.01

Probable phiRv1 phage protein: RV1580C−0.01

Probable phiRv1 phage protein: RV1581C−0.36

TIONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): RV0232−0.48

ribonucleotide−diphosphate reductase subunit beta: RV0233−0.48

PPE FAMILY PROTEIN: RV0915C−3.72

PE FAMILY PROTEIN: RV1214C−4.19

hypothetical protein: RV1051C−4.36

PROBABLE RESUSCITATION−PROMOTING FACTOR RPFD: RV2389C−5.33

hypothetical protein: RV2390C−5.33

POSSIBLE MEMBRANE PROTEIN: RV0622−5.65

POSSIBLE MEMBRANE PROTEIN: RV0621−5.65

Probable phiRv1 phage protein: RV1578C−6.13

hypothetical protein: RV0825C−17.49

hypothetical protein: RV0826−17.49

log10(P) upstream meme1 2 log10(P.clust)=−5.11; 15 seqs; 11 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


