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HYPOTHETICAL INVASION PROTEIN: RV1478−0.02

hypothetical protein: RV1421−0.23

hypothetical protein: RV2325C−4.90

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3690−5.29

hypothetical protein: RV3691−5.29

hypothetical protein: RV0444C−5.70

hypothetical protein: RV1718−8.41

tive deoxyribonucleotide triphosphate pyrophosphatase: RV1341−8.64

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2681−9.04

PROBABLE DNA HELICASE ERCC3: RV0861C−9.04

TIBIOTIC−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER: RV1456C−9.90

TIBIOTIC−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER: RV1457C−9.90

BIOTIC−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1458C−9.90

hypothetical protein: RV2257C−9.90

Possible transcriptional regulatory protein: RV2258C−9.90

log10(P) upstream meme log10(P.clust)=−7.07; 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


