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Cluster: 0123 mtu; resid: 0.55; r/c: 15/242
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Cluster: 0123 mtu; resid: 0.55; r/c: 15/242

x.range

upstream meme PSSM #1; e=2.7

1 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.2e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0446C−2.26

hypothetical protein: RV0448C−2.26

prephenate dehydrogenase: RV3754−2.61

hypothetical protein: RV0163−3.52

putative aminotransferase: RV3772−3.61

hypothetical protein: RV2186C−3.85

3−oxoacyl−(acyl carrier protein) synthase III: RV0533C−4.40

 FOLP2 (DHPS 2) (Dihydropteroate pyrophosphorylase 2): RV1207−4.64

hypothetical protein: RV1208−4.64

POSSIBLE CONSERVED PROTEIN: RV0225−4.88

hypothetical protein: RV2522C−5.48

ABLE FATTY ACID SYNTHASE FAS (FATTY ACID SYNTHETASE): RV2524C−5.48

PROBABLE CHROMOSOME PARTITION PROTEIN SMC: RV2922C−5.91

GPP SYNTHETASE) (GERANYLGERANYL DIPHOSPHATE SYNTHASE): RV2173−6.39

Possible conserved integral membrane protein: RV2174−6.39

log10(P) upstream meme1 2 log10(P.clust)=−4.42; 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


