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Cluster: 0137 mtu; resid: 0.44; r/c: 31/37

x.range

upstream meme PSSM #1; e=200

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.6e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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atpD

pth

atpG

kasB

kasA

rplY

fadE24
fadA2

accD6

adhD

ilvH

Rv0247c

Rv3805c
Rv1836c

pheA

dut

oxcA

Rv0813c

fbpB

Rv2731

metH

fgd1

lppS

Rv3093c

Rv2994

ORF03092

gca

ansP2

pabB

Rv1792

Rv1892 string
operons −200 −100 −1

ORF03092NA
Rv1792NA

PROBABLE MEMBRANE PROTEIN: Rv1892−0.02
hypothetical protein: Rv0813c−0.02

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: Rv2994−0.03
GINE PERMEASE ANSP2 (L−ASPARAGINE TRANSPORT PROTEIN): Rv0346c−0.06

HYPOTHETICAL OXIDOREDUCTASE: Rv3093c−0.09
putative oxalyl−CoA decarboxylase: Rv0118c−0.20

hypothetical protein: Rv1836c−0.21
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3805c−0.23

peptidyl−tRNA hydrolase: Rv1014c−0.27
50S ribosomal protein L25/general stress protein Ctc: Rv1015c−0.27

deoxyuridine 5'−triphosphate nucleotidohydrolase: Rv2697c−0.42
acetolactate synthase 3 regulatory subunit: Rv3002c−0.64

TIN−BINDING PROTEIN B) (EXTRACELLULAR ALPHA−ANTIGEN): Rv1886c−0.78
prephenate dehydratase: Rv3838c−1.67

−TYPE ALCOHOL DEHYDROGENASE ADHD (ALDEHYDE REDUCTASE): Rv3086−2.68
SERVED HYPOTHETICAL ALANINE AND ARGININE RICH PROTEIN: Rv2731−2.90

PROBABLE CONSERVED LIPOPROTEIN LPPS: Rv2518c−3.10
fumarate reductase iron−sulfur subunit: Rv0247c−3.23

NNOSE 4,6−DEHYDRATASE GCA (GDP−D−MANNOSE DEHYDRATASE): Rv0112−4.03
F420−DEPENDENT GLUCOSE−6−PHOSPHATE DEHYDROGENASE FGD1: Rv0407−4.25

ionine synthase, vitamin−B12 dependent isozyme) (MS): Rv2124c−5.26
para−aminobenzoate synthase component I: Rv1005c−5.49

F0F1 ATP synthase subunit gamma: Rv1309−5.98
F0F1 ATP synthase subunit beta: Rv1310−5.98

3−oxoacyl−(acyl carrier protein) synthase II: Rv2245−6.61
ACETYL/PROPIONYL−CoA CARBOXYLASE (BETA SUBUNIT) ACCD6: Rv2247−6.61

3−oxoacyl−(acyl carrier protein) synthase II: Rv2246−6.61
acetyl−CoA acetyltransferase: Rv0243−9.59

PROBABLE ACYL−CoA DEHYDROGENASE FADE24: Rv3139−10.24
log10(P) upstream meme1 2 log10(P.clust)=−3.02; 31 seqs; 26 uniq

c(0.5, 2.5)

11
 A

pr
 2

7 
11

:2
7:

08
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.8

.3
 m

tu


