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Cluster: 0004 mtu; resid: 0.47; r/c: 29/37

x.range

upstream meme PSSM #1; e=1.8e+04

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5e+04

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7
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aspS

pheTmpg

aroE

Rv3481cRv1546

Rv3015c

Rv0959

katG

Rv1545
Rv1907c

ORF00110

ORF02571

ORFD0373

Rv0028

Rv0060

Rv0074

ctpB
Rv0188

nadR

ccdA

xylB

Rv1254

cyp130

PE_PGRS28

bioD

fdhF

Rv3362c

Rv3222c

string
operons −200 −100 −1

ORF00110NA
ORF02571NA
ORFD0373NA

PROBABLE ACYLTRANSFERASE: Rv1254−0.00
hypothetical protein: Rv1546−0.04

XYLULOSE KINASE XYLB (XYLULOKINASE) (XYLULOSE KINASE): Rv0729−0.04
POSSIBLE CYTOCHROME C−TYPE BIOGENESIS PROTEIN CCDA: Rv0527−0.05

hypothetical protein: Rv0060−0.08
hypothetical protein: Rv0074−0.09

PROBA BLE CYTOCHROME P450 130 CYP130: Rv1256c−0.10
hypothetical protein: Rv0959−0.14

phenylalanyl−tRNA synthetase subunit beta: Rv1650−0.16
3−methyladenine DNA glycosylase: Rv1688−0.18

hypothetical protein: Rv3222c−0.19
hypothetical protein: Rv1545−0.20

IDE) (FORMATE DEHYDROGENASE−H ALPHA SUBUNIT) (FDH−H): Rv2900c−0.20
hypothetical protein: Rv0028−0.23

PE−PGRS FAMILY PROTEIN: Rv1452c−0.30
PROBABLE INTEGRAL MEMBRANE PROTEIN: Rv3481c−0.53

IONAL REGULATORY PROTEIN NADR (PROBABLY ASNC−FAMILY): Rv0212c−0.68
dithiobiotin synthetase: Rv1570−0.80

PROBABLE ATP/GTP−BINDING PROTEIN: Rv3362c−1.07
shikimate 5−dehydrogenase: Rv2552c−1.43

hypothetical protein: Rv3015c−1.48
PROBABLE CATION−TRANSPORTER P−TYPE ATPASE B CTPB: Rv0103c−2.27

aspartyl−tRNA synthetase: Rv2572c−7.43
hypothetical protein: Rv1907c−8.36

CATALASE−PEROXIDASE−PEROXYNITRITASE T KATG: Rv1908c−8.36
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0188−8.66

log10(P) upstream meme1 2 log10(P.clust)=−1.66; 29 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


