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Cluster: 0140 mtu; resid: 0.52; r/c: 29/38

x.range

upstream meme PSSM #1; e=79

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=370

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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Rv3802c
Rv0207c cysQ

cysS

Rv3881c

Rv3871
aac

Rv3519

Rv3093c

Rv2115c

Rv3707c

Rv3691

Rv1890c

corA

Rv1627c
Rv2708c

Rv2117

Rv2751
Rv2653cRv1583c

Rv3880c

ORF04174

ORF05444

ORF06111

Rv0615

kdpE

tatB

Rv2575

aglA string
operons −200 −100 −1

ORF04174NA
ORF05444NA
ORF06111NA

hypothetical protein: Rv3871−0.01
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN KDPE: Rv1027c−0.05

hypothetical protein: Rv3880c−0.45
SERVED HYPOTHETICAL ALANINE AND GLYCINE RICH PROTEIN: Rv3881c−0.45

hypothetical protein: Rv0207c−1.19
SIUM AND COBALT TRANSPORT TRANSMEMBRANE PROTEIN CORA: Rv1239c−1.35

hypothetical protein: Rv3691−1.38
POSSIBLE MONOPHOSPHATASE CYSQ: Rv2131c−1.38

PROBABLE INTEGRAL MEMBRANE PROTEIN: Rv0615−1.48
POSSIBLE phiRv2 PROPHAGE PROTEIN: Rv2653c−1.66

hypothetical protein: Rv3707c−1.73
hypothetical protein: Rv2751−2.00

cysteinyl−tRNA synthetase: Rv2130c−2.01
sec−independent translocase: Rv1224−2.39

PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3802c−3.27
hypothetical protein: Rv2708c−3.48

Probable phiRv1 phage protein: Rv1583c−3.61
lipid−transfer protein: Rv1627c−3.73
hypothetical protein: Rv1890c−3.86

POSSIBLE CONSERVED MEMBRANE GLYCINE RICH PROTEIN: Rv2575−4.44
AMYLASE) (LYSOSOMAL ALPHA−GLUCOSIDASE) (ACID MALTASE): Rv2471−4.67

HYPOTHETICAL OXIDOREDUCTASE: Rv3093c−4.73
hypothetical protein: Rv3519−4.91

INOGLYCOSIDE 2'−N−ACETYLTRANSFERASE AAC (AAC(2')−IC): Rv0262c−5.58
Probable ATPase: Rv2115c−10.30

hypothetical protein: Rv2117−10.30
log10(P) upstream meme1 2 log10(P.clust)=−3.09; 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


