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Cluster: 0042 mtu; resid: 0.42; r/c: 24/38

x.range

upstream meme PSSM #1; e=130

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=3e+03

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
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Rv0273cRv0272c

pimB

Rv0556

Rv2160c
Rv2159c
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pbpB papA1

lipA
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Rv1410c
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Rv1217c

mmpL12

plsC

Rv2994

lipF

Rv3577

ORF08429

Rv2409c

string
operons −200 −100 −1

ORF08429NA
NSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA1: Rv3824c−0.33

ROBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: Rv1200−0.34
DES/TETRACYCLINE−TRANSPORT INTEGRAL MEMBRANE PROTEIN: Rv1410c−0.74

lipoyl synthase: Rv2218−0.81
MANNOSYLTRANSFERASE PIMB: Rv0557−1.06

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0556−1.06
hypothetical protein: Rv2160c−3.11

−TRANSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER: Rv1217c−3.12
PROBABLE POLYKETIDE BETA−KETOACYL SYNTHASE PKS4: Rv1181−3.29

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSC: Rv2933−3.42
Probable penicillin−binding membrane protein pbpB: Rv2163c−3.52

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: Rv2994−3.66
BLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL12: Rv1522c−3.94

POSSIBLE EXPORTED PROTEIN: Rv1184c−4.21
ABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL10: Rv1183−4.67

hypothetical protein: Rv2159c−4.72
exodeoxyribonuclease VII small subunit: Rv1107c−4.97

hypothetical protein: Rv3577−5.14
hypothetical protein: Rv0272c−5.28

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv0273c−5.28
PAT) (LYSOPHOSPHATIDIC ACID ACYLTRANSFERASE) (LPAAT): Rv2483c−5.35

hypothetical protein: Rv2409c−8.25
PROBABLE ESTERASE/LIPASE LIPF: Rv3487c−9.51

log10(P) upstream meme1 2 log10(P.clust)=−3.73; 24 seqs; 22 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


