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Cluster: 0159 mtu; resid: 0.38; r/c: 24/37

x.range

upstream meme PSSM #1; e=6.7e+03

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=8.3e+03

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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Rv0264cRv0263c

Rv3450c

Rv0516c

PE17

Rv0047c

Rv2022c

ORF01176

ORF06092

lprO

pks16

rocA

Rv1462mmpL12

pks11

Rv1888c

Rv1986

uppP

PE_PGRS42

lppU

ugpC

Rv3049c

PROBABLY TETR−FAMILY

Rv1687c

string
operons −200 −100 −1

ORF01176NA
ORF06092NA

hypothetical protein: Rv1462−0.03
PROBABLE MONOOXYGENASE: Rv3049c−0.11

hypothetical protein: Rv2022c−0.11
PROBABLE LIPOPROTEIN LPPU: Rv2784c−0.19

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): Rv3160c−0.24
hypothetical protein: Rv0047c−0.24

E TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER UGPC: Rv2832c−0.31
undecaprenyl pyrophosphate phosphatase: Rv2136c−0.37

Possible chalcone synthase pks11: Rv1665−0.50
OBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: Rv1687c−0.57

hypothetical protein: Rv0263c−0.63
hypothetical protein: Rv0264c−0.63

PROBABLE PYRROLINE−5−CARBOXYLATE DEHYDROGENASE ROCA: Rv1187−0.91
PE−PGRS FAMILY PROTEIN: Rv2487c−1.59

POSSIBLE TRANSMEMBRANE PROTEIN: Rv1888c−1.77
acyl−CoA synthetase: Rv1013−4.00

PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3450c−4.23
BLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL12: Rv1522c−5.13

POSSIBLE LIPOPROTEIN LPRO: Rv0179c−6.74
hypothetical protein: Rv0516c−7.71

PE FAMILY PROTEIN: Rv1646−8.31
PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: Rv1986−14.40
log10(P) upstream meme1 2 log10(P.clust)=−2.67; 24 seqs; 22 uniq

c(0.5, 2.5)
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