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Cluster: 0139 mtu; resid: 0.40; r/c: 31/36

x.range

upstream meme PSSM #1; e=5.2e−14

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=4.3e−11

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
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Rv0074

Rv0072

Rv3015c

Rv0990c

Rv3077

Rv2113

esxB
esxJesxI

esxLesxK

PE13

Rv1794
esxNesxP

esxO
Rv2348c

esxW
esxV

ORFD0388

fadB2

Rv0920c

ORF01755

ORF01756

Rv2030c

mbtI

Rv2510c
Rv2625c

Rv3088

Rv3730c

Rv3889c

string −200 −100 −1
ORFD0388NA
ORF01755NA
ORF01756NA

VE ESAT−6 LIKE PROTEIN ESXW (ESAT−6 LIKE PROTEIN 10): Rv3620c−0.11
PROBABLE TRANSPOSASE: Rv0920c−0.13

hypothetical protein: Rv2348c−0.20
hypothetical protein: Rv3889c−0.31

ESAT−6 LIKE PROTEIN ESXJ (ESAT−6 LIKE PROTEIN 2): Rv1038c−0.41
hypothetical protein: Rv0990c−0.44

10 KDA CULTURE FILTRATE ANTIGEN ESXB (LHP) (CFP10): Rv3874−0.49
salicylate synthase MbtI: Rv2386c−0.57

hypothetical protein: Rv2510c−0.75
hypothetical protein: Rv2030c−0.98

Probable integral membrane protein: Rv2113−0.98
AMINE−TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: Rv0072−1.11

hypothetical protein: Rv3015c−1.26
ERVED TRANSMEMBRANE ALANINE AND LEUCINE RICH PROTEIN: Rv2625c−1.45

hypothetical protein: Rv1794−1.64
hypothetical protein: Rv3730c−2.13

POSSIBLE HYDROLASE: Rv3077−3.60
3−hydroxybutyryl−CoA dehydrogenase: Rv0468−3.61

hypothetical protein: Rv0074−4.31
PE FAMILY PROTEIN: Rv1195−4.79

IVE ESAT−6 LIKE PROTEIN ESXP (ESAT−6 LIKE PROTEIN 7): Rv2347c−4.84
ESAT−6 LIKE PROTEIN ESXK (ESAT−6 LIKE PROTEIN 3): Rv1197−5.26

hypothetical protein: Rv3088−7.09
TIVE ESAT−6 LIKE PROTEIN ESXL (ESAT−6 LIKE PROTEIN 4): Rv1198−19.05
IVE ESAT−6 LIKE PROTEIN ESXO (ESAT−6 LIKE PROTEIN 6): Rv2346c−19.05
TIVE ESAT−6 LIKE PROTEIN ESXN (ESAT−6 LIKE PROTEIN 5): Rv1793−20.75
IVE ESAT−6 LIKE PROTEIN ESXI (ESAT−6 LIKE PROTEIN 1): Rv1037c−20.75

IVE ESAT−6 LIKE PROTEIN ESXV (ESAT−6 LIKE PROTEIN 1): Rv3619c−20.75
log10(P) upstream meme1 2 log10(P.clust)=−5.24; 31 seqs; 29 uniq

c(0.5, 2.5)
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