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Cluster: 0025 mtu; resid: 0.41; r/c: 22/36

x.range

upstream meme PSSM #1; e=5.1e−07

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.7e−06

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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esxL

esxK
esxP

esxO
Rv2348c

esxWesxV

esxD

esxC

Rv3889c
ORF01755

ORF08410

Rv0072

Rv0679c

Rv0831c

Rv1155 fadD6

cycA

Rv2409c Rv3706c mmpL8

fadE4
string
operons −200 −100 −1

ORF01755NA
ORF08410NA

VE ESAT−6 LIKE PROTEIN ESXW (ESAT−6 LIKE PROTEIN 10): Rv3620c−0.02
CONSERVED HYPOTHETICAL PROLINE RICH PROTEIN: Rv3706c−0.11

acyl−CoA synthetase: Rv1206−0.16
hypothetical protein: Rv1155−0.19

hypothetical protein: Rv2348c−0.25
LE D−SERINE/ALANINE/GLYCINE TRANSPORTER PROTEIN CYCA: Rv1704c−0.33

PROBABLE ACYL−CoA DEHYDROGENASE FADE4: Rv0231−0.61
 CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN MMPL8: Rv3823c−2.74

CONSERVED HYPOTHETICAL THREONINE RICH PROTEIN: Rv0679c−2.75
hypothetical protein: Rv0831c−3.12
hypothetical protein: Rv3889c−3.52

ESAT−6 LIKE PROTEIN ESXC (ESAT−6 like protein 11): Rv3890c−3.52
POSSIBLE ESAT−6 LIKE PROTEIN ESXD: Rv3891c−3.52

AMINE−TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: Rv0072−3.65
hypothetical protein: Rv2409c−3.92

ESAT−6 LIKE PROTEIN ESXK (ESAT−6 LIKE PROTEIN 3): Rv1197−13.00
IVE ESAT−6 LIKE PROTEIN ESXP (ESAT−6 LIKE PROTEIN 7): Rv2347c−13.00
IVE ESAT−6 LIKE PROTEIN ESXV (ESAT−6 LIKE PROTEIN 1): Rv3619c−14.30
TIVE ESAT−6 LIKE PROTEIN ESXL (ESAT−6 LIKE PROTEIN 4): Rv1198−15.60
IVE ESAT−6 LIKE PROTEIN ESXO (ESAT−6 LIKE PROTEIN 6): Rv2346c−15.60

log10(P) upstream meme1 2 log10(P.clust)=−4.99; 22 seqs; 19 uniq
c(0.5, 2.5)
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