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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 513
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 513
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 372
Discordant mates = 2
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 264
Discordant mates = 7
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M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Syntaxin

Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Sulfatase

SH3 domain

PH domain

SUPPORTING READ COUNT

Split reads = 264
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 14
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 160
Discordant mates = 14
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 15
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No protein domains retained in fusion.
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Split reads = 7
Discordant mates = 15
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 14
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No protein domains retained in fusion.
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Split reads = 2
Discordant mates = 14
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No protein domains retained in fusion.
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Split reads = 4
Discordant mates = 4
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 15
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

C17orf99 Ig domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 165
Discordant mates = 10
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 161
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 158
Discordant mates = 0
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No protein domains retained in fusion.
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein
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CMT1A duplicated region transcript 4 protein
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 4
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 5
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 1



chromosome 13

q13.3

chromosome 13

q13.3

CCDC169
ENST00000239859.8

SOHLH2
ENST00000379881.8

breakpoint1
chr13:36248606

breakpoint2
chr13:36202093

0

377

C
ov

er
ag

e

8 7 6 5 4 3 2 1 11 10 9 8 7 6 5 4 3 2 1

7654321 111098765432

1 kbp
introns not to scale

SO
H

LH
2

C
C

D
C

169

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

MoeA N−terminal region (domain I and II)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

Cadherin cytoplasmic C−terminal

Cadherin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2


