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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

Argonaute linker 1 domain

PAZ domain

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 386
Discordant mates = 1
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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

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

N−terminal domain of argonaute

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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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 = 32
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 = 20
Discordant mates = 0
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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 = 9
Discordant mates = 0
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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 = 5
Discordant mates = 0
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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 = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Membrane−associating domain

N−term cysteine−rich ER, FAM69

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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N−term cysteine−rich ER, FAM69

SUPPORTING READ COUNT

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

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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TTBK2 SH2D3A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 15

q15.2

chromosome 19

p13.3

TTBK2
ENST00000622375.4

SH2D3A
ENST00000245908.11

breakpoint1
chr15:42878549

breakpoint2
chr19:6763816

0

8513

C
ov

er
ag

e

18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 10 9 8 7 6 5 4 3 2 1

21 1098765432

3 kbp
introns not to scale

T
T

B
K

2

SH
2D

3A

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

TTBK2 SH2D3A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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KRAB box

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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reading frame unclear

WD domain, G−beta repeat

EF−hand domain pair

SUPPORTING READ COUNT

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

WD domain, G−beta repeat

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


