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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

Death domain

UPA domain

ZU5 domain

Thrombospondin type 1 domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Striatin family

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 0
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reading frame unclear

Striatin family

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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Striatin family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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UNC119 PCTP

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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UNC119 PCTP

RETAINED PROTEIN DOMAINS
reading frame unclear

GMP−PDE, delta subunit

START domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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TGIF1 DLGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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TGIF1 DLGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ACYP2 EML6

RETAINED PROTEIN DOMAINS
reading frame unclear

Acylphosphatase

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

HELP motif

WD domain, G−beta repeat

HELP motif

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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BAIAP2 CYP24A1

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 1
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PCTP

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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SEC23A NELL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23/Sec24 zinc finger

Sec23/Sec24 trunk domain

Sec23/Sec24 beta−sandwich domain

von Willebrand factor type C domain

Calcium−binding EGF domain

EGF domain

Calcium−binding EGF domain

von Willebrand factor type C domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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RPTOR DOK5

RETAINED PROTEIN DOMAINS
reading frame unclear

PTB domain (IRS−1 type)

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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PRKD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

PH domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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PRKD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

PH domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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GTF2H1 SHANK2

RETAINED PROTEIN DOMAINS
reading frame unclear

TFIIH p62 subunit, N−terminal domain

BSD domain  

SAM domain (Sterile alpha motif)

PDZ domain

Variant SH3 domain

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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VAPB PTGIS

RETAINED PROTEIN DOMAINS
reading frame unclear

MSP (Major sperm protein) domain

Cytochrome P450

SUPPORTING READ COUNT

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

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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VAPB PTGIS

RETAINED PROTEIN DOMAINS
reading frame unclear

MSP (Major sperm protein) domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q22.1

chromosome 11

q23.2

ARHGAP42
ENST00000298815.13

TTC12
ENST00000494714.5

breakpoint1
chr11:100770438

breakpoint2
chr11:113341837

0

1298

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11121314 1516 17 18 19 20 21 2223 24 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23

1 212 13 14 15 16 17 18 19 20 21 22 23

4 kbp
introns not to scale

ARHGAP42

TTC12

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

ARHGAP42 TTC12

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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VGLL4 PRRT3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription cofactor vestigial−like protein 4

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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STK32B WDR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0


