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RETAINED PROTEIN DOMAINS
reading frame unclear

CP2 transcription factor

GRHL2 VPS13B

SHR-binding domain of vacuolar—sorting associated protein 13
Vacuolar-sorting—associated 13 protein C—terminal
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introns not to scale

SUPPORTING READ COUNT

Split reads = 813
Discordant mates = 2
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CP2 transcription factor

GRHL2 VPS13B

SHR-binding domain of vacuolar—sorting associated protein 13
Vacuolar—sorting—associated 13 protein C—terminal
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introns not to scale

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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GRHL2 VPS13B

SHR-binding domain of vacuolar—sorting associated protein 13
Vacuolar—sorting—associated 13 protein C—terminal

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 551
Discordant mates = 0

RXRA CENPP
CENP-A-nucleosome distal (CAD) centromere subunit, CENP-P

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

RXRA CENPP
CENP-A-nucleosome distal (CAD) centromere subunit, CENP-P

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

CENPP
CENP-A-nucleosome distal (CAD) centromere subunit, CENP-P

translocation deletion
duplication inversion

Split reads = 2
Discordant mates = 0

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Importin—beta N-terminal domain

SUPPORTING READ COUNT

Split reads = 466
Discordant mates = 7

KPNB1 NIPEPPS
Peptidase M1 N-terminal domain

Peptidase family M1 domain
ERAP1-like C-terminal domain

translocation deletion
duplication inversion



28229

Coverage
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duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Importin—beta N-terminal domain

SUPPORTING READ COUNT

Split reads = 266
Discordant mates = 0

KPNB1 NPEPPS
Peptidase M1 N-terminal domain—

NPEPPS ’
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RETAINED PROTEIN DOMAINS
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Importin-beta N-terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

KPNB1 NPEPPS
Peptidase M1 N-terminal domain

Peptidase family M1 domain
ERAP1-like C-terminal domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Exostosin family

|fGchosyI transferase family 64 domain

EXT2 HSD17B1
short chain dehydrogenase

translocation deletion
duplication inversion

Split reads = 316
Discordant mates = 2

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Exostosin family

Split reads =3

EXT2 HSD17B1
short chain dehydrogenase

translocation deletion
duplication inversion

SUPPORTING READ COUNT

Discordant mates = 0



chromosome 11

pl1l.2

chromosome 11

pl1.2

breakpointl

chr11:44130138
14218 U

Coverage

~ = - - ENST00000395673.7

breakpoint2
cr|1r11:43830976

11

HSD17B12 --

11

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
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Exostosin family

EXT2 HSD17B12
short chain dehydrogenase

translocation deletion
duplication inversion
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introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 265
Discordant mates = 0

KAZN MFN2
fzo-like conserved region

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

KAZN MFEN2

fzo-like conserved region-

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

KAZN MFN
fzo-like conserved region

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP-binding enzyme
|fAMP—binding enzyme C-terminal domain

SUPPORTING READ COUNT

Split reads = 256
Discordant mates = 1

SLC27A1 MYO9B
RhoGAP domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP-binding enzyme

AMP-binding enzyme C-terminal domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

SLC27A1 MYO9B
RhoGAP domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP-binding enzyme
|fAMP—binding enzyme C-terminal domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

SLC27A1 MYO9B
RhoGAP domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP-binding enzyme
|fAMP—binding enzyme C-terminal domain

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

SLC27A1 MYO9B

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

NwD2
NACHT domain

translocation deletion
duplication inversion
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introns not to scale

SUPPORTING READ COUNT

Split reads = 229
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

|fXRCCl N terminal domain

SUPPORTING READ COUNT

Split reads = 207
Discordant mates = 0

XRCC1 PLAUR
u-PAR/Ly-6 domain

translocation deletion
duplication inversion



chromosome 19 chromosome 19
ql3.31 gl3.31

breakpointl breakpoint2
chr19:43560910 chr19:43649143
10889 ! !

Coverage

XRCC1 Sl 7 N L7 PLAUR
ENST00000262887.10 L7 ‘e R e N ENST00000340093.8

\ 2 kbp
introns not to scale
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reading frame unclear

|fXRC01 N terminal domain

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

XRCC1 PLAUR
u-PAR/Ly-6 domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 2

FDCSP
Follicular dendritic cell secreted peptide

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 140
Discordant mates = 0

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

No protein domains retained in fusion. Splitreads = 3
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SUGCT EGFR

Furin-like cysteine rich region
Receptor L domain
Growth factor receptor domain IV

Protein kinase domain-

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 107
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 0

ZFP69 NDUFS
NADH:ubiquinone oxidoreductase, NDUFS5-15kDa

translocation deletion
duplication inversion
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Immunoglobulin I-set domain
Thrombospondin type 1 domain
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( SUPPORTING READ COUNT
Split reads = 97
Discordant mates = 1
UNC5C HPGD

Glutathione S-transferase, C—terminal domain

translocation deletion
duplication inversion
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Immunoglobulin I-set domain
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( SUPPORTING READ COUNT
Split reads =3
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Glutathione S-transferase, C—terminal domain

translocation deletion
duplication inversion
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reading frame unclear

Zinc finger, C3HC4 type (RING finger)
WD domain, G-beta repeat

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 1

COP1 ASTN1

Coagulation Factor Xa inhibitory site
Annexin-like domain

translocation deletion
duplication inversion
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reading frame unclear

Zinc finger, C3HC4 type (RING finger)
SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

COP1 AS['N1

Coagulation Factor Xa inhibitory site
Annexin-like domain

translocation deletion
duplication inversion
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reading frame unclear

Zinc finger, C3HC4 type (RING finger)
SUPPORTING READ COUNT

Splitreads =1
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COP1 ASTTN1

Coagulation Factor Xa inhibitory site
Annexin-like domain

translocation deletion
duplication inversion
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Oxidoreductase FAD-binding domain
[ SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 1
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translocation deletion
duplication inversion
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SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 81
Discordant mates = 0
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0

GRID2
Ligand—gated ion channel

translocation deletion
duplication inversion
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Cadherin, Y-type LIR-motif

SUPPORTING READ COUNT

Split reads = 44
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Inhibitor of Apoptosis domain—

NACHT domain
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