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GRHL2 VPS13B

RETAINED PROTEIN DOMAINS
reading frame unclear

CP2 transcription factor

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 712
Discordant mates = 2
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GRHL2 VPS13B

RETAINED PROTEIN DOMAINS
reading frame unclear

CP2 transcription factor

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

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

CP2 transcription factor

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RXRA CENPP

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

Split reads = 412
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

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

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KPNB1 NPEPPS

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

ERAP1−like C−terminal domain

Peptidase family M1 domain

Peptidase M1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 378
Discordant mates = 5



chromosome 17

q21.32

chromosome 17

q21.32

KPNB1
ENST00000290158.9

NPEPPS
ENST00000677710.1

breakpoint1
chr17:47657060

breakpoint2
chr17:47522950

0

17349

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 1 2 3 4 5 6 7 8 9 1011 12 13 14 15 16 17 18 19 20 21 22 23 24

1 2 3 4 1 2 3 4 5 6 7 8 9 1011 12 13 14 15 16 17 18 19 20 21 22 23 24

4 kbp
introns not to scale

N
P

E
P

P
S

K
P

N
B

1

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

KPNB1 NPEPPS

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Peptidase M1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 293
Discordant mates = 0
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SLC27A1 MYO9B

RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

AMP−binding enzyme C−terminal domain

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 283
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

RhoGAP domain

SUPPORTING READ COUNT

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

Exostosin family

Glycosyl transferase family 64 domain

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 273
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Exostosin family

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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XRCC1 PLAUR

RETAINED PROTEIN DOMAINS
reading frame unclear

XRCC1 N terminal domain

u−PAR/Ly−6 domain

SUPPORTING READ COUNT

Split reads = 213
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

XRCC1 N terminal domain

u−PAR/Ly−6 domain

SUPPORTING READ COUNT

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

XRCC1 N terminal domain

u−PAR/Ly−6 domain

SUPPORTING READ COUNT

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

fzo−like conserved region

SUPPORTING READ COUNT

Split reads = 191
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 162
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Follicular dendritic cell secreted peptide

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 2
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NWD2

RETAINED PROTEIN DOMAINS
reading frame unclear

NACHT domain

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 0
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UNC5C HPGDS

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Thrombospondin type 1 domain

ZU5 domain

Glutathione S−transferase, C−terminal domain

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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ZFP69 NDUFS5

RETAINED PROTEIN DOMAINS
reading frame unclear

NADH:ubiquinone oxidoreductase, NDUFS5−15kDa

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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HNRNPAB NSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

CBFNT (NUC161) domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

NSD Cys−His rich domain

SET domain

AWS domain

PWWP domain

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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HNRNPAB NSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

CBFNT (NUC161) domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

NSD Cys−His rich domain

SET domain

AWS domain

PWWP domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−gated ion channel

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

WD domain, G−beta repeat

Annexin−like domain

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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Zinc finger, C3HC4 type (RING finger)

Annexin−like domain

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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reading frame unclear

Zinc finger, C3HC4 type (RING finger)

Annexin−like domain

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PHLPP1 CDH20

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin, Y−type LIR−motif

Cadherin domain

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dysbindin (Dystrobrevin binding protein 1)

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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DBNDD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dysbindin (Dystrobrevin binding protein 1)

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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DBNDD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dysbindin (Dystrobrevin binding protein 1)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Oxidoreductase FAD−binding domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MIF4G domain

MA3 domain

eIF4−gamma/eIF5/eIF2−epsilon

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

Laminin G domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin B (Domain IV)

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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NFAT5 CYB5B

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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NFAT5 CYB5B

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
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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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TVP23C CDRT4

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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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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NRDE2 TTC7B

RETAINED PROTEIN DOMAINS
reading frame unclear

NRDE−2, necessary for RNA interference

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

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

NRDE−2, necessary for RNA interference

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

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

NRDE−2, necessary for RNA interference

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KIF3C OTOF

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Ferlin C−terminus

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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TMTC2 METTL25

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein O−mannosyl−transferase TMTC, DUF1736

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 32
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

Domain of unknown function (DUF4502)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 8

q11.21

chromosome 8

q11.1

SPIDR
ENST00000297423.9

ASNSP4
ENST00000511103.1

breakpoint1
chr8:47407961

breakpoint2
chr8:46697798

0

6379

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 1 2 3

1 2 3 4 5 6 7 2 3

2 kbp
introns not to scale

ASNSP4SPIDR

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

SPIDR

RETAINED PROTEIN DOMAINS
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Domain of unknown function (DUF4502)
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Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Immunoglobulin I−set domain

Cell−cycle sustaining, positive selection, 

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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STK39 SPC25

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Chromosome segregation protein Spc25

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 16

p12.2

chromosome 16

p12.2

EEF2K
ENST00000263026.10

USP31
ENST00000219689.11

breakpoint1
chr16:22225975

breakpoint2
chr16:23108183

0

3276

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011121314 15 16 17 18 16 15 14 13 121110 9 8 7 6 5 4 3 2 1

1 2 1615141312111098765432

5 kbp
introns not to scale

E
E

F
2K

U
S

P
31

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

EEF2K USP31

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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ARFGAP3 MCAT

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative GTPase activating protein for Arf

Acyl transferase domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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ARFGAP3 MCAT

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative GTPase activating protein for Arf

Acyl transferase domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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CACNA1C

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage−gated calcium channel subunit alpha, C−term

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

DNA−dependent protein kinase catalytic subunit, CC3

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


