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von Willebrand factor type C domain

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 217
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 3
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reading frame unclear

Protein phosphatase 2C

Eukaryotic−type carbonic anhydrase

SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 4
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Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 165
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 124
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 24
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 = 108
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 21
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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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15438200

0

3055

C
ov

er
ag

e

3 2 1 4 3 2 1

21 4

800 bp
introns not to scale

C
D

R
T

4
TV

P
23

C

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

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

ERAP1−like C−terminal domain

Peptidase family M1 domain

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 2
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SUPPORTING READ COUNT
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PA domain

FAD dependent oxidoreductase

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 1
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Split reads = 15
Discordant mates = 2
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FAD dependent oxidoreductase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Myosin head (motor domain)

TACI, cysteine−rich domain

SUPPORTING READ COUNT
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Arginine deiminase
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AFG1−like ATPase
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No protein domains retained in fusion.
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

BAH domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 3
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SEC63 DOCK2

RETAINED PROTEIN DOMAINS
reading frame unclear

DnaJ domain

Sec63 Brl domain

DHR−2, Lobe A

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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UNC13B SPOP

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

BTB/POZ domain

MATH domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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UNC13B SPOP

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

BTB/POZ domain

MATH domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PIP4K2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−4−phosphate 5−Kinase

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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PIP4K2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−4−phosphate 5−Kinase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PIP4K2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−4−phosphate 5−Kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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YEATS2 PARL

RETAINED PROTEIN DOMAINS
reading frame unclear

YEATS family

Rhomboid family

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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YEATS2 PARL

RETAINED PROTEIN DOMAINS
reading frame unclear

YEATS family

Rhomboid family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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YEATS2 PARL

RETAINED PROTEIN DOMAINS
reading frame unclear

YEATS family

Rhomboid family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TPM2 UNC13B

RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

C2 domain

NA

MUN domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1
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GGNBP2 MRM2

RETAINED PROTEIN DOMAINS
reading frame unclear

FtsJ−like methyltransferase

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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GGNBP2 MRM2

RETAINED PROTEIN DOMAINS
reading frame unclear

FtsJ−like methyltransferase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ATG10 EPB41L4A

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagocytosis associated protein, active−site domain 

FERM adjacent (FA)

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1
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SH3PXD2B CREBRF

RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 2
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SH3PXD2B CREBRF

RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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KAT6A

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

MYST family zinc finger domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1
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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1
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MAOB NDP

RETAINED PROTEIN DOMAINS
reading frame unclear

Flavin containing amine oxidoreductase

Cystine−knot domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 6
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CDK19

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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CDK19

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TNS3 ZNF680

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 36
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 = 34
Discordant mates = 3



chromosome 1

q25.2

chromosome 1

q25.2

CRYZL2P
ENST00000476232.6

SEC16B
ENST00000308284.10

breakpoint1
chr1:178022440

breakpoint2
chr1:177968039

0

2627

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

987654321 262524232221201918171615141312111098765432

3 kbp
introns not to scale

SEC16BCRYZL2P

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

SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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FLOT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Flotillin

SPFH domain / Band 7 family

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 2
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reading frame unclear

Flotillin

SPFH domain / Band 7 family

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ZBTB24 CDK12

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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ZBTB24 CDK12

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Kinesin motor domain

Kinesin−associated

FHA domain

Kinesin protein 1B

Kinesin protein 

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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CSPP1 CHD7

RETAINED PROTEIN DOMAINS
reading frame unclear

BRK domain

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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CHD7

RETAINED PROTEIN DOMAINS
reading frame unclear

BRK domain

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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MSI2 CNTNAP3B

RETAINED PROTEIN DOMAINS
reading frame unclear

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

Laminin G domain

EGF−like domain

Laminin G domain

F5/8 type C domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 2
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CDC40 WDR36

RETAINED PROTEIN DOMAINS
reading frame unclear

Utp21 specific WD40 associated putative domain 

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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CDC40 WDR36

RETAINED PROTEIN DOMAINS
reading frame unclear

Utp21 specific WD40 associated putative domain 

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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CDC40 WDR36

RETAINED PROTEIN DOMAINS
reading frame unclear

Utp21 specific WD40 associated putative domain 

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 16

q24.3

chromosome 16

q24.3

ANKRD11
ENST00000642600.1

VPS9D1
ENST00000389386.8

breakpoint1
chr16:89490245

breakpoint2
chr16:89712716

0

8184

C
ov

er
ag

e

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

1 15141312111098765

3 kbp
introns not to scale

A
N

K
R

D
11

V
P

S
9D

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

VPS9D1

RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar sorting protein 9 (VPS9) domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

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

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

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

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 16
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

Sulfotransferase domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Tetraspanin family

SUPPORTING READ COUNT

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

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

B−box zinc finger

zinc finger of C3HC4−type, RING

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine rich N terminal domain of histone deacetylase 4

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine rich N terminal domain of histone deacetylase 4

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

TMEM117 protein family

Organic solute transporter Ostalpha

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Zona−pellucida−binding protein (Sp38)
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LIM domain

Nebulin repeat

Adenylate and Guanylate cyclase catalytic domain
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RETAINED PROTEIN DOMAINS
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WD40 repeated domain

JNK−interacting protein leucine zipper II
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Protein kinase domain

Polo kinase kinase 
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UBA/TS−N domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


