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Split reads = 318
Discordant mates = 0



chromosome 17

p11.2

chromosome 12

q21.2

EPN2
ENST00000584150.5

SYT1
ENST00000552744.5

breakpoint1
chr17:19249526

breakpoint2
chr12:79217503

0

3186

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6 7 8 9 10

1 2 3 4 5 6 7 8 9 10

1 kbp
introns not to scale

SYT1

E
P

N
2

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

SYT1

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 16

p13.13

chromosome 16

p13.13

EMP2
ENST00000359543.8

ZC3H7A
ENST00000355758.9

breakpoint1
chr16:10580549

breakpoint2
chr16:11782388

0

64996

C
ov

er
ag

e

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

1 232221201918171615141312111098765432

3 kbp
introns not to scale

E
M

P
2

Z
C

3H
7A

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

ZC3H7A

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 187
Discordant mates = 0
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Discordant mates = 0
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0
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Split reads = 60
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SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0



chromosome 12

q12

chromosome 12

q13.13

TMEM117
ENST00000266534.8

KRT89P
ENST00000620027.6

breakpoint1
chr12:44143624

breakpoint2
chr12:52344221

0

2665

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6 7 8 9

1 2 3 4 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

TM
EM

117

KRT89P

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

TMEM117

RETAINED PROTEIN DOMAINS
reading frame unclear

TMEM117 protein family

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0



chromosome 12

q12

chromosome 12

q14.3

PPHLN1
ENST00000610488.4

LINC02454
ENST00000670328.1

breakpoint1
chr12:42355222

breakpoint2
chr12:65606028

0

9065

C
ov

er
ag

e

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

1 2 3 4 5 2

1 kbp
introns not to scale

PPHLN1

LINC02454

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

No protein domains retained in fusion.

SUPPORTING READ COUNT
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Calcitonin / CGRP / IAPP family

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

START domain

Cholesterol−capturing domain
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Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PP−loop family

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Protein−L−isoaspartate(D−aspartate) O−methyltransferase (PCMT)

FATC domain

Phosphatidylinositol 3− and 4−kinase

FAT domain

DNA−dependent protein kinase catalytic subunit, CC3

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 19

q13.2

chromosome 19

q13.2

SPINT2
ENST00000301244.12

DPF1
ENST00000355526.9

breakpoint1
chr19:38264998

breakpoint2
chr19:38222708

0

51566

C
ov

er
ag

e

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

1 12111098765432

1 kbp
introns not to scale

DPF
1

SPIN
T2

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

SPINT2 DPF1

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

DPF1−3, N−terminal
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Split reads = 8
Discordant mates = 0


