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Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 2



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117324415

0

18379

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 43 42 41 40 39 38 37 36 35 34 33 32 31 30 29 28 27 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

1 2 3 4 43424140393837363534

4 kbp
introns not to scale

ROS1

S
LC

34A
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

SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 16

q23.3

chromosome 7

q21.12

AC092142.1
ENST00000567021.1

ELAPOR2
ENST00000450689.7

breakpoint1
chr16:82139589

breakpoint2
chr7:86965024

0

2362

C
ov

er
ag

e

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

1 2221201918171615141312111098765432

2 kbp
introns not to scale

ELAPOR2

A
C

09
21

42
.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

No protein domains retained in fusion.

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 6

q24.3

chromosome 6

q24.3

AL033504.1
ENST00000432506.5

SASH1
ENST00000367467.8

breakpoint1
chr6:147660819

breakpoint2
chr6:148468545

0

8769

C
ov

er
ag

e

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

15 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

2 kbp
introns not to scale

AL0
33

50
4.

1

SASH1

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

SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 6

q24.3

chromosome 6

q24.3

AL033504.1
ENST00000432506.5

SASH1
ENST00000367467.8

breakpoint1
chr6:147733811

breakpoint2
chr6:148390134

0

8769

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

AL0
33

50
4.

1

SASH1

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

SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

p21.2

chromosome 3

q21.3

SLC30A7
ENST00000357650.9

UROC1
ENST00000383579.3

breakpoint1
chr1:100921841

breakpoint2
chr3:126496108

0

2449

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 212019181716

3 kbp
introns not to scale

SLC30A7

U
R

O
C

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

SLC30A7 UROC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

Urocanase C−terminal domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1



chromosome 1

p21.2

chromosome 3

q21.3

SLC30A7
ENST00000357650.9

UROC1
ENST00000383579.3

breakpoint1
chr1:100918127

breakpoint2
chr3:126496108

0

2449

C
ov

er
ag

e

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

1 2 3 4 5 6 7 212019181716

3 kbp
introns not to scale

SLC30A7

U
R

O
C

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

SLC30A7 UROC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

Urocanase C−terminal domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 1

p21.2

chromosome 3

q21.3

SLC30A7
ENST00000357650.9

UROC1
ENST00000383579.3

breakpoint1
chr1:100961918

breakpoint2
chr3:126496108

0

2449

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 212019181716

3 kbp
introns not to scale

SLC30A7

U
R

O
C

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

SLC30A7 UROC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

Urocanase C−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 3

p22.2

chromosome 3

p22.2

XYLB
ENST00000207870.8

GOLGA4
ENST00000356847.8

breakpoint1
chr3:38379342

breakpoint2
chr3:37366080

0

9560

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 1011 12 13 14 15 23

4 kbp
introns not to scale

G
O

LG
A4

X
Y

LB

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

XYLB GOLGA4

RETAINED PROTEIN DOMAINS
reading frame unclear
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Domain of unknown function (DUF4482)
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