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Split reads = 1534
Discordant mates = 29
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Split reads = 1078
Discordant mates = 17



chromosome 17

q22

chromosome 17

q22

RNF43
ENST00000577716.5

AC015845.2
ENST00000581805.5

breakpoint1
chr17:58415332

breakpoint2
chr17:57772201

0

33700

C
ov

er
ag

e

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

21 3

1 kbp
introns not to scale

A
C

01
58

45
.2

R
N

F4
3

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

RNF43

RETAINED PROTEIN DOMAINS
reading frame unclear

ZNRF−3 Ectodomain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 11



chromosome 15

q25.1

chromosome 15

q25.1

CHRNA5
ENST00000299565.9

MORF4L1
ENST00000426013.7

breakpoint1
chr15:78590104

breakpoint2
chr15:78886141

0

17197

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

C
H

R
N

A
5

M
O

R
F

4L
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

CHRNA5 MORF4L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Neurotransmitter−gated ion−channel ligand binding domain

MRG

RNA binding activity−knot of a chromodomain 

SUPPORTING READ COUNT
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Poly−adenylate binding protein, unique domain
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Discordant mates = 9
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Protein kinase domain

Fibronectin type III domain
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Split reads = 85
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CEP85L ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

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

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

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

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial ribosomal death−associated protein 3

Ammonium Transporter Family

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial ribosomal death−associated protein 3

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 69
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JARID2 MICB

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

ARID/BRIGHT DNA binding domain

Immunoglobulin C1−set domain

Class I Histocompatibility antigen, domains alpha 1 and 2

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 2
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RYBP SLMAP

RETAINED PROTEIN DOMAINS
reading frame unclear

Zn−finger in Ran binding protein and others

FHA domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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RYBP SLMAP

RETAINED PROTEIN DOMAINS
reading frame unclear

Zn−finger in Ran binding protein and others
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TFDP2 XRN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Xrn1 SH3−like domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT
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Discordant mates = 1



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13979884

0

773

C
ov

er
ag

e

1 2 3 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 25242322212019181716151413121110987654321

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 9
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
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ARID2 SLC38A1

RETAINED PROTEIN DOMAINS
reading frame unclear

ARID/BRIGHT DNA binding domain

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 1
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Transmembrane amino acid transporter protein
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