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BolA−like protein

SUPPORTING READ COUNT

Split reads = 210
Discordant mates = 14
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Split reads = 85
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

C−type lysozyme/alpha−lactalbumin family

SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 9
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SUPPORTING READ COUNT

Split reads = 31
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Domain of unknown function (DUF3535)

Poly(ADP−ribose) polymerase catalytic domain

SAM domain (Sterile alpha motif)

Ankyrin repeats (many copies)

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Ca2+ insensitive EF hand

EF−hand domain pair

Spectrin repeat

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 2



chromosome 19

q13.42

chromosome 14

q24.1

PTPRH
ENST00000376350.8

ACTN1
ENST00000394419.9

breakpoint1
chr19:55206689

breakpoint2
chr14:68979122

0

6114

C
ov

er
ag

e

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

321 22212019181716151413121110987654321

3 kbp
introns not to scale

A
C

T
N

1

PTP
RH

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

PTPRH ACTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Ca2+ insensitive EF hand

EF−hand domain pair

Spectrin repeat

Calponin homology (CH) domain
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Split reads = 8
Discordant mates = 2
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No protein domains retained in fusion.
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Split reads = 55
Discordant mates = 5
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reading frame unclear

SAM domain (Sterile alpha motif)

Family of unknown function (DUF5577)

NAD(P)H−binding 

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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WW domain

short chain dehydrogenase

FTO C−terminal domain

FTO catalytic domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 36
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Formin Homology 2 Domain

Formin N−terminal GTPase−binding domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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Domain of unknown function (DUF4195)
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Split reads = 31
Discordant mates = 0



chromosome 6

q25.1

chromosome 13

q22.3

ESR1
ENST00000338799.9

SCEL
ENST00000349847.4

breakpoint1
chr6:151808364

breakpoint2
chr13:77555857

0

149162

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33

1 2 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33

3 kbp
introns not to scale

ESR1

S
C

E
L

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

ESR1 SCEL

RETAINED PROTEIN DOMAINS
reading frame unclear
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Ligand−binding domain of nuclear hormone receptor
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Ras family

Zinc finger, C3HC4 type (RING finger)

Zn−finger in Ran binding protein and others

SWIB/MDM2 domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Bcl−2 homology region 4

Apoptosis regulator proteins, Bcl−2 family

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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Apoptosis regulator proteins, Bcl−2 family

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 3
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ELMO, armadillo−like helical domain

Sodium:sulfate symporter transmembrane region

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 2
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SCP−2 sterol transfer family

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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SCP−2 sterol transfer family

short chain dehydrogenase

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin N−terminal SH3−like domain

Myosin head (motor domain)

Thioredoxin

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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Myosin N−terminal SH3−like domain

Myosin head (motor domain)

Thioredoxin

SUPPORTING READ COUNT

Split reads = 3
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Myosin tail

Myosin head (motor domain)

SUPPORTING READ COUNT
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Mitoguardin

Phytanoyl−CoA dioxygenase (PhyH)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 10

q24.32

chromosome 10

q24.32

TRIM8
ENST00000643721.2

SFXN2
ENST00000369893.10

breakpoint1
chr10:102645187

breakpoint2
chr10:102726612

0

1793

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 6 7 8 9 10 11 12

3 kbp
introns not to scale

TRIM8

SFXN2

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

TRIM8 SFXN2

RETAINED PROTEIN DOMAINS
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zinc finger of C3HC4−type, RING

Sideroflexins

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 1
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Vitamin K epoxide reductase family

Autism susceptibility gene 2 protein

SUPPORTING READ COUNT
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FERM adjacent (FA)

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 11
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Domain of unknown function (DUF4195)
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Ankyrin repeats (3 copies)
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SNARE associated Golgi protein

SUPPORTING READ COUNT
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mbt repeat

Domain of unknown function (DUF4195)
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Split reads = 5
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reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 5
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Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT
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ZMYM4 ZNF362

RETAINED PROTEIN DOMAINS
reading frame unclear

MYM−type Zinc finger with FCS sequence motif

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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GSAP

RETAINED PROTEIN DOMAINS
reading frame unclear

gamma−Secretase−activating protein C−term

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ANKRD20A1

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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HAVCR2 HAVCR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin V−set domain

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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MYH9 FOXRED2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin N−terminal SH3−like domain

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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MYH9 FOXRED2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin N−terminal SH3−like domain

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PTPN1 SLC9A8

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium/hydrogen exchanger family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PTPN1 SLC9A8

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium/hydrogen exchanger family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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breakpoint1
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USP32 IL1RAPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

DUSP domain

Ubiquitin−like domain

Ubiquitin carboxyl−terminal hydrolase

TIR domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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DIP2A PCNT

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

Pericentrin−AKAP−450 domain of centrosomal targeting protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 9

q34.3

chromosome 9

q34.3

PMPCA
ENST00000371717.8

PNPLA7
ENST00000406427.6

breakpoint1
chr9:136423677

breakpoint2
chr9:137522857

0

1609

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 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 5 6 7 8 9 10 11 12 13 35343332313029282726252423222120191817161514131211109

3 kbp
introns not to scale

PMPCA

PNPLA7

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

PMPCA PNPLA7

RETAINED PROTEIN DOMAINS
reading frame unclear

Insulinase (Peptidase family M16)

Peptidase M16 inactive domain

Patatin−like phospholipase

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PMPCA PNPLA7

RETAINED PROTEIN DOMAINS
reading frame unclear

Insulinase (Peptidase family M16)

Peptidase M16 inactive domain

Patatin−like phospholipase

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PREX1 PPP1R16B

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NFATC2IP SBK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−2 like Rad60 SUMO−like

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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EPHA6

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

Protein kinase domain

Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

Ephrin receptor ligand binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ESR1 ARMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Damage−control phosphatase ARMT1−like domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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JAZF1 VASH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Vasohibin

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


