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RETAINED PROTEIN DOMAINS
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RII binding domain

SUPPORTING READ COUNT

Split reads = 517
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 354
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
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Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 331
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 1

p31.1

chromosome 1

p32.3

ANKRD13C
ENST00000370944.9

SSBP3
ENST00000610401.5

breakpoint1
chr1:70315481

breakpoint2
chr1:54243299

0

8144

C
ov

er
ag

e

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

4321 181716151413121110

3 kbp
introns not to scale

SSBP3
ANKRD13C

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

ANKRD13C SSBP3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Single−stranded DNA binding protein, SSDP

SUPPORTING READ COUNT

Split reads = 237
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Single−stranded DNA binding protein, SSDP

SUPPORTING READ COUNT

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

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Single−stranded DNA binding protein, SSDP

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Single−stranded DNA binding protein, SSDP

SUPPORTING READ COUNT

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

Biotin carboxylase, N−terminal domain

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 161
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 157
Discordant mates = 0
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TRPS1 RAD21

RETAINED PROTEIN DOMAINS
reading frame unclear

Conserved region of Rad21 / Rec8 like protein

N terminus of Rad21 / Rec8 like protein

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

MCM AAA−lid domain

MCM P−loop domain

MCM OB domain

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 0
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reading frame unclear

MCM AAA−lid domain

MCM P−loop domain

MCM OB domain

SUPPORTING READ COUNT

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

MCM AAA−lid domain

MCM P−loop domain

MCM OB domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RIMS2 KDM2A

RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE−type zinc finger

F−box domain

PHD−finger

CXXC zinc finger domain

Jumonji helical domain

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0



chromosome 8

q22.3

chromosome 11

q13.2

RIMS2
ENST00000668113.1

KDM2A
ENST00000308783.9

breakpoint1
chr8:103697296

breakpoint2
chr11:67180079

0

16378

C
ov

er
ag

e

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

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

4 kbp
introns not to scale

RIMS2

KDM2A

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

RIMS2 KDM2A

RETAINED PROTEIN DOMAINS
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FYVE−type zinc finger
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Jumonji helical domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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CUB domain

Sushi repeat (SCR repeat)

GATA zinc finger

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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CUB domain

GATA zinc finger

SUPPORTING READ COUNT

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

Sodium/calcium exchanger protein

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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Sodium/calcium exchanger protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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AP3S2 KLHL25

RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin adaptor complex small chain

Kelch motif

BTB And C−terminal Kelch

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin adaptor complex small chain

Kelch motif

BTB And C−terminal Kelch

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Clathrin adaptor complex small chain

Kelch motif
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BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
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