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RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 301
Discordant mates = 4
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Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 2
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 = 226
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 15

q25.2

chromosome 15

q25.2

UBE2Q2P1
ENST00000354771.8

GOLGA6L10
ENST00000610657.2

breakpoint1
chr15:84527619

breakpoint2
chr15:82347629

0

7108

C
ov

er
ag

e

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

987654321 98765432

2 kbp
introns not to scaleG

O
LG

A
6L10

U
B

E
2Q

2P
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

GOLGA6L10

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

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

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 182
Discordant mates = 2
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Olfactory receptor

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 1
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Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Syntaxin
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CORO7 POLR3K

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1899)

WD domain, G−beta repeat

Transcription factor S−II (TFIIS)

SUPPORTING READ COUNT

Split reads = 160
Discordant mates = 1
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reading frame unclear

Domain of unknown function (DUF1899)

WD domain, G−beta repeat

Transcription factor S−II (TFIIS)

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 3

p21.31

chromosome 3

p21.31

CCDC12
ENST00000292314.6

SETD2
ENST00000409792.4

breakpoint1
chr3:46976637

breakpoint2
chr3:47062346

0

11583

C
ov

er
ag

e

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

21 2120191817161514

3 kbp
introns not to scale

C
C

D
C

12

S
E

TD
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

CCDC12 SETD2

RETAINED PROTEIN DOMAINS
reading frame unclear

cwf18 pre−mRNA splicing factor 

SRI (Set2 Rpb1 interacting) domain

WW domain

SUPPORTING READ COUNT

Split reads = 137
Discordant mates = 0
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SRI (Set2 Rpb1 interacting) domain
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 3
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reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 1
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Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 18
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 = 101
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581315

0

5424

C
ov

er
ag

e

3 2 1 2 1

321 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

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

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 90
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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Split reads = 14
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P7
ENST00000506558.2

CCDC146
ENST00000285871.5

breakpoint1
chr7:73016417

breakpoint2
chr7:77236947

0

2612

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P7
CCDC146

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

Split reads = 8
Discordant mates = 0



chromosome 5

q35.1

NPM1
ENST00000296930.10

MT−RNR2
ENST00000387347.2

breakpoint1
chr5:171391799

breakpoint2
chrM:1959

0

210877

C
ov

er
ag

e

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

1 2 3 4 1

1 kbp
introns not to scale

NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0



chromosome 5

q35.1

NPM1
ENST00000296930.10

MT−RNR2
ENST00000387347.2

breakpoint1
chr5:171390090

breakpoint2
chrM:1792

0

210877

C
ov

er
ag

e

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

1 2 1

1 kbp
introns not to scale

NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 5

q35.1

NPM1
ENST00000296930.10

MT−RNR2
ENST00000387347.2

breakpoint1
chr5:171392799

breakpoint2
chrM:1955

0

210877

C
ov

er
ag

e

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

1 2 3 4 5 1

1 kbp
introns not to scale

NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 5

q35.1

NPM1
ENST00000296930.10

MT−RNR2
ENST00000387347.2

breakpoint1
chr5:171405323

breakpoint2
chrM:2127

0

210877

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 1

1 kbp
introns not to scale

NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 5

q35.1

NPM1
ENST00000296930.10

MT−RNR2
ENST00000387347.2

breakpoint1
chr5:171391804

breakpoint2
chrM:2446

0

210877

C
ov

er
ag

e

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

1 2 3 4 1

1 kbp
introns not to scale

NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 5

q35.1

NPM1
ENST00000296930.10

MT−RNR2
ENST00000387347.2

breakpoint1
chr5:171390088

breakpoint2
chrM:2449

0

210877

C
ov

er
ag

e

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

1 2 1

1 kbp
introns not to scale

NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

q21.31

chromosome 17

q21.31

CCDC43
ENST00000588210.1

GPATCH8
ENST00000591680.6

breakpoint1
chr17:44689550

breakpoint2
chr17:44474903

0

4966

C
ov

er
ag

e

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

1 8765432

2 kbp
introns not to scale

G
PA

T
C

H
8

C
C

D
C

43

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

CCDC43 GPATCH8

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−finger double−stranded RNA−binding

G−patch domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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Interferon−induced 6−16 family 

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 18
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0


