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RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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TMED5 DR1

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

Histone−like transcription factor (CBF/NF−Y) and archaeal histone

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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PDILT

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

Thioredoxin−like domain

Thioredoxin

SUPPORTING READ COUNT

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

Thioredoxin

Thioredoxin−like domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Vinculin family

pfkB family carbohydrate kinase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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CEP128 ALDH6A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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GDF5 UQCC1

RETAINED PROTEIN DOMAINS
reading frame unclear

TGF−beta propeptide

Ubiquinol−cytochrome C chaperone 

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

GDF5
ENST00000374372.1

UQCC1
ENST00000374385.10

breakpoint1
chr20:35441232

breakpoint2
chr20:35394196

0

4806

C
ov

er
ag

e

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

21 1098765432

1 kbp
introns not to scale

UQCC1

GDF5

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

UQCC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquinol−cytochrome C chaperone 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SPOCD1 ADGRB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor S−II (TFIIS), central domain

SPOC domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SPOCD1 ADGRB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor S−II (TFIIS), central domain

SPOC domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ARFGEF1 RALBP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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No coding regions retained in fusion transcript.

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 = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 21

p11.2

chromosome 21

p11.2

TPTE
ENST00000618007.5

BAGE2
ENST00000496773.1

breakpoint1
chr21:10578605

breakpoint2
chr21:10498857

0

2587

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

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 1711 12 13 14 15

2 kbp
introns not to scale

BAGE2

TPTE

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

TPTE

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CHD6 PTPRT

RETAINED PROTEIN DOMAINS
reading frame unclear

Chromo (CHRromatin Organisation MOdifier) domain

SNF2−related domain

Helicase conserved C−terminal domain

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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CHD6 PTPRT

RETAINED PROTEIN DOMAINS
reading frame unclear

Chromo (CHRromatin Organisation MOdifier) domain

SNF2−related domain

Helicase conserved C−terminal domain

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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OR2M4

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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CSNK1G2 KLF16

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PHF3

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

Transcription factor S−II (TFIIS), central domain

SPOC domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ROS1 GOPC

RETAINED PROTEIN DOMAINS
reading frame unclear
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