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reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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reading frame unclear

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT
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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 = 10
Discordant mates = 0
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reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Stage II sporulation protein E (SpoIIE)

Tectonic domain DUF1619

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Stage II sporulation protein E (SpoIIE)

Tectonic domain DUF1619

SUPPORTING READ COUNT

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

CSN8/PSMD8/EIF3K family

Ion transport protein

Ryanodine Receptor TM 4−6

RyR and IP3R Homology associated

RyR domain

RIH domain

SUPPORTING READ COUNT

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

Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

p21.3

chromosome 8

p21.3

ENTPD4
ENST00000518471.5

PHYHIP
ENST00000454243.7

breakpoint1
chr8:23403954

breakpoint2
chr8:22228386

0

1080

C
ov

er
ag

e

5 4 3 2 1 5 4 3 2 1

4321 5432

1 kbp
introns not to scale

PHYHIPENTPD4

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

ENTPD4 PHYHIP

RETAINED PROTEIN DOMAINS
reading frame unclear

GDA1/CD39 (nucleoside phosphatase) family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 7
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.
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Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.
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Discordant mates = 0
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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 = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

p11.2

chromosome 21

p11.2

TPTE
ENST00000618007.5

BAGE2
ENST00000470054.5

breakpoint1
chr21:10552716

breakpoint2
chr21:10485618

0

4518

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

1 2 3 4 5 6 7 8 8 9 10

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

No protein domains retained in fusion.
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Vinculin family

pfkB family carbohydrate kinase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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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 = 1
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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 = 1
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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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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

SUPPORTING READ COUNT

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

Thioredoxin

Thioredoxin−like domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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