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SUPPORTING READ COUNT

Split reads = 430
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 203
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SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 3
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Split reads = 57
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0
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Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 0
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Cell−cycle alteration and expression−elevated protein in tumour

CID domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 2



chromosome 18

q12.2

chromosome 18

q12.2

TPGS2
ENST00000590842.5

RPRD1A
ENST00000357384.8

breakpoint1
chr18:36798449

breakpoint2
chr18:36033837

0

10344

C
ov

er
ag

e

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

654321 8765432

1 kbp
introns not to scale

R
P

R
D

1A
TP

G
S2

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

TPGS2 RPRD1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cell−cycle alteration and expression−elevated protein in tumour

CID domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 2



chromosome 18

q12.2

chromosome 18

q12.2

TPGS2
ENST00000590652.5

RPRD1A
ENST00000588737.5

breakpoint1
chr18:36781799

breakpoint2
chr18:36040865

0

10344

C
ov

er
ag

e

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

321 8765432

800 bp
introns not to scale

R
P

R
D

1A
TP

G
S2

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

TPGS2 RPRD1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cell−cycle alteration and expression−elevated protein in tumour

CID domain

SUPPORTING READ COUNT
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No protein domains retained in fusion.
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