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TRRAP SMURF1

RETAINED PROTEIN DOMAINS
reading frame unclear

HECT−domain (ubiquitin−transferase)

WW domain

C2 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TRRAP SMURF1

RETAINED PROTEIN DOMAINS
reading frame unclear

HECT−domain (ubiquitin−transferase)

WW domain

C2 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

FAT domain

Phosphatidylinositol 3− and 4−kinase

HECT−domain (ubiquitin−transferase)

SUPPORTING READ COUNT

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

SH3 domain

SH2 domain

Protein kinase domain

RNA cap guanine−N2 methyltransferase

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 2
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reading frame unclear
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Protein kinase domain

RNA cap guanine−N2 methyltransferase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 8

q12.1

chromosome 8

q12.1

LYN
ENST00000519728.6

TGS1
ENST00000523948.5

breakpoint1
chr8:55966897

breakpoint2
chr8:55813055

0

2876

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 910 11

3 kbp
introns not to scale

TGS1
LYN

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

LYN

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SH2 domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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SH3KBP1 RPS6KA3

RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

Protein kinase domain

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome X

p22.12

chromosome X

p22.12

SH3KBP1
ENST00000397821.8

RPS6KA3
ENST00000644368.1

breakpoint1
chrX:19836125

breakpoint2
chrX:20241686

0

39851

C
ov

er
ag

e

18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

21 232221201918171615141312111098765432

3 kbp
introns not to scale

SH3KBP1

RPS6KA3

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

SH3KBP1 RPS6KA3

RETAINED PROTEIN DOMAINS
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Variant SH3 domain

Protein kinase domain
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SUPPORTING READ COUNT

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

PTB domain (IRS−1 type)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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reading frame unclear

Sec23/Sec24 zinc finger

Sec23/Sec24 trunk domain

Sec23/Sec24 beta−sandwich domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Sec23/Sec24 zinc finger
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SUPPORTING READ COUNT

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

Endonuclease/Exonuclease/phosphatase family

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type C domain

Collagen triple helix repeat (20 copies)

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


