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Discordant mates = 0
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Split reads = 32
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 2
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P−loop containing dynein motor region D4
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ATP−binding dynein motor region
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P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor
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Hydrolytic ATP binding site of dynein motor region
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT
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No protein domains retained in fusion.
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SH3 domain−binding protein 5 (SH3BP5)

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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Split reads = 3
Discordant mates = 0



chromosome 3

p25.1

chromosome 7

q21.3

SH3BP5
ENST00000383791.8

AC002074.1
ENST00000642601.1

breakpoint1
chr3:15304103

breakpoint2
chr7:94307649

0

6497

C
ov

er
ag

e

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

321 987

1 kbp
introns not to scale

AC002074.1

SH
3BP5

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

SH3BP5

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain−binding protein 5 (SH3BP5)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

WW domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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reading frame unclear

WW domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

WW domain
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Split reads = 3
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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PTPRM TTC39C

RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

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 = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

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

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 1

p11.2

chromosome 1

p11.2

SRGAP2C
ENST00000367123.8

FCGR1B
ENST00000369384.9

breakpoint1
chr1:121324640

breakpoint2
chr1:121092996

0

17397

C
ov

er
ag

e

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

1 2 3 4 4 5

2 kbp
introns not to scale

FCGR1BSRGAP2C

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
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 1

p11.2

chromosome 1

p11.2

SRGAP2C
ENST00000367123.8

FCGR1B
ENST00000615565.4

breakpoint1
chr1:121324640

breakpoint2
chr1:121087364

0

17397

C
ov

er
ag

e

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

1 2 3 4 1 2 3 4

2 kbp
introns not to scale

FCGR1BSRGAP2C

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

SRGAP2C

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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SRGAP2C FCGR1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Fibrillar collagen C−terminal domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Genes are not protein−coding.
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Split reads = 4
Discordant mates = 0
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Genes are not protein−coding.
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