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SUPPORTING READ COUNT
Split reads = 34
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Protein kinase domain
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translocation deletion
duplication inversion



chromosome 1

chromosome 1

p35.3
RN AL L) R LR )
- )
breakpointl breakpoint2
2202 chr1:2870432|9 cI|1r1:28508128
1 1
g’ 1 1
¢ | |
9] ) |
8 ! |
o 1 1
0 1 i
! 1
3
:
,I
SNHG3
ENST00000413987.1 e

1 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2

GMEB1

translocation deletion
duplication inversion



Coverage

503

chromosome 1

g25.2

chromosome 1

gq25.2

10

breakpointl
chr1:17802615|5

CRYZL2P

ENST00000476232.6

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpoint2
cr|1r1:177968039

RETAINED PROTEIN DOMAINS
reading frame unclear

SEC16B
Vesicle coat trafficking protein Sec16 mid-region
Sec23-binding domain of Sec16

3 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 16 chromosome 15

q22.1 ql5.2
—
breakpointl breakpoint2
chr16:69787080 chr15:42634856
5646 ! !
S 0 |
g : [
[ J |
3 1 |
(&) | |
0 1 i
23
1
STARD9 7
ENST00000290607.12 e

23

\ 6 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0

WWP2 STARD9
Kinesin motor domain
FHA domain
START domain

translocation deletion
duplication inversion



16302

Coverage

chromosome 15

425.3

translocation
duplication

ENST00000268220.12

deletion
inversion

(((((I((((‘ LA L L LA L L
4 A A 3 AR 2
I

chromosome 15

425.3

— —
breakpointl breakpoint2
Chr15:847160?|_5 Cfl1r15:84717554

SEC11A

No protein domains retained in fusion.

AC012291.3
ENST00000648837.1

| 800 bp
introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0



chromosome 15 chromosome 15

ql3.1 gl5.1
N
breakpointl breakpoint2
chr15:28116665 chrl15:42498749

6408 : :
S ' |
¢ ! |
9] ! |
3 | |
O ! 1
0 ! 1

1

1

Eﬂl!l!l

| AC018362.1
ENST00000649053. 1

RETAINED PROTEIN DOMAINS 7 kbp
reading frame unclear introns not to scale /

m— Regulator of chromosome condensation (RCC1) repeat

—Cytochrome b5-like Heme/Steroid binding domain

—Mib_herc2

—Mouse development and cellular proliferation protein Cullin—7

rZinc finger, ZZ type

Anaphase—promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT-domain (ubiquitin-transferase)
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0

HERC2

translocation deletion
duplication inversion



