chromosome 2 chromosome 2

q35 p23.2
— ) )
breakpointl breakpoint2
chr2:217847510
77547 !

cl|1r2:29251267

Coverage

33

TNS1 T -

ENST00000651849.1 e Tl -~~~ ENST00000618119.4

\ 5 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain of PTEN tumour—suppressor protein

SUPPORTING READ COUNT

Split reads = 4262
Discordant mates = 57

TNS1 ALK
Glycine rich protein

Protein kinase domain

translocation deletion
duplication inversion



chromosome 2 chromosome 2

q35 p23.2
— ) )
breakpointl breakpoint2
chr2:217848690
77547 !

cl|1r2:29251267

Coverage

33

TNS1 T~ -

ENST00000651849.1 et -~~~ -ENST00000618119.4

\ 5 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain of PTEN tumour—suppressor protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

TNS1 ALK
Glycine rich protein

Protein kinase domain

translocation deletion
duplication inversion



chromosome 2 chromosome 2

q35 p23.2
— ) )
breakpointl breakpoint2
chr2:217847619
77547 !

CI;|r2:29251223

Coverage

33

TNS1 Tt -7

. - - -- "7 < ENST00000618119.4

28

\ 5 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain of PTEN tumour—suppressor protein

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

TNS1 ALK
Glycine rich protein

Protein kinase domain

translocation deletion
duplication inversion



chromosome 2

g35 p23.2

(URRR RRAIR O INAIINER SEINED

chromosome 2

breakpointl
chr2:217880898
77547 !

Coverage

33

TNS1 RS P
ENST00000651849.1 -7

breakpoint2
ctl1r2:29251267

. - - -~ - -ENST00000618119.4

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|7C2 domain of PTEN tumour—suppressor protein

TNS1 ALK
Glycine rich protein

Protein kinase domain

translocation deletion
duplication inversion

5 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 2

chromosome 2

g35 p23.2
- S T
breakpointl breakpoint2
chr2:217847510 chr2:29239830
77547 ! !
S
o
[
3
o
0

33

ENST00000651849.1

\ 5 kbp

introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain of PTEN tumour-suppressor protein

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

TNS1 ALK

Glycine rich protein

Protein kinase domain

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; :

Coverage

1

1
1
4

\ \ - -

. PCDHGB?2 \ _----""""  PCDHGA10 -
\ ENST00000622527.1 v ---" ENST00000398610.2 _ ---"

N \ - .

\ 2 kbp |
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGALO
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; !

Coverage

\ PCDHGB2 N -7 PCDHGA11  ____---"777
\ ENST00000622527.1 N aemmT T ENST00000398587.7 --77

\ 2 kbp |
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGAL1
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; :

Coverage

\ PCDHGB2 N e PCDHGA12 e
\ ENST00000622527.1 N -7 ENST00000252085.4 -7

\ 2 kbp |
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGAL2
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; !

Coverage

\ PCDHGB2 A pCcDHGA8 - --"" -

\ ENST00000622527.1 A - ENST00000398604.3 _ __----""

\ 2 kbp
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGAS8
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; !

Coverage

. R -
' PCDHGB2 : - PCDHGA9 ---"
\ ENST00000622527.1 . - ENST00000573521.1  _ __---""

N \ - ---

\ 2 kbp
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGA9
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; !

Coverage

: - :

| 1
1 . )
\ ---"
\ N - -

R PCDHGB2 , -----°"" PCDHGC3 ___.- -
\ ENST00000622527.1 \ -7 ENST00000308177.5 _ __----~ -

\ 2 kbp
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L 48 reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGC3
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; !

Coverage

1 X 1 4

[ 1

1 1 4

\ - -
\ A -

. PCDHGB2 \ _.----"""" PCDHGC4 -
N ENST00000622527.1 . - ENSTO0000306593.1 _ _ ----

\ \ o - -

\ 2 kbp
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGC4
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
26378 ; :

Coverage

\ PCDHGB2 N Laee T PCDHGCS ~___---"77T
N ENST00000622527.1 et ENST00000252087.3 _ _ - -~~~ "~

\ 2 kbp |
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 459
Discordant mates = 0

PCDHGB2 PCDHGC5
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

q31.3 g31.3
- —
breakpointl breakpoint2
chr5:140830485 chr5:140978949
5574 ! :
S ! [
E 1 1
[ | |
8 ! 1
O 1 [
0 1 1
1

' I:' I
1 : 1 v 4
1 o

! 1 1
! L il
~ ~ - .

. PCDHA6 . UL PCDHAC1 PP

o ENST00000378126.4 S —-mmT ENST00000253807.3 _ _ _ - - -

~ ~ - -
~ ~ --" -

2 kbp |
introns not to scale

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 419
Discordant mates = 6

PCDHAG PCDHACG1

Cadherin C-terminal cytoplasmic tail, catenin—binding region

@ 14 15 16 7,

translocation deletion
duplication inversion



chromosome 5 chromosome 5

q31.3 g31.3
- —
breakpointl breakpoint2
chr5:140829693 chr5:140978949

5574 ! \
S 0 [
¢ ! |
9] ! |
3 ! [
O ! [
0 1 1

i

]

1 I ﬁ
1 . 1 2 4

1
1
- [ — -

Tl PCDHA6  ~~~._ - PCDHAC1 B
~ =~ ENST00000378126.4 T~ e--mm T ENST00000253807.3 _ __----""

2 kbp |
introns not to scale

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 21
Discordant mates = 0

PCDHAG PCDHAC1

Cadherin C—-terminal cytoplasmic tail, catenin—binding region

@ 14 15 16 7,

translocation deletion
duplication inversion



chromosome 5

chromosome 5

q31.3 g31.3
— —
breakpointl breakpoint2
chr5:140830485 chr5:140978949
5574 : :
% ] [}
] ! |
9] 1 1
8 ! |
O | [
0 1 1
! i | i [ !
1 ! | | 1 2 4
| . L ! B |
" . o . K
Y PCDHA6 el - PCDHAC2 -7 -
S~ ENST00000378126.4 sl - -7 ENST00000289269.7 - ---"
N - — -
1 2 4
| e
\ 2 kbp |
' introns not to scale '
@ 1A 15 16 171
QL ¢ RETAINED PROTEIN DOMAINS

reading frame unclear

Cadherin-like
Cadherin domain

PCDHAG PCDHAG2

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion

SUPPORTING READ COUNT

Split reads = 419
Discordant mates = 6



chromosome 5 chromosome 5

q31.3 g31.3

— —

breakpointl
chr5:1408296£|33

breakpoint2
cr|1r5:140978949

5574

Coverage

1
1
1
1
I
I
1
1
1
I

! ] | i !
1! | | . 1 2 4
. | )

|
1
~ t -~ -

- PCDHA6 "~ - PCDHAC2Z -7

"~ ~ <ENST00000378126.4 el I ENST00000289269.7  _ __---

2 kbp
introns not to scale

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 21
Discordant mates = 0

PCDHAG PCDHAC2

Cadherin C—-terminal cytoplasmic tail, catenin—binding region

@ 14 15 16 7,

translocation deletion
duplication inversion



chromosome 15 chromosome 15

g21.2 q21.2
breakpointl breakpoint2
chr15:51094544 chr15:51242950
36739 ! !
S |
IS 1
2 :
o o - ) !

A e |
\ 1
| ! |

TNFAIP8L3
ENST00000327536.5

\ 2 kbp
introns not to scale '

—
z
P4
T
2]
r

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 301
Discordant mates = 1

TNFAIP8L3 CYP19A1

Cytochrome P450

«=== translocation deletion
duplication inversion



Coverage pn

433

chromosome 1

p22.3

breakpointl
chr1:8549616|36

AC092807 3+ _

ENST00000498304.5 ~ « _

@ 14 15 16 7,

translocation
duplication

’

deletion
inversion

chromosome 1

)

breakpoint2
cr|1r1:85358847

o

-

Arginine deiminase

RETAINED PROTEIN DOMAINS

reading frame unclear

DDAH1

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 241
Discordant mates = 4



2433

Coverage

p22.3

breakpointl
chrl:855779£|34

AC092807.3

ENST00000498304.5

14 15 16
<}
> L N |

translocation
duplication

1

chromoso

me 1

chromosome 1

)

breakpoint2
cr|1r1:85358847

—————

deletion
inversion

Arginine deiminase

RETAINED PROTEIN DOMAINS

reading frame unclear

DDAH1

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 1



chromosome 1 chromosome 1

p22.3

P
j—

)

breakpoint2

breakpointl
chr1:85488291 chr1:85358847
2433 ! !
S 0 |
E ] !
) 1 |
3 0 1
(§] ] !
0 I 1
1

| |
eee{Be® | : 5 e+ Heeelseed 2| L

1

1

1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 4

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



chromosome 1
p22.3

chromosome 1

JE—

breakpointl

chr1:85575832
2433 !
g’ ]
E 1
[ 1
3 1
(§] ]
0 1
1

)

breakpoint2
cr|1r1:85358847

1
N E e B s IO
, |

1

t s

AC092807.3"~_ ,*
ENST00000467666.2, 7 ~ < -
d

@ 1 15 16 4,
LN NIl

_DDAHL - - - -

RETAINED PROTEIN DOMAINS

translocation deletion
duplication inversion

Arginine deiminase

reading frame unclear

DDAH1

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 1



chromosome 11 chromosome 2

pll.2 q34

breakpointl breakpoint2
chr11:46688173 chr2:214436317
21101 ! !

Coverage

13

ARHGAP1 RN - .- AC068051.1

ENST00000311956.9 PR N .-\ ENST00000437883.1

\ 1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0

ARHGAP1

translocation deletion
duplication inversion



21101

Coverage

chromosome 11

pl1.2

chromosome 2

13

translocation
duplication

deletion
inversion

ARHGAP1
ENST00000311956.9

q34
—
breakpointl breakpoint2
chr11:4668817|3 Cl?r2:214473769

et ">~ _AC068051.1
e S~ _ - ENST0Q000437883.1

\ 1 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1

ARHGAP1



chromosome 11 chromosome 2

pll.2 q34
N
breakpointl breakpoint2
chr11:4668817|3 cl|1r2:214494650

21101 X X
g’ 1 1
] | 1
9] 1 !
3 [ 1
(&) | 1
0 [ 1

1

1

13

ARHGAP1 el T T~ _AC068051.1
ENST00000311956.9 PR - ENSTOQ000437883.1

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3

ARHGAP1

translocation deletion
duplication inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
6115 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 3 chromosome 3

gl3.11 q25.31
breakpointl breakpoint2
chr3:105776396 chr3:156421616
7032 ! !
% 1 1
¢ | |
5} | !
3 | 1
O [ |
0 [ [
1
19 14
:
CBLB el L7 KCNAB1
ENST00000394030.8 PN Ps ENST00000302490.12 -7
14
\ 3 kbp |

introns not to scale

14 15 16,
A2 71

QLAY S RETAINED PROTEIN DOMAINS
reading frame unclear

CBL proto—oncogene N-terminal domain 1
|7 |'CBL proto—oncogene N-terminus, EF hand-like domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 1

KCNAB1
Aldo/keto reductase family

CBLB

translocation deletion
duplication inversion



chromosome 3 chromosome 3

gl3.11 q25.31
breakpointl breakpoint2
chr3:105751462 chr3:156421616
7032 : :
% 1 1
] | |
9] | |
3 ' '
O [ |
0 [ [
1
19 14
|
CBLB oL .7 KCNABL
ENST00000394030.8 PR Phd ENST00000302490.12 -7
14
| 3 kbp |
' introns not to scale '
RS 14 15 16 7,
L ¢ RETAINED PROTEIN DOMAINS

reading frame unclear

CBL proto—oncogene N-terminal domain 1
|'CBL proto—oncogene N-terminus, EF hand-like domain

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

KCNAB1
Aldo/keto reductase family

CBLB

translocation deletion
duplication inversion



breakpointl
chr17:15503098
584 — !

Coverage n

0

chromosome 17 chromosome 17

p12 pl2

breakpoint2
ct|1r17:15440285

- CDRT4

T TENST00000619038.5

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



N
o
@®
~

Coverage

chromosome 17

pl2

breakpointl
chr17:1554043|’3

translocation
duplication

TVP23C T -ol_ -
ENST00000428082.6 - —--

deletion
inversion

chromosome 17

pl2

breakpoint2
ck|1r17:15440285

RETAINED PROTEIN DOMAINS

TVP23C

reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CDRT4
CMT1A duplicated region transcript 4 protein

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 17 chromosome 17
p12 pl2

breakpoint2

breakpointl
chrl7:15545785 chrl7:15440285

4584 ! !
S 0 |
E 1 1
o 1 1
3 ! 1
(@] [ |
0 f 1

1

TVP23C el _L-- i
ENST00000428082.6 T -~ e

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



breakpointl
chr17:15503098
584 — !

Coverage n

0

chromosome 17

p12

chromosome 17

pl2

translocation
duplication

deletion
inversion

breakpoint2
cI|1r17:15438200

=

_--CDRT4 ~

- - -~ 77 - ENST00000619038.5

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 17

chromosome 17

pl2 pl2
— —
breakpointl breakpoint2
chrl7:15540433 chrl7:15438200
4584 ! :
S | |
¢ [ |
9] [ |
3 ¢ 1
O ! |
0 ! 1
1
i o eul ; Hls
| X X ]
TVP23C T -ol_ o= .-l L-- corTa”
ENST00000428082.6 _ _--~~ ~~~--___ ____---77 ~ 7 7 - -ENSTQ0000619038.5
- bl :
| 1 kbp |
' introns not to scale '
RETAINED PROTEIN DOMAINS
reading frame unclear
Eukaryotic protein of unknown function (DUF846)
SUPPORTING READ COUNT
Split reads =9
Discordant mates = 0
TVP23C CDRT4

translocation deletion
duplication inversion

CMT1A duplicated region transcript 4 protein



N
o
@®
~

Coverage

chromosome 17

pl2

breakpointl
chr17:155457§5

translocation
duplication

TVP23C

ENST00000428082.6 _--" RN

deletion
inversion

chromosome 17

pl2

o ----7 777> -ENST00000619038.5

breakpoint2
cI:nr17:15438200

1 kbp

RETAINED PROTEIN DOMAINS

TVP23C

Eukaryotic protein of unknown function (DUF846)

reading frame unclear

CDRT4
CMT1A duplicated region transcript 4 protein

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17 chromosome 17

pl12 pl2
T —
breakpointl breakpoint2
chrl7:15516419 chrl7:15440285

3259 ! !
S 0 |
I | |
9] ! |
3 0 |
O ! |
0 ! 1

1 1

H
H
IN
]

H

-

VP3G -7 T CDR¥4
ENST000005812735 ™ ~ ~ _ _ -

- ~

800 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 2

chromosome 11
935

pl1.2

breakpoint2
cr|1r2:214797117

breakpointl
chr11:464085}3

9969

Coverage

AMBRAL _ _
ENST00000458649%8  ~ ~ "= ---___ __

b HLE]
P

3 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 3

AMBRA1 BARD
zf-RING of BARD1-type protein

Ankyrin repeats (3 copies)

zf-RING of BARD1-type protein—

BRCT domain, a BRCA1 C-terminus domain-—

translocation deletion
duplication inversion



chromosome 11 chromosome 2

— —
breakpointl breakpoint2
chr11:46417913 chr2:214797117
9969 ! !
S ' |
E 1 1
o | |
3 ! 1
O [ |
0 1 1

1
araiana ]
11 4 0=€9 5 4 3=
! Il i i
1

~~~~~~~~~~~ BARDL
ENST00000458649:6 - ~ T TTee--ll_ et “ENST00000260947.9 _ .
PP PP z
[ | L | [

3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1

AMBRA1 BARD1
zf-RING of BARD1-type protein
Ankyrin repeats (3 copies)
zf-RING of BARD1-type protein—
BRCT domain, a BRCA1 C-terminus domain-—

translocation deletion
duplication inversion



chromosome 2

chromosome 11
935

pl1.2

— —
breakpointl breakpoint2
9969 chrl1:46433474 cr|1r2:214797117

Coverage

3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

AMBRA1 BARD1
zf-RING of BARD1-type protein
Ankyrin repeats (3 copies)
zf-RING of BARD1-type protein—
BRCT domain, a BRCA1 C-terminus domain-—

translocation deletion
duplication inversion



chromosome 2
35

chromosome 11

pl1.2

breakpoint2
ck|1r2:214745854

breakpointl
chr11:46408513
9969 !
S
o
[
3
o
0

3 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

AMBRA1 BARD1

BRCT domain, a BRCA1 C-terminus domain

deletion
inversion

translocation
duplication



chromosome 16

p13.3

QI IR

chromosome 16

pl2.2

S

breakpointl
chr16:88698
8061 !

Coverage

14

CUUNPRES -
ENST00000611875:5- ~ ~

translocation
duplication

deletion
inversion

"""""" ST 91

breakpoint2
cr|1r16:21211395

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Nitrogen Permease regulator of amino acid transport activity 3

NPRL3 ZP2
Zona pellucida-like domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2



chromosome 16

p13.3

QI ISR

chromosome 16

pl2.2

e

breakpointl

chr16:88698
8061 :
g) ]
© |
[ 1
3 [
O [
0 [

translocation
duplication

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Nitrogen Permease regulator of amino acid transport activity 3

NPRL3 ZP2
Zona pellucida-like domain

breakpoint2
cr|1r16:21211746

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



Coverage

324

chromosome 6

p22.3

chromosome 11

q22.3

breakpointl breakpoint2
chr6:2202054|12 ck|1r11:105862024

T CASC15  ~~~__ - GRIA4
~ ~ EENST00000606851.5 T~ .7 ENST00000530497.1

16

16

2 kbp |

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

GRIA4

Receptor family ligand binding region
Ligated ion channel L-glutamate— and glycine-binding site
Ligand—gated ion channel

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 2



Coverage

324

chromosome 6

p22.3

breakpointl
chr6:220438£|)4

AT CASC15  ~~
~ ENST00000651758.1

@ 1 15 16 4,

translocation deletion
duplication inversion

chromosome 11

q22.3

breakpoint2
ct|1r11:105862024

-7 GRIA4
Phe ENST00000530497.1

16

16

RETAINED PROTEIN DOMAINS
reading frame unclear

GRIA4
Receptor family ligand binding region
Ligated ion channel L-glutamate— and glycine-binding site
Ligand—gated ion channel

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2



Coverage

278

chromosome 6

p22.3

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpointl
Chr6:2202054|12

CASC15
ENST00000606851.5

Genes are not protein—coding.

chromosome 11

922.3

_ NI

breakpoint2

cr|1r11:105842783

/

GRIA4 ’
ENST00000527687.1 )/

-
7 [1 2

/7

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2



chromosome 22

ql3.2

chromosome 12

breakpointl

chr22:41680244
8712 !
<] 1

[=)

© 1
) [
3 [
(§] [}
0 1

4 Ldl bl d 3 Mt
\RBRARA \RRRRA
e

1
L

SNU13 T --

ENST00000648674.1

translocation deletion
duplication inversion

ql4.3
— —
breakpoint2
cr|1r12:66129113
1
1
1
1
]
:
1 1 ’— !
| 3 e 2
| : [ |
1
1 1
- Tl Co-itPAT T

- ----7~7 T~ ENST00000446587.2

RETAINED PROTEIN DOMAINS
reading frame unclear

|'Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

SNU13 LLPH
Learning—associated protein

600 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 3 chromosome 3
g25.31

q13.11

breakpoint2

breakpointl
cI|1r3:156920575

Chr3:1057514§2

7032 X
(4] ]
g |
[ ]
g 1
o i
0 [
19
CBLB Tl L7 7 LEKR1 e
ENST00000394030.8 R
| 3 kbp |
! introns not to scale !
@ 14 15 16 7,
QL 1 ¢ RETAINED PROTEIN DOMAINS
reading frame unclear

CBL proto—oncogene N-terminal domain 1
CBL proto—oncogene N-terminus, EF hand-like domain
SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1

CBLB LEKR1

translocation deletion
duplication inversion



chromosome 3 chromosome 3
g25.31

q13.11

breakpoint2

breakpointl
cI|1r3:156920575

Chr3:1057763£?6

7032 X
(4] ]
g |
[ ]
g 1
(§] 1
0 [
19
CBLB . 7 P LEKR1 e
ENST00000394030.8 R
| 3 kbp |
! introns not to scale !
@ 14 15 16 7,
QL 1 ¢ RETAINED PROTEIN DOMAINS
reading frame unclear

CBL proto—oncogene N-terminal domain 1
CBL proto—oncogene N-terminus, EF hand-like domain
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

CBLB LEKR1

translocation deletion
duplication inversion



chromosome 11 chromosome 11

p15.4 p15.4
— — —
breakpointl breakpoint2

chr11:84618fl)5

chr11:8750725
30990 U

Coverage

STK33 - S T T
ENST00000396672.5 PR RN ENSTO0

DENND2B
000313726411

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

STK33 DENND2B
uDENN domain
DENN (AEX-3) domain
dDENN domain

translocation deletion
duplication inversion



chromosome 6

chromosome 14
ql2 g23.2
breakpointl breakpoint2
chr14:2897233 chr6:132374777
18934 ! !
g’ ]
E 1
[} 1
3 1
(§] ]
0 1
1

1
ieag bl ool eg ceg B o p WNCTNN
II

-+

-
-
-
-

T TT--AL135878.1
ENST00000650678.4 - . _ _

1 kbp |

" introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

MOXD1

DOMON domain

Copper type Il ascorbate—dependent monooxygenase, N-terminal domain
Copper type Il ascorbate—dependent monooxygenase, C—terminal domain

translocation deletion
duplication inversion



10881

Coverage

RS 1 15 16 4,

translocation
duplication

chromosome 2

pl1.2

deletion
inversion

chromosome 6

p22.3
— - T
breakpointl breakpoint2
chr2:8554303|4 cll1r6:24716324
1
)
)
)
)
)
1

ENST00000306434.8 Te-al

___Georf6Z ~

T TENST00000378119.9

8 s Bl ias s KN e RN ce B on )

2 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

S-adenosylmethionine synthetase, N-terminal domain

C6orf62

Domain of unknown function (DUF4566)

S-adenosylmethionine synthetase, central domain

introns not to scale

S-adenosylmethionine synthetase, C-terminal domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2



chromosome 2 chromosome 2

ql3 gl3
T ! D

breakpointl breakpoint2
chr2:108768388 chr2:109347674
21898 ! !

Coverage

10

- RANBP2 T = - e SH3RF3 . ’
h - ENST00000283195.11 - - . ENST00000309415.8 i

10

\ 5 kbp
introns not to scale '

o 14 15 16 > RETAINED PROTEIN DOMAINS
Laggpie s reading frame unclear

RanBP1 domain

Zn—finger in Ran binding protein and others
RanBP1 domain
SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

RANBP2 SHBRF3
SH3 domain

Variant SH3 domain

translocation deletion
duplication inversion



