chromosome 20 chromosome 20

ql1.22 qll.22
breakpointl breakpoint2
chr20:35731941 chr20:34637985
11097 . !

4“‘." “- -8 a

Coverage

I I T I

P

[

RBM39 el LT TTe-..__ __.-POU
ENST00000361162.10 PR -7 ENST00000217446.8

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 1354
Discordant mates = 24

RBM39 PIGU

GPI transamidase subunit PIG-U

«=== translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
30897 ; :

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 = 365
Discordant mates = 2

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
30897 ; !

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 = 365
Discordant mates = 2

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
30897 ; :

Coverage

\ PCDHGB2 N CeeemmmTT ~ 7 PCDHGA12 PSS
. ENST00000622527.1 . a-- T ENST00000252085.4 ---T

\ 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 = 365
Discordant mates = 2

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
30897 ; !

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 = 365
Discordant mates = 2

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
30897 ; !

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 = 365
Discordant mates = 2

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
30897 ; !

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 = 365
Discordant mates = 2

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
30897 ; !

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 = 365
Discordant mates = 2

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
30897 ; :

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 = 365
Discordant mates = 2

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

translocation deletion
duplication inversion



chromosome 17 chromosome 19
p12 p13.3

breakpointl

breakpoint2
chr17:16039433 chr19:5641594
12309 ! 0

Coverage

46

, SAFB 4
L7 ENST00000592224.5 L7

=
E N by
o
N
i O1 7
— g —
E
-_
=
e
-"'-
“aee
==
N
8
“maa
ENE
B
=
e
e
“
E o=
"
“
BxE
<
e
B
w
8
.
o
W
.
.
-!
I
“
==

\ 5 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

G-protein pathway suppressor 2-interacting domain
Myb-like DNA-binding domain
SUPPORTING READ COUNT

Split reads = 278
Discordant mates = 1

NCOR1 SAFB
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



chromosome 19 chromosome 19

pl3.2 pl3.12
J—
breakpointl breakpoint2
chr19:9406850 chr19:13938006
8715 ! !
S ' )
E ] !
) 1 ]
3 ! 1
O 1 1
0 f 1
: 1 1
e o el o e Tl S heed Sheeeleaedleeed T
| ; ; .
l\ L T et 4
AC011451.3 N T T T T e PODNLl_--------""7"7"7"7"7
ENST00000634951.1 "~ “ENST00000588872.2

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

P})DNLl
Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 240
Discordant mates = 4

Leucine Rich Repeat
Leucine rich repeat

translocation deletion
duplication inversion



8715

Coverage

chromosome 19

pl3.2

breakpointl

chr19:940685|0

chromosome 19

pl3.12

e e

AC011451.3
ENST00000634951.1

translocation
duplication

deletion
inversion

Leucine rich repeat

breakpoint2
cl|1r19:13933993

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine Rich Repe

PODN! 1
at
Leucine rich repeat

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 19 chromosome 19

pl3.2 pl3.12
—
breakpointl breakpoint2
chr19:9406850 chr19:13936460

8715 ! !
% ]
¢ |
§ 1
o 1
O 1
0 i
1
1

AC011451.3
ENST00000634951.1

1 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

PODNL1
Leucine rich repeat

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

Leucine Rich Repeat

Leucine rich repeat

translocation deletion
duplication inversion



chromosome 20 chromosome 20

gq13.32 gq13.32
— —
breakpointl breakpoint2
chr20:58673711 chr20:58691724

14144 ! !

g) ]

E 1

[ 1

3 1

O 1

0 1

1
(1 PH2o-ie e HisHe - g |
1
1
1

, NPEPL1 L
- 4
- -ENST00000358029.8 T T---__ , ENSTO00000525967.5 ’

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 226
Discordant mates = 7
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 20 chromosome 20

gq13.32 gq13.32
— —
breakpointl breakpoint2
chr20:58671297 chr20:58691724
14144 ! !
% ]
E 1
[ 1
3 1
O 1
0 1

1
(1 Har-ap-Ha-eH s g |
1
1
1

______________ . NPEPL1 ’
__________ . ENST00000525967.5 ’

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
[ SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 2
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



breakpointl

chromosome 20

chr20:5865213

14

Coverage

144

0

q13.32

chromosome 20

q13.32

—_

breakpoint2
cr|1r20:58691724

1
(1 PH2o-ei e pHisHe - :
1
1
1

translocation
duplication

deletion
inversion

’ NPEPL1 ,
’ ENST00000525967.5 ,

2 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

STX16
M17 aminopeptidase N—-terminal domain 2

NPEPL1

Cytosol aminopeptidase family, catalytic domain



chromosome 20 chromosome 20

gq13.32 gq13.32
— —
breakpointl breakpoint2
chr20:58673711 chr20:58693737
14144 ! !
S ! |
o 0 !
[ ! |
3 1 [
(&) ) |
0 1 1

1 1
[1 PHzo-a e - 2 I N e e ¥ e U P
1

1
1

h 1
1
L

3 NPEPL1 ‘
. ENSTO00000356091.11 e

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 17

pl3.1

—

breakpointl
chrl7:7687377
5462 |

Coverage

TP53 %

ENST00000269305.9

translocation deletion
duplication inversion

chromosome 17

q23.2

—_—

breakpoint2
cr|1r17:60679453

’ BCAS3 ,/

’ ENST00000407086.8 K

3 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 202
Discordant mates = 2

BCAS3
Breast carcinoma amplified sequence 3



chromosome 17

chromosome 17
pl3.1 gq23.2
breakpointl breakpoint2
chrl7:7687377 chr17:60683982

5462 ! )
(] 1
g |
5} !
3 \
(§] 1
0 [
1

TP53 % . BCAS3 ,
ENST00000269305.9 ’ ENST00000588462.5

3 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

BCAS

Breast carcinoma amplified sequence 3

translocation deletion
duplication inversion



breakpointl
chr17:15503098
837 !

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 = 118
Discordant mates = 2

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



IS
%o
@®
N

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 = 61
Discordant mates = 1



breakpointl
chr17:15503098
837 !

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 = 51
Discordant mates = 1



chromosome 17

chromosome 17

p12 pl2
— —
breakpointl breakpoint2
chrl7:15540433 chrl7:15438200
4837 ! :
S | |
¢ [ |
9] [ |
3 ¢ |
(&) | |
0 ! 1
1
i o eul ; Hls
| X X ]
TVP23C T -ol_ o= TTTteeellll 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 = 25
Discordant mates = 0
TVP23C CDRT4

translocation deletion
duplication inversion

CMT1A duplicated region transcript 4 protein



chromosome 17 chromosome 17

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

3329 ! !
S 0 |
I | |
9] ! |
3 0 |
() 1 |
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 = 18
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



IS
%o
@®
N

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 =3
Discordant mates = 0



IS
%o
@®
N

Coverage

chromosome 17

pl2

breakpointl
chr17:1554043|’3

translocation
duplication

deletion
inversion

chromosome 17

pl2

breakpoint2
cr|1r17:15453085

~~~~~~~~~~~~~~ _CDRT4-

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 = 2
Discordant mates = 1



5834

Coverage

chromosome 20

ql1.23

translocation
duplication

deletion
inversion

breakpointl
chr20:3621896|2

chromosome 20

gql1.23

breakpoint2
ct|1r20:36680902

25 |

EPB41L1
ENST00000636016.2 -

RETAINED PROTEIN DOMAINS
reading frame unclear

—~FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain
FERM adjacent (FA)
SAB domain

EPB41L1

1
| 17
|
1

Ts-.__ ___NDRG3

- - -~ 7 ENST00000373803.6

4 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 0

NDR(33
Ndr family



chromosome 10

chromosome 10
ql11.22 ql1.22
—_—
breakpointl breakpoint2
chr10:48025897 chr10:48181008
4436 : U
g’ |
IS 1
[ [}
3 i
o 1
0 [
1
8

FRMPD2

AGAP12P
ENST00000636244.1

ENST00000585227.6

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1

PDZ domain

translocation deletion
duplication inversion



chromosome 10

chromosome 10
ql11.22 ql1.22
—_—
breakpointl breakpoint2
chr10:48028572 chr10:48181008
4436 : '
g’ |
E 1
[ [}
g |
(§] [}
0 [
1
8

FRMPD2

AGAP12P N s~ _ -
ENST00000636244.1

ENST00000585227.6

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

PDZ domain

translocation deletion
duplication inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
3686 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 0

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 17 chromosome 2

pl12

pl2

breakpoint2
cl?r2:79909594

breakpointl
chr17:160267(|)2

2192 ! !
(4]
2 I |
o ) |
3 1 |
(@] 1 |
0 1 i
10 |
R TTC19 - T CTNNA2 IR
~ = ~ - ENST00000261647.10 T-al .- ENST00000402739.9 =T

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat
Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 3

TTC19 CTNNA2

Vinculin family

translocation deletion
duplication inversion



chromosome 19 chromosome 19
p13.3

BT i

breakpointl breakpoint2
chr19:359984|19 cr|1r19:3028803

IS
=
©
©

Coverage

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)
SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0

TBXA2ZR TLE2

Groucho/TLE N-terminal Q-rich domain
WD domain, G-beta repeat

translocation deletion
duplication inversion



chromosome 19

chromosome 19
p13.3

p13.3

breakpointl breakpoint2
chr19:3599849 chr19:3028997

4199 ! !
S ' |
o ! !
[ [ |
3 | |
O ! 1
0 f 1

1

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)
SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

TBXA2R TLE2

Groucho/TLE N-terminal Q-rich domain
WD domain, G-beta repeat

translocation deletion
duplication inversion



chromosome 19 chromosome 19
p13.3

(O

breakpointl breakpoint2
chr19:359984}9 cll1r19:3045799

IS
=
©
©

Coverage

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)
SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 1

TLE2

TBXAZR

Groucho/TLE N-terminal Q-rich domain
WD domain, G-beta repeat

translocation deletion
duplication inversion



chromosome 19

chromosome 19
p13.13 pl3.12
breakpointl breakpoint2
chr19:12738658 chr19:13938006
8715 ! !
S 0 |
E ] !
) ] |
3 ] 1
O ! 1
0 1 1

I L 0 o IO s s s T e IR N Sy B
1

1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Anion-transporting ATPase
[ SUPPORTING READ COUNT

- ——

Leucine rich repeat

Split reads = 65
Discordant mates = 0

Leucine Rich Repeat
Leucine rich repeat

translocation deletion
duplication inversion



chromosome 19 chromosome 19

p13.13 pl3.12
breakpointl breakpoint2
chr19:12738658 chr19:13933993
8715 ! !
S ' |
E ] !
) ] 1
3 1 1
O ! 1
0 1 1

T---_lITGEW.__ SN " PODNL1
Tt ENST00000588872.2

1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Anion-transporting ATPase

GET3 PODN}l
Leucine rich repeat
Leucine Rich Repeat

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

translocation deletion
duplication inversion



31152

Coverage

chromosome 17

pl12

breakpointl
chr17:1523947|1

translocation
duplication

PMP22

ENST00000395938.7

deletion
inversion

chromosome 15

g21.3

__________ MYZAP
____________ ENST00000267853:10
13
RETAINED PROTEIN DOMAINS
reading frame unclear
erMP—ZZ/EMP/MPZO/CIaudin family
PMP22 MYZAP

Putative GRINL1B complex locus protein 2-

breakpoint2
cr|1r15:57661450

13

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 2



chromosome 17 chromosome 15

pl12 q21.3
breakpointl breakpoint2
chrl7:15239471 chr15:57674968
31152 ! !
] 1
g |
[ 1
3 1
(§] ]
0 I
1
5 13
PMP22  TCeo___-TT MYZAP ©T 7T a--mem T
ENST00000395938.7 STt~ aeemmmm T ENSTQ000026785310 ~ ~

\ 1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

erMP—ZZ/EMP/MPZO/CIaudin family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1

PMP22 MYZAP

Putative GRINL1B complex locus protein 2-

translocation deletion
duplication inversion



chromosome 1 chromosome 1

p22.3 p22.3

Coverage

o - T
breakpointl breakpoint2

chr1:85496166 chr1:85358847
1446 : :
1 1
1 1
1 )
1 )
1 ]
0 ' 1

1

m—

w
[ ]
-]
o
_ o]
= ]
S
]

AC092807.3 S _ _DDAHL
ENST00000467530.5 AN e eemmmmmmTTT ENST00006284031.13_ _ _
6

\ 2 kbp |
introns not to scale

1

14 15 16
>
> L N |

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 2

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



chromosome 1 chromosome 1

p22.3 p22.3

Coverage

o - T
breakpointl breakpoint2

chr1:85577984 chr1:85358847
1446 : :
1 1
1 1
1 )
1 )
1 )
0 T 1

1

| |

3 Hax 6 1
[ |
1

AC092807.3 AN
ENST00000467530.5 N

-——=

\ 2 kbp |
introns not to scale

1

14 15 16
>
> L N |

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



Coverage

chromosome 1 chromosome 1

p22.3
(LCLLEE e O AN AL O L
— T
breakpointl breakpoint2
chr1:85488291 chr1:85358847
446 ! '
E E
] )
] !
0 : :
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 = 2
Discordant mates = 2

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



Coverage o

chr17:1803990
398

0

chromosome 17

pll.2

chromosome 17

pl1.2

breakpointl

2

breakpoint2
cr|1r17:21021226

translocation
duplication

deletion
inversion

3 kbp |

RETAINED PROTEIN DOMAINS

GID4

Zn—finger in ubiquitin-hydrolases and other protein

reading frame unclear

Vacuolar import and degradation protein

uUsp22

Ubiquitin carboxyl-terminal hydrolase

introns not to scale

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 1



chromosome 17 chromosome 4

Coverage

ql2 q26
breakpointl breakpoint2
chrl7:34039043 chr4:118595912
1275 ! !
1 1
1 1
1 1
) |
) 1
0 1 i
! 1 ! 1
1
» 3
1 : I gH{e - 8 10
1 1
: l :
TLK2P1 AN 7 AC110079.1 o
ENST00000530992.1 R L7 ENST00000567913.2 R
h h 5
[ 1 [Pb e B-pepp-{e B 10
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 56

Genes are not protein—coding. Di dant mat 0
iscordant mates =

S b

AC110079.1

translocation deletion
duplication inversion



chromosome 20

chromosome 20
g13.32

q13.32

breakpointl

breakpoint2
chr20:58707200 chr20:58895612
95590 . ;

Coverage

. NPEPLL "=~

R .- GNAS
=~ - _ _ENST00000356091.11 Tt--s ’

-
-

- -

ENST00000354359.12 -7

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0

NPEPL1 GNAS

G-protein alpha subunit

translocation deletion
duplication inversion



Coverage

chromosome 20 chromosome 20

q13.32 q13.32

— —
breakpointl breakpoint2
chr20:587072(|)0 cr|1r20:58840329

- NPEPLL ~~==-__ / GNAS ’
S-a o _EI\IST00000356091.11 T ’ ENST00000354359.12 !

- ’
- - ’ ,

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

M17 aminopeptidase N-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

NPEPL1 GNAS

G-protein alpha subunit

translocation deletion
duplication inversion



chromosome 19 chromosome 20

pl3.2 gl2
breakpointl breakpoint2
chr19:11738817 chr20:41345796
4450 ! !
(] 1 1
g | '
5} ! |
3 1 [
O [ [
0 [ 1
1 1
4 (B2 -1 i 20
i
'y
) \ )
AY \ // ’
ZNF823 A , LPIN3 L,/
ENST00000341191.11 !
’
20
\ 2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0

ZNF823 LPIN3
lipin, N—terminal conserved region
Lipin/Ned1/Smp2 multi-domain protein middle domain
LNS2 (Lipin/Ned1/Smp2)

translocation deletion
duplication inversion



I
N
1
=]

Coverage

chromosome 19

p13.2

ZNF823

ENST00000341191.11

translocation
duplication

deletion
inversion

)

breakpointl
chr19:117388}7

chromosome 20

ql2

ZNF823

breakpoint2
cII'|r20:41354820

RETAINED PROTEIN DOMAINS
reading frame unclear

LPIN3
LNS2 (Lipin/Ned1/Smp2)

20

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



I
N
1
=]

Coverage

chromosome 19

p13.2

—
breakpointl

Chr19:ll7388}7

.

ZNF823

ENST00000341191.11

translocation
duplication

deletion
inversion

chromosome 20

ql2

ZNF82

Lipin/Ned1/Smp2 multi-domain protein middle domain

breakpoint2
ck|1r20:41354645

--07 LPIN3
ENST00000632009.1

20

RETAINED PROTEIN DOMAINS
reading frame unclear

LPINS

LNS2 (Lipin/Ned1/Smp2)

20

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 20

ql2

chromosome 20

breakpointl breakpoint2
chr%%:lzl199127|0 cI|1r20:49135931

Coverage

0

] 1 ] 1

2] 7 13 1 7

p ! X B S
1

<~

ALOs9812.2 e i STAUL
ENSTOO000231889.1 _o---m T TTEEE-o ENST00000371856.7
SN - mmmTT T T ..
£ 0 B0 O g :
e e

RETAINED PROTEIN DOMAINS
reading frame unclear

STAU1
Double-stranded RNA binding motif
Staufen C-terminal domain

translocation deletion
duplication inversion

introns not to scale

Split reads = 26
Discordant mates = 0

q13.13

SUPPORTING READ COUNT



chromosome 20

ql2

chromosome 20

breakpointl breakpoint2
chr%%:lzl19913}7 cI|1r20:49135931

Coverage

0

] 1 ] 1

2] 7 13 1 7

p ! X B S
1

<~

ALOs9812.2 e i STAUL
ENSTOO000231889.1 _o---m T TTEEE-o ENST00000371856.7
SN - mmmTT T T ..
£ 0 O OO O g :
e e

RETAINED PROTEIN DOMAINS
reading frame unclear

STAU1
Double-stranded RNA binding motif
Staufen C-terminal domain

translocation deletion
duplication inversion

introns not to scale

Split reads =3
Discordant mates = 0

q13.13

SUPPORTING READ COUNT



chromosome 19 chromosome 8

p13.2 p11.23

breakpointl

breakpoint2
chr19:114476:ll.8

chr8:38457534
51946 !

Coverage

- PRKCSH TTeeal_ T e FGERL - -----""""""
RN ENST00000677123.1 RS

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Glucosidase Il beta subunit-like
EF hand

PRKCSH
Immunoglobulin domain

Immunoglobulin I-set domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0

FGFR1
NA

Protein kinase domain-

translocation deletion
duplication inversion



chromosome 19 chromosome 8

p13.2 p11.23

breakpointl

breakpoint2
chr19:114475£|97

chr8:38457534
51946 !

Coverage

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Glucosidase Il beta subunit-like
EF hand

PRKCSH
Immunoglobulin domain

Immunoglobulin I-set domain

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

FGFR1
NA

Protein kinase domain-

translocation deletion
duplication inversion



chromosome 21 chromosome 9

gq22.2 pl1.1

breakpointl breakpoint2
540 chr21:3947521|5 cl|1r9:42668886

| _ o & I
[ 3 BIIIIPNH 4} 3

Coverage

________________ SH3BGR™ """ ---ol___ TS~ _FGF7P4-
---------- ENS_T90000333634.9 T Te--- . _ENSTOT)OOOSQQSQS.Z
. 600 bp ,

introns not to scale

RS 1 15 16 4,
[

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3-binding, glutamic acid-rich protein

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0

SH3BGR

«=== translocation deletion
duplication inversion



chromosome 11

chromosome 11
p15.5 p15.5
N — T
breakpointl breakpoint2
chr11:1763792 chr11:1880087

67692 ! !

>

]

[

3

(s}

0

CTSD N P LSP1
ENST00000438213.6 ®

ENST00000311604.8 ’

1 kbp
introns not to scale

@ 14 15 16 1>
RETAINED PROTEIN DOMAINS
reading frame unclear

Al Propeptide

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

CTSD LSP1

Caldesmon

translocation deletion
duplication inversion



chromosome 1 chromosome Y

q21.2 gl1.21
(LALLM RN L DD
>
breakpointl breakpoint2

9483 chrl:14924037|7 Ckler:ll474059
o | |
5 I :
8 : :
0 f 1
1 1
1

i 2

il

AC245297.1 T Te--o___ e TT . . -AC134879.2
ENST00000313342.8 _ __----° - - ‘E\N\STOOOOO604178.1

- ~

s | 2 |

500 bp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 15

Genes are not protein—coding. Di dant mat 1
iscordant mates =

translocation deletion
duplication inversion



chromosome 7 chromosome 7

p22.1 p22.2
— — —
breakpointl breakpoint2
chr7:537037|5 cr|1r7:4145722
15375 X X
S ! 1
¢ | |
9] 1
8 ! 1
O ! 1
0 f i
NN !
1 44
! |
TNRC18 ----"5DK1 TS
ENST00000430969.5 ENSTOOOC)_O§8_953;I..—7' -7
\ 6 kbp |
' introns not to scale '
14 15 16
? 17 26
RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Split reads = 15
. Discordant mates = 0

TNRC18

Fibronectin type Ill domain

17
v
=

translocation deletion
duplication inversion



chromosome 7 chromosome 7

p22.1 p22.2
— — )
breakpointl breakpoint2
chr7:53740£|35 cr|1r7:4145722
15375 ! !
g’ | |
¢ [ |
9] l |
3 [ 1
(&) | 1
0 1 i
NN !
1 44
! |
TNRC18 ----"5DK1 TS
ENST00000430969.5 ENST000003895317- =~ ~
\ 6 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

TNRC18 DK1

Fibronectin type Ill domain

translocation deletion
duplication inversion



ey
o
©
N

Coverage

chromosome 7

q36.3

breakpointl
chr7:1553678(|)9

1
(5 A {3126
II

1

BLACE N
ENST00000378120.5 “‘\

translocation
duplication

deletion
inversion

chromosome 14

q3l.1

breakpoint2
cI|1r14:81278739

Stonin 2

RETAINED PROTEIN DOMAINS

reading frame unclear

STON2

Adaptor complexes medium subunit family

= -~ - _ _ENST00000649389.1

Eele

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



Coverage

0

chromosome 12

TTTKERCA |
ENST00000369384.2~

translocation
duplication

deletion
inversion

chromosome 12

pl3.2

breakpointl
chr12:10407636

90 :

1

1

1

1

)

:

1

©

KLRC4

KLRKL - - - -

RETAINED PROTEIN DOMAINS

reading frame unclear

KLRK1

Lectin C-type domain

p13.2
)
breakpoint2

cll'lr12:10388875

S e
1

| 900 bp ,
introns not to scale

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0




chromosome 15 chromosome 15
g26.1 026.1

breakpoint2
ci|1r15:89151677

breakpointl
Chr15:8929171|4

7348

Coverage

--""  ABHD2 -

3 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

~FANCI solenoid 1 cap

FANCI solenoid 1
FANCI helical domain 1

FANCI solenoid 2

FANCI helical domain 2
SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0

ABHD2
alpha/beta hydrolase fold

FANCI

deletion
inversion

translocation
duplication



chromosome 10

chromosome 15
g21.1

926.3

r,———————————""___———’A\\\ J—
breakpointl breakpoint2
chr15:10085534|18 ck|1r10:59302864

3328

Coverage

~
~

Ts. AC0157121 .
ENST00000558254.5  ~« _

~

1 kbp |
introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Splitreads = 9
Discordant mates = 0

translocation deletion
duplication inversion



14717

Coverage

chromosome 19

chromosome 17

pll.2

p13.2
T —
breakpointl breakpoint2
chr19:114476]|.8 cl|1r17:17075710

~._ PRKCSH "~. .
ENST00000677123.1  ~ ~ N .

MPRIP

24

ENST00000651222.2

16

EF hand

PRKCSH
PH domain

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS

reading frame unclear

Glucosidase Il beta subunit-like

MPRIP

i

24

5 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0



8689

Coverage

breakpointl
chr1:3266233|’7

R RBBP4
ENST00000477563.6

~

chromosome 1

chromosome 10

g21.1

PP

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpoint2
cr|1r10:59302864

RETAINED PROTEIN DOMAINS
reading frame unclear

Histone—binding protein RBBP4 or subunit C of CAF1 complex

RBBP4

FAM13C

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0



