chromosome 12 chromosome 8

pl11.23 pl1.23
— —
breakpointl breakpoint2
chr12:26957743 chr8:38418373

47381 ! !
g’ ]
© |
[ 1
3 1
O |

0 1

“---____ FGFRIOP2.___
ENST06000229395.8

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SIKE family

SUPPORTING READ COUNT

Split reads = 2001
Discordant mates = 32

FGFR10P2 FGFR1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 12 chromosome 8

p11.23 p11.23
— —
breakpointl breakpoint2
chr12:2693871|0 cr|1r8:38418373
47381 X
5 :
o 1
3 1
(§] ]
0 1
1

= ==::EGERLOP2
ENST00000229385:8 = = = -

2 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

FGFR1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 12

p11.23
breakpointl
chr12:26956660
47381 !
g’ ]
E 1
[ 1
3 1
(§] |
0 1

deletion
inversion

translocation
duplication

SIKE family

FGFR10P2

chromosome 8

pl1.23

RETAINED PROTEIN DOMAINS
reading frame unclear

FGFR1
Protein kinase domain

breakpoint2
cr|1r8:38418373

B, =~ - ___ ENST000003971035

\ 2 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



Coverage &
[ec]

chromosome 11 chromosome 11

ql3.2 ql3.2

breakpointl breakpoint2
28chr11:666170£?7 ct|1r11:66639700

________________________ REM14 . RBM4 e
ENSTO0000310187.5 === ==x-=-o___ _ ___ 4 ENST00000310092.12 i
Jl 1_2 H-)J.IIl
| 2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 1139
Discordant mates = 15

RBM14 BM4
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

translocation deletion
duplication inversion



Coverage &
[ec]

chromosome 11 chromosome 11

ql3.2 ql3.2

breakpointl breakpoint2
28chr11:6661705|7 C|’|1r11166646027

s : : BT I T
1 II

_______________________ RBM14_  Rewe -
- - - ENST00060310092.12

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 3

RBM14

translocation deletion
duplication inversion



Coverage &
[ec]

chromosome 11 chromosome 11

ql3.2 ql3.2

breakpointl breakpoint2
) 8chr11:6661705|7 cr|1r11:66639678

________________________ REM14 - RBM4 .0
ENSTO0000310187.5 === ==x-=-o___ _ ___ ! ENST00000310092.12 .
Q : [ 2 P s
| 2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 15

RBM14 BM4
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

translocation deletion
duplication inversion



Coverage &
[ec]

chromosome 11 chromosome 11

q13.2 q13.2
)
breakpointl breakpoint2
28chr11:6661705|7 cll1r11:66643450
I I
] 1
) 1
I I
0 1 [

-——-_::::::—‘::::_—_—_—_.________RB_lel__ ’,/’ RBM4 ’,f”
ENSTO0000310137.5 == ==z----_____ __ e ENST00000310092.12
B
| 2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 4

RBM14 RBM4
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

translocation deletion
duplication inversion



chromosome 11

ql3.2

chromosome 11

breakpointl

chr11:66625678
23828 ;

Coverage

Jad matn s &

breakpoint2
cr|1r11:66639700

2 )
I

RS 1 15 16 4,
[

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

«=== translocation
duplication

deletion
“=== inversion

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

______ . RBM4
- e ENST00000310092.12

\ 2 kbp

hl. e

|

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RBM14

Zinc knuckle

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 16



Coverage &
[ec]

breakpointl

08hr1116661705|7

0

chromosome 11 chromosome 11

q13.2 q13.2

breakpoint2
cl;|r11:66665856

-7 RBM4 -
-7 ENST00000396053.9 -7

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

RBM14 RBM4
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



chromosome 11 chromosome 11

ql3.2 ql3.2

breakpointl breakpoint2
chr11:6662432|4 cr|1r11:66639700

- ]

R RBM14™ ~=--____ RBM4
~ = ENST00000393979.3 .-l I ENST00000310092.12 L
, 800 bp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT
Split reads = 4
Discordant mates = 15

RBM14 BM4
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

translocation deletion
duplication inversion



chromosome 11

chromosome 11

q13.2 q13.2
P
breakpointl breakpoint2
chr11:66617550 chr11:66639700
23828 : :
g’ | |
] ! |
9] l I
3 ! [
O 1 [
0 1 [
1 : ! 1
R Ll 2 e : e
| ' ' i
" ! ) '
TTe-l__ RBMIA T-__ T RBM4
ENSTOQOOO461478.1 Tl - -7 ENST00000310092.12 -7
~ o ~ 'T .7
1 2 EEEs 3 4
1
. 600 bp |

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

translocation
duplication

@ 14 15 16 7,

deletion
inversion

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 15

BM4

Zinc knuckle



chromosome 11 chromosome 11
ql3.2

ql3.2

N
breakpointl breakpoint2
chr11:66625678 chr11:66643450
23828 ! !
S 0 |
o ! !
[ ! |
o
0
1

Y “‘ A

I
3 - w{- -
I I

I
- - ]

- -

RBMI4™ ~-----______ - RBM4 Pt
== -E.NS'[OQQ09310137.5 ____________ - . ENST00000310092.12 ~
2 3 P 4|
| 2 kbp |

introns not to scale '

RS 1 15 16 4,
[

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 4

RBM14
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

«=== translocation deletion
duplication == inversion



chromosome 12 chromosome 12

p12.1 p12.1
—
breakpointl breakpoint2
chrl2:24948927 chr12:24830701
13346 [ 1

Coverage

11

\ ’

BCAT1 L AC023796.2
ENST00000261192.12 ‘:\ ENS?00900545410.1
\ 4 4

\ 2 kbp |
introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 278
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 12 chromosome 12

p12.1

p12.1
—
breakpointl breakpoint2
chrl2:24948927 chrl2:24836477
13346 | 1

Coverage

11

\ .

\ “
BCAT1 W AC023796.2
ENST00000261192.12 N EN§W0000545410.1
|‘ N . e
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 39
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 6 chromosome 5

p22.2 gql3.2

breakpointl breakpoint2
chr6:268787(|)0 cI|1r5:71003857

N
o
N
o]

Coverage

0

1
SHBI7- 6 654 4 M3 Jee 1
! 1

' !

"TGUsBR2 . --

ENST00000479900.5 ~ - - _

2 kbp |

introns not to scale

@ 1 15 16 4,

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 0

NAIP

Inhibitor of Apoptosis domain—

NACHT domain
NOD2 winged helix domain
NLRC4 helical domain-

translocation deletion
duplication inversion



chromosome 6 chromosome 5

p22.2 gql3.2

breakpointl breakpoint2
ch567:82687832|3 cI|1r5:71003857

Coverage n

0

1
1
1

S~< -

TGUSBP2 -7
ENSTOQ0,094’92832.~2\ -

\ 2 kbp |

introns not to scale

@ 1 15 16 4,

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0

NAIP

Inhibitor of Apoptosis domain—

NACHT domain
NOD2 winged helix domain
NLRC4 helical domain-

translocation deletion
duplication inversion



1052

Coverage

chromosome 12

pli.21

chromosome 12

ql4.3

—_—

breakpoint2
cr|1r12:65062576

breakpointl
chr12:3169736|1

| . |

e i e Eed. [
S o
| . |

Lo - -

TAMNL- _ _—"' S~ - WIF1
ENSTOOOOQSSGTGI 5 - R ENST00000286574.9

S

%

@4/((\\; @ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine Rich repeat

AMN1 WIF1
Human growth factor-like EGF
EGF-like domain

deletion
inversion

translocation
duplication

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 0



chromosome 7 chromosome 7

g31.2 g31.2
— — —
breakpointl breakpoint2
ch579:7116953691 cr|1r7:116112038

Coverage o

0

1

dc-leed I
S e e e
| L !

S

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein
SUPPORTING READ COUNT
Split reads = 118
Discordant mates = 8
ST7 TFEC

Helix—loop-helix DNA-binding domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g31.2 q31.2
— — —
breakpointl breakpoint2
chrg(:)%%6953691 cr|1r7:115984513

Coverage

0

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein
SUPPORTING READ COUNT
Split reads = 30
Discordant mates = 2
ST7 TFE

Helix—loop—helix DNA-binding domain

Domain of unknown function (DUF3371)

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g31.2 q31.2
— — —
breakpointl breakpoint2
chrg(:)lg%6953691 cr|1r7:115956793

Coverage

0

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein
SUPPORTING READ COUNT
Split reads =9
Discordant mates = 0
ST7 TFEC

Helix—loop-helix DNA-binding domain

Domain of unknown function (DUF3371)

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g31.2 q31.2
— — —
breakpointl breakpoint2
chrg(:)lg%6953691 cr|1r7:115974256

Coverage

0

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
ST7 FEC

Helix—-loop-helix DNA-binding domain
Domain of unknown function (DUF3371)

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g21.3 g36.1
— —
breakpointl breakpoint2
chr7:95252130 chr7:152660782
3316 : :
S ! |
¢ ! |
9] l ]
3 ! 1
(&) 1 |
0 1 1

Tl PPP1R9A BRI e XRGC2 oo
Tte-l L ENST00000289495.7 el e ENST00000359321.2 _
1 2 3 5 i 102 3
l —
\ 3 kbp |

introns not to scale

@ 14 15 16 7,

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain
PDZ domain
SUPPORTING READ COUNT
Split reads = 81
Discordant mates = 4
PPP1R9A XRCC2

Rad51

translocation deletion
duplication inversion



chromosome 7 chromosome 7
g21.3 g36.1

_

breakpoint2

breakpointl
chr7:952521:|30 ct|1r7:152649363

3316

1 ’—
| 3 -(-H-(-c:
. S

Coverage

Tte-l_l PPP1R9A Tte-lL TTee-ll _XRCC2---"77
Tte-l L ENST00000289495.7 TTeeal L ____----'EN’S‘Toooeeasas_zl_.g
I
1 2 3 5 i 10 3
\ 3 kbp |
1

introns not to scale

@ 14 15 16 7,

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain
PDZ domain
SUPPORTING READ COUNT
Split reads =5
Discordant mates = 3
PPP1R9A XRCC2

Rad51

translocation deletion
duplication inversion



chromosome 13 chromosome 13

Coverage

ql3.3 ql3.3
breakpointl breakpoint2
chr13:36248606 chr13:36202093

1931 ! !
1 1

1 1

1 1

1 ]

1 )

0 ' 1

I
H— |

1

o e e e
N

1

1

1
[ _

N 0 —“_"““---—--5_____ SOHLH2
ENST000005031735™ ~ = - - _ _

] 1
—I

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 3

CCDC169 SOHLH
Helix-loop—helix DNA-binding domain

translocation deletion
duplication inversion



chromosome 13 chromosome 13

ql3.3 ql3.3

breakpointl breakpoint2
chr13:33162271?9 ct|1r13:36202093

Coverage

]
oeefefBrecdecBlee et hecleedThefpeeleedeciecThec
H— |

=
=
[
o

TT---.CcCDC169 - ---"" SOHL
_ ENST000005031735 --____ L oa---moC ENST00000379884.8 - - _ _
- T
“jas Faaat s Dins M sas Ui g N oo e
I I

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 3

CCDC169 SOHLH2
Helix-loop—helix DNA-binding domain

translocation deletion
duplication inversion



chromosome X chromosome X

g25 g25
- -
breakpointl breakpoint2

chrX:123326213 chrX:124022531
2751 : :
S 0 |
o J !
[ ! |
3 1 1
(&) | 1
0 1 i
1

T---.__ GRIA3.__ STAG2 .

ENSTO0008541091.5 ~ = = - _ _ , )

3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor family ligand binding region
SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 2

GRIA3 STAG2
STAG domain

translocation deletion
duplication inversion



chromosome X chromosome X

g25 g25
— —
breakpointl breakpoint2

chrX:123326213 chrX:124021367
2751 : :
S 0 |
o ! !
[ ! |
3 1 1
(&) | 1
0 1 1
1

T~~~ ___ GRIA3 . _ , STAG2 K

ENSTO0008541091.5 ~ = = - _ _ ,

3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor family ligand binding region
SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 2

GRIA3 STAG2
STAG domain

translocation deletion
duplication inversion



Coverage

778

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2
ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—_—

1
4

breakpoint2
cI|1r5: 141494807

PCDHGAL10

RETAINED PROTEIN DOMAINS
reading frame unclear

PCDHGB2

(

---" ENST00000398610.2 _ _ _

2 kbp |

introns not to scale

Cadherin cytoplasmic C-terminal

Cadherin-like
Cadherin domain

PCDHGALO

Cadherin C-terminal cytoplasmic tail, catenin—binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0



Coverage

778

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2

ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—_—

breakpoint2
ck|1r5:141494807

_____ --~"77" PCDHGA11

————————— ENST00000398587.7 R

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

PCDHGB2 PCDHGA[1

Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 44
Discordant mates = 0



Coverage

778

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2
ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—_—

breakpoint2
cI;nr5: 141494807

_________ PCDHGA12 R
-7 ENST00000252085.4 _ _ - ---~"""

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 44
Discordant mates = 0

PCDHGB2 PCDHGA[2

Cadherin C-terminal cytoplasmic tail, catenin—binding region




Coverage

778

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2
ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—_—

breakpoint2

cl|1r5:141494807

_________ PCDHGAS
. - ENST00000398604.3 -

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

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

introns not to scale

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 44
Discordant mates = 0



Coverage

778

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2
ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—

breakpoint2
ck|1r5:141494807

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 44
Discordant mates = 0

__-----"""" PCDHGA9

----" ENST00000573521.1  _ _

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

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

introns not to scale



778

Coverage

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2
ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—

breakpoint2
ck|1r5:141494807

1

1
Il

________ PCDHGC3

----7 ENST00000308177.5 _ __---

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

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

introns not to scale

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 44
Discordant mates = 0



Coverage

778

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2
ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—

breakpoint2
ck|1r5:141494807

1
Il

PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

PCDHGB2

(

---"" ENST00000306593.1 _ _

2 kbp |

introns not to scale

Cadherin cytoplasmic C-terminal

Cadherin-like
Cadherin domain

PCDHGC(C4

Cadherin C-terminal cytoplasmic tail, catenin—binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0



Coverage

778

chromosome 5

g31.3

breakpointl
chr5:14136255|6

PCDHGB2

ENST00000622527.1

@ 1 15 16 4,

translocation
duplication

deletion
inversion

chromosome 5

q31.3

—_—

breakpoint2
cI;nr5: 141494807

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

PCDHGB2 PCDHG(5

Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 44
Discordant mates = 0



breakpointl
chr17:15503098
547 !

Coverage

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 = 30
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



1547

Coverage

chromosome 17

pl2

breakpointl
chr17:1554043|’3

translocation
duplication

TVP23C "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)

1 kbp |

CDRT4
CMT1A duplicated region transcript 4 protein

introns not to scale

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



1547

Coverage

chromosome 17

pl2

breakpointl
chr17:1554043|’3

translocation
duplication

TVP23C " -

ENST00000428082.6 _ _ - -~~~ =~ _

deletion
inversion

Eukaryotic prote

chromosome 17

pl2

breakpoint2
cl:nr17:15438200

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

1
| 4
: .
TTTteeellll L l-- CDRTA ™
_________ ~ 7 7 - -ENSTQ0000619038.5
I
I
RETAINED PROTEIN DOMAINS
reading frame unclear
in of unknown function (DUF846)
CDRT4

TVP23C

CMT1A duplicated region transcript 4 protein



breakpointl
chr17:15503098
547 !

Coverage

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 = 4
Discordant mates = 0



Coverage

710

chromosome 5

g31.3

breakpointl
chr5:140809572

PCDHA4
ENST00000672575.1

chromosome 5

g31.3

breakpoint2
cI|1r5:140978949

@ 14 15 16 7,

translocation
duplication

deletion
inversion

I _‘ 1
1 i 4
! o |
- _I
___-----""77" PCDHAC1 et
e--mm T ENST00000253807.3 --7
| -
;
d
\ 2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

PCDHA4 PCDHAQ1
Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



Coverage

710

chromosome 5

g31.3

breakpointl
chr5:1408095?2

PR —

~

~

~
~

PCDHA4

ENST00000672575.1

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 5

g31.3

—_—

breakpoint2
cr|1r5:140978949

l ﬁ 1
1 ? 4
! e |
-1 _I
P """ PCDHAC2 P T
a--- --T ENST00000289269.7  _ _ - -~ -
ﬁ .-
4
d
. 2 kbp |

ECadhernke

RETAINED PROTEIN DOMAINS
reading frame unclear

iiiiimm

PCDHA4 PCDHAQ2
Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 17 chromosome 17

gl1l.2 qll.2

breakpoint2
ct|1r17:32045700

breakpointl

chrl7:30610942
1738 ;

Coverage

. SMURF2P1 .
~ [ENST00000579301.5 N

[T s o |

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0

LRRC37B
LRRC37A/B like protein 1 C-terminal domain

translocation deletion
duplication inversion



1738

Coverage

chromosome 17

gl1l.2

breakpointl
chr17:3061094|12

SMURF2P1

* < _[ENST00000579301.5 >

(T2 P HEPHE o

translocation
duplication

deletion
inversion

chromosome 17

qll.2

RETAINED PROTEIN DOMAINS
reading frame unclear

LRRC37B
LRRC37A/B like protein 1 C—terminal domain

breakpoint2
cI|1r17:32047761

10 D331l 2]

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17 chromosome 17

gl1l.2 qll.2

breakpointl breakpoint2

chrl7:30610942 chr17:32049102
1738 ; !

Coverage

1 1
DrE AT | 1 AN A iy o
! 1

1
1
8 - -
~ ---"

~

N SMURF2P1 s __-LRRG3/B--"""" _____---

N

*~ _ENST00000579301.5 o eeemmmmmmTTTT T _ENST00000394713.7

~ aee=m=== " i m=e==-=-~T

N e

~

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

LRRC37B
LRRC37A/B like protein 1 C-terminal domain

translocation deletion
duplication inversion



