chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
12450 ; .

Coverage

1

1
1
4

\ t - _

. -
' PCDHGB2 : -7 PCDHGA10 --"
\ ENST00000622527.1 v ---" ENST00000398610.2 _ ---"

N 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 = 1913
Discordant mates = 6

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
12450 ; L

Coverage

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

\ PCDHGB2 : . _----"""7" PCDHGAIL1 -t
. ENST00000622527.1 et ENST00000398587.7 _ _ _ - - -~~~

\ --- -
\ - - S

\ 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 = 1913
Discordant mates = 6

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
12450 ; .

Coverage

\ PCDHGB2 N CeeemmmTT ~ 7 PCDHGA12 PSS
. ENST00000622527.1 . B 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 = 1913
Discordant mates = 6

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
12450 ; !

Coverage

\ PCDHGB2 * - T PCDHGAS8 ----7
\ ENST00000622527.1 N ---"" ENST00000398604.3 _ __----""

\ 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 = 1913
Discordant mates = 6

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
12450 ; L

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 = 1913
Discordant mates = 6

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
12450 ; L

Coverage

: - :

1 1
1 v 3
\

\ \ _-- -

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 = 1913
Discordant mates = 6

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
12450 ; L

Coverage

1 X 1 4

1

1 1 !
1 v N 1
\ -

N N - -

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

\ 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 = 1913
Discordant mates = 6

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

translocation deletion
duplication inversion



12450

Coverage

chromosome 5

g31.3

chromosome 5

q31.3

—_—

breakpointl
chr5:14136255|6

breakpoint2

Cl?r5:141494807

1

PCDHGB2 *
ENST00000622527.1 N

@ 14 15 16 7,

translocation
duplication

1
——‘

__________ " PCDHGC5

2 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

{Cadhernke

deletion
inversion

Cadherin domain

|'Cadherin cytoplasmic C-terminal

PCDHGB2

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

introns not to scale

SUPPORTING READ COUNT

Split reads = 1913
Discordant mates = 6



chromosome 12 chromosome 12

q24.23 q24.31
— —
breakpointl breakpoint2
chr12:120265617 chr12:120326020
18908 ! !
g_, [} ]
¢ |
A dr | '
o ]
© 0 S ‘ l ca o e na = am

PXN Y *< PLA2G1B
ENST00000637617.2 ';\ ENST0Q000308366.9
L4
\ 2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 501
Discordant mates = 0

PXN PLA2G1B
Phospholipase A2

«=== translocation deletion
duplication inversion



chromosome 17 chromosome 17

p12 pl2
— —
breakpointl breakpoint2
chrlZ:%(S)gOSO?S cr|1r17:15440285

Coverage

0

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 475
Discordant mates = 6

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



15505

Coverage

chromosome 17

pl2

breakpointl
chr17:155404§|33

translocation
duplication

1
L

TVP23C T -- L
ENST00000438826.7 - -

S

deletion
inversion

chromosome 17

pl2

breakpoint2
ct|1r17:15440285

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 = 347
Discordant mates =5



chromosome 17

pl2

breakpointl

chr17:15540433
15505 U

Coverage

chromosome 17

pl2

breakpoint2
ct|1r17:15438200

1 —
i ° i ; i
1 ! : 1
1 1
TVP23C T Tte-l_ oo Tl . __--€CDRTA~
ENST00000438826.7 _ _ - -~~~ ~“"=-____ ___----"7 777" -ENST00000619038.5
Tl i — ;
\ 1 kbp |
' introns not to scale '
RETAINED PROTEIN DOMAINS
reading frame unclear
Eukaryotic protein of unknown function (DUF846)
SUPPORTING READ COUNT
Split reads = 105
Discordant mates = 1
TVP23C CDRT4

translocation deletion
duplication inversion

CMT1A duplicated region transcript 4 protein



breakpointl
chr17:15503098
15505 — !

Coverage

0

chromosome 17

chromosome 17

p12 pl2
— J—
breakpoint2
cr|1r17:15438200

1
1
1
1
1
I

1 —

| & h (1]

X S
1

1 1
____________ TTtc---.___ ___-<corRTd
___________ ____----7"777" - ENST00000619038.5
----- ﬁ Te--
7 |— 4
|

translocation
duplication

deletion
inversion

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 = 78
Discordant mates = 1



chromosome 17

pl2

breakpointl

chrl7:15545785
15505 U

Coverage

TVP23C

translocation deletion
duplication inversion

chromosome 17

pl2

breakpoint2
ct|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 = 55
Discordant mates = 0



chromosome 17

pl2

breakpointl

chrl7:15545785
15505 U

Coverage

TVP23C
ENST00000438826.7

translocation deletion
duplication inversion

chromosome 17

pl2

breakpoint2
ct|1r17:15438200

I
'y

RETAINED PROTEIN DOMAINS

TVP23C

Eukaryotic protein of unknown function (DUF846)

reading frame unclear

CDRT4
CMT1A duplicated region transcript 4 protein

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 17 chromosome 17

p12 pl2

breakpointl breakpoint2
chrlZ:%(S)gOSO?S cr|1r17:15453085

Coverage

0

\ 1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 6

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17

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

9836 ! !
g) 1 1
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 = 6
Discordant mates =5

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17

pl2 pl2

breakpointl breakpoint2
chr17:15540433 chrl7:15453085
15505 ! !

Coverage

TVP23C "o et T T e CDRT4

ENST00000438826.7 _ _ - -~ Tt~ e ‘ENST00060619038.5

—
S|

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Splitreads =1
Discordant mates =5

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141357621 chr5:141494807
12450 ; !

Coverage

|
4
\ L -

\ _---" -
N PCDHGA4 . ) ---c PCDHGB6 ---
\ ENST00000612927.1 N - ENST00000520790.1 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
[ SUPPORTING READ COUNT
Split reads = 403
Discordant mates = 4

PCDHGA4 PCDHGBE6
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141357621 chr5:141494807
12450 ; !

Coverage

1 . 1 ; 4
1

| 1 1

\ l\ - -

. - -
N PCDHGA4 . cemm T PCDHGBY o _---77

\ ENST00000612927.1 N ---"" ENSTOOOOO398594.4_ - -=--""

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
[ SUPPORTING READ COUNT
Split reads = 403
Discordant mates = 4

PCDHGA4 PCDHGRB7
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141357621 chr5:141494807
12450 ; L

Coverage

1 . 1 4
1

, 1 1
N l\ - -
\ .- e --
\ PCDHGA4 * PCDHGC3 -7
\ ENST00000612927.1 N -7 ENST00000308177.5 _ _ ---"7

\ 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
[ SUPPORTING READ COUNT
Split reads = 403
Discordant mates = 4

PCDHGA4 PCDHGC3
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141357621 chr5:141494807
12450 : y

Coverage

1 . 1 ? 4
1

\ \ --

N PCDHGA4 ' _----"""" PCDHGC4 et
\ ENST00000612927.1 N -7 ENST00000306593.1 _ -=-"

\ \ -- ="

\ 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
[ SUPPORTING READ COUNT
Split reads = 403
Discordant mates = 4

PCDHGA4 PCDHGC4
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141357621 chr5:141494807
12450 ; L

Coverage

1 . 1 t 4
1

"\ PCDHGA4 N - -7 PCDHGC5 e -~
\ ENST00000612927.1 N a==mT - 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
[ SUPPORTING READ COUNT
Split reads = 403
Discordant mates = 4

PCDHGA4 PCDHGC5
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 22

ql1.21

11062

Coverage

10

@ 14 15 16 7,

translocation
duplication

DGCR2
ENST00000263196.12

deletion
inversion

chromosome 1

2

pl
(LA LCAL L i W N (EEAEN MR T

T — )

breakpointl
Chr22:1912212|8

breakpoint2
ci|1r1:119178644

1
l
N Pk WARS2-AS1 P
DN .- ENST00000670000.1 Phs

\ 3 kbp |
introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 233
Discordant mates = 1



chromosome 22 chromosome 1

ql1.21

pl2
(L0 0 o RN 6L

— —
breakpointl breakpoint2
chr22:19122128 chr1:119275188

11062 y :
(] 1
g |
[ 1
3 1
O 1
0 1
1

L 1

[ | ! :

o ! |

N 1 - - .- -

DGCR2 Ny _WARS2=ASL __--"~
- - -~ ~ TENSTQ0000418015.1

N - -

J
ENST00000263196.12 '. N
1

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Splitreads = 3
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 22 chromosome 1

ql1.21 p12
(LA AL A L
— T
breakpointl breakpoint2
chr22:19122128 chr1:119262902
11062 ! :
g |
:
38 |
0 1
o ' '
[ ; | : :
. 1 s . i
DGCR2 o __WARS2-AS1 __---"

J - -
ENST00000263196.12 ?\ -7 ENST009Q04186I5.1
! _-

\ 2 kbp
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Splitreads = 1
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 1 chromosome 1
p36.12

breakpointl breakpoint2
chr%é%%71104}3 cr|1r1:32074951

Coverage

0

_EPHB2 . TMEM39B L’
ENST0000037463Z7 ~===——u____ e ENST00000336294.10 .7
IaaOia A Elig g O
| 2 kbp |

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin receptor ligand binding domain

SUPPORTING READ COUNT

Split reads = 215
Discordant mates = 0

EPHB2 TMEM39B

Putative transmembrane protein

translocation deletion
duplication inversion



chromosome 1 chromosome 1
p36.12

breakpointl breakpoint2
chrl:22711043 chr1:32091675
5804 ! !

Coverage

0

__---~~ TMEM398B -
--" ENST0000033629416 ~

\ 2 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin receptor ligand binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0

EPHB2 TMEM39B

Putative transmembrane protein

translocation deletion
duplication inversion



chromosome 2 chromosome 7

gl4.3 g31.1
- o —
breakpointl breakpoint2
chr2:121605701 chr7:108312731

4955 ! :
g) ! 1
¢ | |
9] 1 |
3 [ |
o [ 1
0 ' 1

1

CLASP1
ENST00000455322.6

5 kbp |

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 6

CLASP1 NRGAM

Immunoglobulin domain

Immunoglobulin I-set domain
Immunoglobulin domain
Immunoglobulin I-set domain

translocation deletion Fibronectin type Ill domain
duplication inversion oo .
Bravo-like intracellular region-




chromosome 7

g31.1

chromosome 2

gl4.3

— —
breakpointl
chr2:1216057(|)1

breakpoint2
cr|1r7:108240170

s
©
a1
al

Coverage

CLASP1
ENST00000455322.6

5 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2

CLASP1 NRGAM
Immunoglobulin domain
Immunoglobulin I-set domain
Immunoglobulin domain
Immunoglobulin I-set domain

translocation deletion Fibronectin type Ill domain
duplication inversion oo .
Bravo-like intracellular region-




chromosome 1

chromosome 1

—
breakpointl breakpoint2
chrl:22429014 chr1:35325360

3998 ! !
S ' |
¢ ! |
o 1 [
3 ! [
(&) 1 |

0 1 1
1

TT~zBTB40 . ZMYM4
ENST00000650433.1 _ _ ’

@ 1 15 16 4,
S y

RETAINED PROTEIN DOMAINS
reading frame unclear

30

30

3 kbp |

YM4

MYM-type Zinc finger with FCS sequence motif
Domain of unknown function (DUF3504)

translocation deletion

duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 0



chromosome 1

chromosome 1
p36.12 p34.3
(LALLM ARG L) (LALLM B L)
— T
breakpointl breakpoint2
chr1:22452004 chr1:35325360
3998 ! )
g’ ]
5 :
3 1
() 1
0 1
1

ZBTB40
ENST00000375647.5
| 5 kbp |
' introns not to scale '
14 15 16
(g 172
2
RETAINED PROTEIN DOMAINS
=) * reading frame unclear
Tl <
<ZBTB40
= ZMYM4
. ~

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 2

YM4
MYM-type Zinc finger with FCS sequence motif

Domain of unknown function (DUF3504)

translocation
duplication

deletion
inversion



chromosome 1

chromosome 1

—
breakpointl breakpoint2
chr19:928242901|4 ct|1r1:35358925

Coverage

0

ST o

T~ 2ZBTB40 L’ ZMYM4
ENST000002350‘433.1‘1_ 4 ENST00000314607.11

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

30

30

3 kbp |

ZMYM4
MYM-type Zinc finger with FCS sequence motif
Domain of unknown function (DUF3504)

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 1 chromosome 1

p36.12 p34.3

— )
breakpointl breakpoint2
chrl:22452004 chrl:35358925

3998 ! !
S 0 '
E ] 1
) 1 |
3 0 [
() 1 |

0 1 1

1
18 |
i
............. ZBTB40 7 ZMYM4 L7

ENST00000375647.5

\ 5 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 2

ZMYM4
MYM-type Zinc finger with FCS sequence motif
Domain of unknown function (DUF3504)

translocation deletion
duplication inversion



chromosome 1 chromosome 1

p36.12

p34.3

R )
breakpointl breakpoint2
chrl:22452946 chr1:35325360
3998 ! !
g’ ]
E 1
o |
3 1
(§] ]
0 1
1

\ 5 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2

YM4
MYM-type Zinc finger with FCS sequence motif

Domain of unknown function (DUF3504)

translocation deletion
duplication inversion



chromosome 2 chromosome 3

p22.3 p22.2
— —
breakpointl breakpoint2
chr2:32445668 chr3:37533314

8875 ! !
g’ ]
¢ |
§ |
o ]
O 1

0 1

1
i IR e
DRAG6TE9 10 AHARIAAAGYRRZRP PR RHBREAZBBERIU 1A ANG464 ABBE HBBH4 55 56 EEBB BB D6 HERBY 4 F 3
dlllllil\
1

ENST00000264741.10 . -

7 28

9 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain
SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 0

BIRC6 ITGA9
Integrin alpha

translocation deletion
duplication inversion



chromosome 3

chromosome 2
p22.2

p22.3

—

breakpoint2

breakpointl
chr2:32448928 chr3:37526026

8875 ! ;
g’ 1
E 1
[ 1
3 |
(§] ]

0 1

1
i IR e
2=31-56 54 10 HA34598A822R2 ,":f"‘:i""f':‘.;ilif'.‘:"‘f‘."_'.::‘ A& '.‘:;:--:"1.::: BB eHEREFITHS
dlllllil\
1

---------- BIRCE - ---_____
- - ENST00000264741.10 _ -

9 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain
SUPPORTING READ COUNT

Split reads = 83
Discordant mates =5

ITGA9
Integrin alpha

BIRC6

translocation deletion
duplication inversion



chromosome 2 chromosome 3

p22.3 p22.2
— —
breakpointl breakpoint2
chr2:32448928 chr3:37533314

8875 ! !
g’ ]
¢ |
§ 1
o 1
(§] ]

0 1

1
i IR e
DRAG6TE9 10 AHARIAAAGIRRRRP PR RHBREAZBBERIU 1A ANS464 ABBH HBBH4 55 5EEEBB BB D 6HERBI 4 F 3
dlllllil\
1

ENST00000264741.10 . -

7 28

9 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain
SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 3

BIRC6 ITGA9
Integrin alpha

translocation deletion
duplication inversion



chromosome 3

chromosome 2
p22.2

p22.3

breakpoint2

breakpointl
chr2:32445668 chr3:37526026

8875 : !
g’ 1
E 1
[ |
3 1
(§] ]

0 1

1
i IR e
2=31-56 54 10 HA34598A822 B2 ,":f"‘:i""f':‘.;ilif'.‘:"‘f‘."_'.::‘ A& '.‘:;:--:"1.::: BB eHEREFITHS
dllluil\
1

--------- BIRC6-----_____
N -7 ENST00000264741.10 _ -

9 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain
SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

ITGA9
Integrin alpha

BIRC6

translocation deletion
duplication inversion



Coverage o
=2

chromosome 12

breakpointl

chr12:104601991
49 '

translocation
duplication

923.3

deletion
inversion

CHST11
SH2 domain

chromosome 9

q22.2

—

breakpoint2
cl?r9:90843858

H—)E4\‘[. 979=410p=11
1

SYK

ENST00000375754.9

14

14

3 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

SYK

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 1



chromosome 12 chromosome 9

q23.3 q22.2
breakpointl breakpoint2
0?25211044575%4 C||'|r9:90843858

Coverage o

0

N

' NI
3 | H-)E4“ 7 9 )= 10py11 14
1 — 1 '

........ <=~ CHST11 . SYK ‘
ENSTO0000549260-5- = =~ ~ - _ _ , ENST00000375754.9 .

14

\ 3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

CHST11 SYK
SH2 domain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 12 chromosome 9

Coverage o

q23.3 q22.2
breakpointl breakpoint2
02&51221044575%9 C|:II’9290843858

| |
] 1
] 1
] 1
] 1
0 1 [

1 ! [l [ 1

3 | 2 4)5-H-)7 9 )= 10py11 14
. ' I :
" ! _ " |
‘-~--::::::::::§'E|S'[1_1_ , SYK "/
ENST0000030368476= = = = - - _ _ _ J ENST00000375754.9 /
14
| 3 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

CHST11 SYK
SH2 domain

Protein kinase domain

translocation deletion
duplication inversion



1289

Coverage

chromosome 19

pl13.2

chromosome 19

pl3.2

breakpointl
chr19:932478|0

translocation
duplication

deletion
inversion

breakpoint2
cll1r19:9376316

1
T B E R RS
! 1

1

3

~ T~ -ZNF559 P ZNF177 PPk

ENST00000587557.5_ "~ == ~--_ - ENST00000343499.8 _-"

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type

C2H2-type zinc finger-



1289

Coverage

chromosome 19

pl13.2

chromosome 19

pl3.2

breakpointl
chr19:932478|0

translocation
duplication

deletion
inversion

—_

breakpoint2
cI|1r19:9364862

1
T B EER S
! 1

1

TTT-ZNRBSQ ZNF177 7
ENSTO0000587567.5_ ~ "~~~ =--___ __ e ENST00000343499.8 L ’
S o (0sg Elsstins s us ey i i IR s
| 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type

C2H2-type zinc finger-



1289

Coverage

chromosome 19

pl3.2

chromosome 19

pl3.2

translocation
duplication

breakpointl breakpoint2
chr19:93411§4 cll1r19:9376316

deletion
inversion

1
T B HE R RS T
! 1

1

3

ZNF559° "~ - - - .- ZNF177 .-

-ENSTO0000587557.5 T T=--____ .- ENST00000343499.8 _-

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box
SUPPORTING READ COUNT
Split reads = 22
Discordant mates = 1
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type
C2H2-type zinc finger-




1289

Coverage

chromosome 19

pl3.2

chromosome 19

translocation
duplication

pl3.2
— —
breakpointl breakpoint2
chr19:93411§4 cI|1r19:9364862

deletion
inversion

1
T B EERP S
! 1

1

ZNF559° "~ - - - . ZNF177 L7

-ENSTO0000587557.5 T T=--____ L7 ENST00000343499.8 .,

\ 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear
KRAB box
SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 2
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type
C2H2-type zinc finger-




chromosome 19

pl13.2

chromosome 19

pl3.2

breakpointl
chr19:9324404
289 !

Coverage

o

ThEH

== ZNES59
ENST0000059229875 ~ - . _ _ -

KRAB box

Zinc—finger double domain

translocation deletion
duplication inversion

breakpoint2
cr|1r19:9376316

ZNF177 -
ENST00000343499.8 _--"

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

ZNF177

Zinc finger, C2H2 type

C2H2-type zinc finger-



1289

Coverage

chromosome 19

pl3.2

chromosome 19

pl3.2

translocation
duplication

breakpointl breakpoint2
chr19:93411$|34 ct|1r19:9371610

deletion
inversion

-ENSTO0000587557.5 T T=--____ L ENST00000343499.8 -

1
T B EEER S
! 1

1

ZNF559° "~ - - - . ZNF177 .

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box
SUPPORTING READ COUNT

Split reads =5
Discordant mates = 1
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type
C2H2-type zinc finger-




1289

Coverage

chromosome 19

pl13.2

chromosome 19

pl3.2

breakpointl
chr19:932478|0

translocation
duplication

deletion
inversion

breakpoint2
ct|1r19:9371610

1
T B EEER S
! 1

1

TTT-ZNRB5Q .7 ZNF177
ENSTOD0005875675_ -~~~ = ---__ _ __ i ENST00000343499.8 L7
T HErHe E s P —
| 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type

C2H2-type zinc finger-



1289

Coverage

chromosome 19

pl3.2

chromosome 19

pl3.2

breakpointl
chr19:93385§2

translocation
duplication

1
S T B R R T
! 1

1

J

deletion
inversion

breakpoint2
cll1r19:9376316

T T TZNF559 - ZNF177 -
ENST00000587557.5  ~ ~ " ---. -7 ENST00000343499.8 _-"

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type
C2H2-type zinc finger-




1289

Coverage

chromosome 19

pl3.2

chromosome 19

pl3.2

breakpointl
chr19:93385§2

translocation
duplication

deletion
inversion

—_

breakpoint2
cI|1r19:9364862

1
T B EER S
! 1

1

T TUZNFSBS - - ZNF177 ,f
"ENST00800587557.5 T T ---__ __ . ENST00000343499.8 7
S o (o 20 Sl gD isst o g [ins I Su
| 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
ZNF559 ZNF177
KRAB box

Zinc—finger double domain
Zinc finger, C2H2 type
C2H2-type zinc finger-




1289

Coverage

chromosome 19 chromosome 19

pl3.2 pl3.2

breakpointl breakpoint2
chr19:93411f|34 cr|1r19:9382385

1

1

1
"I ..I ’

_J | Ip_

| 1
L P2 e 4 s 6 | [P 2 P AN 5 |
| 1
1 ! X

L -1 _—I

---------------- ZNFS59 " T T --o _ZNFH_T,’_'———"'
_________ ENSTO0000590616.2

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

ZNF559 ZNF177

«=== translocation deletion
duplication == inversion



chromosome 19 chromosome 19

pl3.2 pl3.2

breakpointl breakpoint2
1289 chr19:933311|3 cr|1r19:9376316

Coverage

Teeo_ ZNFBSg - -__ _-- ZNF177 -
ENST@OQQO§88124.1 R _--" ENST00000343499.8 -

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

ZNF177
KRAB box
Zinc—finger double domain
Zinc finger, C2H2 type

C2H2-type zinc finger-

translocation deletion
duplication inversion



1289

Coverage

chromosome 19

pl13.2

chromosome 19

pl3.2

breakpointl
chr19:932478|0

«=== translocation deletion
duplication == inversion

—

J

breakpoint2
ci|1r19:9378259

I
1
1
4
4
ZNF177 L7
ENST00000589262.5 L7

RETAINED PROTEIN DOMAINS
reading frame unclear

ZNF559 ZNF177
KRAB box
Zinc—finger double domain

Zinc finger, C2H2 type

C2H2-type zinc finger

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 5 chromosome 5

q22.3 q22.3
— JE—
breakpointl breakpoint2
chr5:11561631|8 C||1r52115581315

6788 . .
g’ | |
© 1 ]
5 I ]
3 | |
o 1 ]
0 1 1

| 1 1 !

; : S 2
: L !
TMED? el 7T e _meamz--TT T
ENST00000456936.4 R “ENST00000427199.3
—— :
| 2 kbp |
! introns not to scale !
14 15 16
(g 17 2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD
[ SUPPORTING READ COUNT

Split reads = 71
Discordant mates =5

TMED7 TICAM2
emp24/gp25L/p24 family/GOLD-

TIR domain

translocation deletion
duplication inversion



chromosome 5 chromosome 5

q22.3 q22.3
— JE—
breakpointl breakpoint2
chr5:11561631|8 C||1r5:115581197
6788 ! !
g’ | |
] ! 1
5 ! 1
3 1 |
O ! 1
0 1 1
| 1 1
; : S 2 :
: ! l :
TMED? el LT TTTte--.__ . __Ticam2- T
ENST00000456936.4 LT S -~ TENST00000427199.3
- ~ === 1 = -2
o :
| 2 kbp |
' introns not to scale '
14 15 16
(g 17 28

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD
[ SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 2

TMED7 TICAM2
emp24/gp25L/p24 family/GOLD-

TIR domain

translocation deletion
duplication inversion



chromosome 9 chromosome 9

g31.3 g31.3
P
breakpointl breakpoint2
chr9:111038167 chr9:112052438
3210 : '

(4] ]
g |
[ 1
g 1
(§] 1
0 [

! 1

4 h 14 12 1444 10 9 8 7 6 5 4 3 2 1

I ! |

' |

N ]

LPAR1 N - SusD1
ENST00000441240.1 IR em T ENST00000374270.8
1 N -7 S~
[Tt
\ 2 kbp |
1

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0

SUSD1

TM proximal of protein tyrosine phosphatase, receptor type J

translocation deletion
duplication inversion



chromosome 9 chromosome 9
g31.3 g31.3

—_—
breakpointl breakpoint2

chr9:111037841 chr9:112052438
3210 : :
g’ 1 1
E 1 1
[ 1 1
3 1 1
O 1 1
0 [ 1

1

N e

s
N
N

LPAR1 N
ENST00000358883.8

1
|
! > - SuUsD1
hiN -- T~ ENST00000374270.8
N PR ~ o
1

N IS
T

2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 4

SUSD1
TM proximal of protein tyrosine phosphatase, receptor type J

translocation deletion
duplication inversion



chromosome 9 chromosome 9

g31.3 g31.3
J—
breakpointl breakpoint2
chr9:111038167 chr9:112041960
3210 ! '

(4] ]
g |
[ ]
g 1
(§] 1
0 [

! 1

4 h 14 12 1444 10 9 8 7 6 5 4 3 2 1

I ! |

: |

N ]

LPAR1 N - SusD1
ENST00000441240.1 IAN FPERNY ENST00000374270.8
] .o 7 R <
[ 1 9—)—){ 17
\ 2 kbp |
1

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

SUSD1

TM proximal of protein tyrosine phosphatase, receptor type J

translocation deletion
duplication inversion



chromosome 9

chromosome 9
g31.3 g31.3
—_—
breakpointl breakpoint2
chr9:111037841 chr9:112042165

3210 : U
S |
] |
5} !
3 1
(§] ]
0 1
1

4 I < 3 h

_—

SUSD1
ENST00000374264.6

LPAR1
ENST00000358883.8

2 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

SUSD1
TM proximal of protein tyrosine phosphatase, receptor type J

translocation deletion
duplication inversion



Coverage
&

0

chromosome 4

p15.2

breakpointl
chr4:256643:|30

T~ _SCC34A2_

ENST00000504570.5~ ~ _ _

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 6

q22.1

SLC34A2

breakpoint2
cI:lr6:117329446

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi-cotransporter

4 kbp |

ROS1
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 1



Coverage
&

0

chromosome 4

p15.2

breakpointl
chr4:256643:|30

T~ _SCC34A2_

ENST00000504570.5~ ~ _ _

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 6

q22.1

breakpoint2
cl:lr6:117324415

SLC34A2

ROS1

ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na-+/Pi-cotransporter

4 kbp |

ROS1
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 10 chromosome 10

p11.21 pl11.21
N
breakpointl breakpoint2
chr10:34814876 chr10:35101060
6886 ! !
S ' |
] | |
9] 1 |
3 i |
O [ 1
0 [ 1
| 1
25 4 el
1 1 !
Coo ! ,
N 1 \ . -
PARD3 Ny + Al:392046.1
ENST00000374789.8 [N JEN>S~'I'\OOOOO450742.5
1 N NS - N
ENEZTE
\ 2 kbp |
1

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal of Par3 and HAL proteins

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0

PARD3

translocation deletion
duplication inversion



chromosome 9 chromosome 9

p24.2 p1l.1
—
breakpointl breakpoint2
chr9:4299421 chr9:42668886
7492 : :
(4] 1 1
g 1 1
) 1 1
3 | |
O I 1
0 [ 1
1 | | 1
T ol ok {alealrb oS el T [
1 | | 1
SR S
GLIS3 FGF7P4
ENST00000381971.8 /~<_  ENST00Q00509595.2
4 ~ 4
’ ~ . \_
\ 2 kbp |
' introns not to scale '
()
S
FGF7P4—2_
—
GLIS3 SUPPORTING READ COUNT

)

Split reads = 59

No coding regions retained in fusion transcript. F
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
6622 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 1

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 9 chromosome 16

p24.3 pl1.2
— —
breakpointl breakpoint2
chr9:2015404 chrl6:31222827
5572 ! !
S
o
[
3
o
0
1
7
:
TRIM72 P
ENST00000322122.8 e

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0

TRIM72

SPRY-associated domain
SPRY domain

translocation deletion
duplication inversion



chromosome 9

p24.3

breakpointl
chr9:2017207
72 !

0

Coverage
al

translocation
duplication

chromosome 16

pl1.2

breakpoint2
CII1I’16:31222827

TRIM72

ENST00000322122.8

deletion
inversion

2 kbp |

RETAINED PROTEIN DOMAINS

reading frame unclear

TRIM72

SPRY-associated domain

SPRY domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 9 chromosome 16

p24.3 pl1.2
— —
breakpointl breakpoint2
chr9:20177?9 cll1r16:31222827

5572 !
g’ ]
E 1
o |
3 1
(§] ]
0 1

! 1

7
! |
I— = U !
CTTTese-e- . _SMARCA2 TRIM72 el
ENSTO00006347601= = = = = « o _ _ _ . e ENST00000322122.8 e
7
\ 4 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

TRIM72

SPRY-associated domain
SPRY domain

translocation deletion
duplication inversion



chromosome 9 chromosome 16

p24.3 pl1.2
- —
breakpointl breakpoint2
chr9:2015404 chr16:31220896
5572 ! !
- |
) 1 1
3 0 |
() 1 1
0 1 1
! 1
7
Tt SMARCA2 TRIM72 P
2 - ENST00000322122.8 -7

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

TRIM72

SPRY-associated domain
SPRY domain

translocation deletion
duplication inversion



Coverage

0

p24.3

breakpointl
chr9:2016143
572 !

chromosome 9

translocation
duplication

T 7 == SMARCA2
ENST00000636963:1=

deletion
inversion

&

chromosome 16

pl1.2

breakpoint2
Cfllr16:31222827

TRIM72
ENST00000322122.8

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY-associated domain

TRIM72

SPRY domain

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



Coverage

0

p24.3

breakpointl
chr9:2016143
572 !

chromosome 9

translocation
duplication

T 7 == SMARCA2
ENST00000636963:1=

deletion
inversion

chromosome 16

pl1.2

breakpoint2
cr|1r16:31220896

TRIM72
ENST00000322122.8

e g
med
' s

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY-associated domain

TRIM72

SPRY domain

3 kbp

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 9 chromosome 16

p24.3 pl1.2
. J—
breakpointl breakpoint2
chr9:2017799 chr16:31220896
5572 : !
(]
% | :
[] ! 1
> \ |
8 1 1
0 1 1
! 1
7
el i
CTTTese-e- . _SMARCA2 TRIM72 i
ENST0000083476071= = = = = = o _ _ _ _ - ENST00000322122.8 LT
1 7
\ 4 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

TRIM72

SPRY-associated domain
SPRY domain

translocation deletion
duplication inversion



chromosome 9

chromosome 16

pl1.2

p24.3
—
breakpointl breakpoint2
chrg:7?50175(|)2 cf|1r16:31222827

Coverage

0

SMARCA2 P
ENST00000439732.6 -

= -

TRIM72
ENST00000322122.8

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

TRIM72

SPRY-associated domain

deletion
inversion

translocation
duplication

SPRY domain

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



27632

Coverage

chromosome 20

qll.22

breakpointl
chr20:352720(|)5

MMP240S

~

ENST00000566203.6 '\\

translocation
duplication

’

TM proximal of protein tyrosine phosphatase, receptor type J—

deletion
inversion

chromosome 20

ql2

breakpoint2
cr|1r20:42472562

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS

reading frame unclear

Fibronectin type Il domain

PTPRT

Protein—tyrosine phosphatase

Split reads = 48
Discordant mates =5

SUPPORTING READ COUNT



chromosome 3

chromosome 1
g21.3

p21.2

breakpointl breakpoint2
2500 chr1:100921841 ct|1r3:126496108

Coverage

UROC1

3 kbp |
' introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family
[ SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1

SLC30A7 UROC1
Urocanase C-terminal domain

translocation deletion
duplication inversion



chromosome 1 chromosome 3
g21.3

p21.2

breakpoint2

breakpointl
chr1:100918127 chr3:126496108

2590 : U
g) 1
E 1
[ ]
g )
(§] 1

0 1

UROC1

3 kbp |
' introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family
[ SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

UROC1

Urocanase C-terminal domain

SLC30A7

translocation deletion
duplication inversion



chromosome 1 chromosome 3
p21.2 g21.3

breakpointl breakpoint2
025%10089667'1 ct|1r3:126496108

Coverage pn,

0

UROC1

\ 3 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

SLC30A7 UROC1
Urocanase C-terminal domain

translocation deletion
duplication inversion



chromosome 7

g22.3

breakpointl

chr7:106591550
1074 !
g) ]
E 1
[ 1
3 '
(§] ]
0 i
1

1 1
! | |
Il 1 1

~
~
~

AC005050.1
ENST00000650160.1

RS 1 15 16 4,

deletion
inversion

translocation
duplication

Ny
~n

1

1

chromosome 7

q22.3

Sulfate permease family

breakpoint2
cr|1r7:107779763

- -- SLC26A3
- - ENST00000340010.10

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1

SLC26A3

STAS domain



chromosome 7

922.3

breakpointl

chr7:106598754
1074 1

Coverage

AC005050.1 ¢
ENST00000650160.1

RS 1 15 16 4,

deletion
inversion

translocation
duplication

chromosome 7

q22.3

breakpoint2
cr|1r7:107779763

--- eemmmT T SLC26A3
ENST00000340010.10

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0

SLC26A3

Sulfate permease family
STAS domain



chromosome 7 chromosome 7

g22.3 g22.3
—
breakpointl breakpoint2
chr7:106591550 chr7:107778281

1074 X :

S 0 1
o J '
[ | |
3 ! 1
O ! 1
0 i 1

1

1 1
! | |
Il 1 1

SLC26A3
ENST00000340010.10

AC005050.1 s
ENST00000650160.1

\ 2 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

SLC26A3

Sulfate permease family

STAS domain

translocation deletion
duplication inversion



Coverage -

0

chromosome 6

chromosome 6

g24.3

q24.3
— — —
breakpointl breakpoint2
crérg 14794751|9 cl?r6:148390134

b |
1 ! 1
~ ‘o - !
AL033504.1 Rl SASH1 7
ENST00000427015,1 s ’ ENST00000367467.8 e
2 kbp

@ 14 15 16 7,

Lymphocyte signaling adaptor protein
Variant SH3 domain

SAM domain (Sterile alpha motif)

translocation deletion
duplication inversion

SAM domain (Sterile alpha motif) -

RETAINED PROTEIN DOMAINS
reading frame unclear

introns not to scale

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1



chromosome 6

chromosome 6

g24.3

q24.3
— - —
breakpointl breakpoint2

chr6:147660819
845 !

Coverage -

0

L

ALU33504.1 L
ENST00000427615.1 X

~
~
<~ ’

@ 14 15 16 7,

CI;lr6:148390134

translocation deletion
duplication inversion

18 20
I
SASH1 L ’
ENST00000367467.8 e
2 kbp

RETAINED PROTEIN DOMAINS

reading frame unclear

Lymphocyte signaling adaptor protein
Variant SH3 domain
SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif) -

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 7 chromosome 7

g31.2 gl1.21
breakpointl breakpoint2

chr7:116953691 chr7:66554837
29744 ! !
(] ] 1
% ! |
9] ! 1
3 i |
O ! 1
0 1 1
1
]

1

| : Bl <]
1

1

~ -
~ _ -

CTTTEeesseea. L __sSTT s~ ---7"  AC006001.3

ENST000003230848% ======oo_____ .-t ENST00000638711.1

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein
[ SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0

ST7

translocation deletion
duplication inversion



chromosome 7

q31.2

chromosome 7

g11.21

_

breakpointl
chr7:116953691
29744 !

Coverage

0

ENST00000323984:8 ===~~~ _ _ _ -

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|fST7 protein

__ _AC0060013
- 'ENS'FODQOQQ49G35.1

breakpoint2
cr|1r7:66560675

1

| 9 8 {76 5 a3 [ 2 1eia]
| 1

| 1

Il

©

2 kbp |

ST7

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1



chromosome 5 chromosome 5

g35.3 g35.2
(MR RIS RN LIRIND
— —
breakpointl breakpoint2
chr5:180851381 chr5:176345183
3569 ! !
| |
9] ! |
3 | i
(@] [ [
0 1 [
1 | 1
[1 b : sa g0l Ot 2
1 | 1
1 | ! 1
ZFP62 C~_ T SIMCL------- " 71171 e-ommmtTTTT
---------- _ENSTF00000429602.7

ENST00000506377.5 % ~ ~ _

4 e

3 10

1 kbp
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 34

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 5

chromosome 5
935.3 935.2
(A N BRI T ETRD
— —
breakpointl breakpoint2
chr5:180851381 chr5:176337062
3569 : U
g’ 1
E 1
[ 1
3 [
(§] [}
0 [
1

N 1
-

ZFP62 “~_ -7
ENST00000506377.5 7 ~ ~ _ _

4 ~

Bl RE—

[ el [

1 kbp

introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 19
Discordant mates = 0

translocation deletion
duplication inversion



3569

Coverage

chromosome 5

g35.3

(RS AR IR

_4\\

breakpointl
chr5:1808505§2

@ 14 15 16 7,

translocation
duplication

ZFP62
ENST00000502412.2

deletion
inversion

chromosome 5

breakpoint2

g35.2

cll1r5:176345183

2 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
C2H2-type zinc finger
Zinc finger, C2H2 type

ZFP62 SIMC1

introns not to scale

SUPPORTING READ COUNT

Split reads = 6

Discordant mates = 0



chromosome 5 chromosome 5

935.3 935.2

RIS NN EED)
— ‘/\\K

breakpointl breakpoint2
chr5:180861219 chr5:176345183
3569 : :
g) ! 1
o J J
o | |
3 1 i
O 1 [
0 i [

ZFP62 ! SIMCL -----IIIIIii--

ENST00000502412.2 e ENSTO06000429602.7

2 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Splitreads =1

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g35.3 g35.2
(R REIS IR NED
— - —
breakpointl breakpoint2
chr5:180861215 chr5:176345183
3569 : :
S ' |
o ! J
[ ! |
3 ! i
(&) 1 |
0 i [
1

1 1
Dot C-[I AT e B
1
1

AY - -
ZFP62 “ SIMC- - ------ """

ENST00000506439.5 _______------""""7E

1 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Splitreads =1

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 7

922.3

chromosome 7

q22.3

breakpointl

chr7:106610397
1074 !

Coverage

%

AC004917.1°~_ -~ T TTTe-ol N
ENST00000592441.1, 7 ~ < R
d

=

RS 1 15 16 4,

breakpoint2
cr|1r7:107779763

il

SLC26A3
ENST00000340010.10

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1

SLC26A3

Sulfate permease family

deletion
inversion

translocation
duplication

STAS domain



chromosome 7

breakpointl

chr7:106760566
1074 !

Coverage

AC004917.1
ENST00000592441.1

RS 1 15 16 4,

translocation
duplication

q22.3

deletion
inversion

chromosome 7

q22.3

breakpoint2
cr|1r7:107779763

21

il

T SN SLC26A3
T ENST00000340010.10

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1

SLC26A3

Sulfate permease family
STAS domain



chromosome 1

chromosome 1

p22.3 p22.3

(LALLM RN LA B ) (L A A LR L)

— — T

breakpointl breakpoint2

chr1:85496166 chr1:85358847
2170 ! 1
o | |
] ! |
9] l |
8 : :
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 15 16 4,
L |

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



chromosome 1 chromosome 1

p22.3 p22.3

Y — )
breakpointl breakpoint2

chr1:85577984 chr1:85358847
2170 : :
S ! 1
o J J
[ | |
3 1 1
(&) 1 1
0 [ 1

1

| |

3 Hax 6 1
1
1

AC092807.3 N
ENST00000467530.5 \

-——=

2 kbp |
introns not to scale

1

14 15 16
>
> L |

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



chromosome 1
p22.3

chromosome 1

JE—

breakpointl

chr1:85575832
2170 !
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 = 2
Discordant mates = 0



2170

Coverage

chromosome 1
p22.3
N L R L )

)

breakpointl
chr1:8557798|4

chromosome 1

p22.3

)

breakpoint2
cl?r1:85351579

AC092807.3 N
ENST00000467530.5 \

@ 14 15 16 7,

Arginine deiminase

deletion
inversion

translocation
duplication

- -

o]
T~
w
™
N
N

m—

RETAINED PROTEIN DOMAINS
reading frame unclear

DDAH1

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 11

chromosome 11
p15.1

pl5.4

breakpoint2

breakpointl
chr11:373139|1 ck|1r11:20493919

6803

Coverage

__PRMT3 __

ENST00000324932.12 - - - - - ~ ENST00000331079.11

4 kbp
' introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 25
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 7 chromosome 9

Coverage

g31.2 g22.2
—
breakpointl breakpoint2
chr7:116482813 chr9:90843858
894 ! !
1
1
:
1
0 i
! 1 1
I
; 3 14
L
AC002066.1 "~ _, SYK
ENST00000446355.2 "~ _ L L
I \v/ /,
\ 2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1

SYK

SH2 domain
Protein kinase domain

translocation deletion
duplication inversion



894

Coverage

chromosome 7

g31.2

chromosome 9

q22.2

—

breakpointl
chr7:11649935|4

AC002066.1 N
ENST00000446355.2 ‘: 4

@ 14 15 16 7,

translocation deletion
duplication inversion

breakpoint2
cI|'|r9:90843858

SH2 domain

14

SYK

14

RETAINED PROTEIN DOMAINS
reading frame unclear

2 kbp |

SYK

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1



chromosome 7

chromosome 9

q22.2

g31.2
—
breakpointl breakpoint2
. chr7:11643317|6 cr|1r9:90843858
1 1
& : :
[ ! [}
3 ! 1
(&) 1 |
0 i 1
1 1

AC002066.1 ~ p
ENST00000656866.1" ~ _ .
I

] -

@ 14 15 16 7,

deletion
inversion

translocation
duplication

1
:E
1 | 1
1
]

14

SYK

14

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

SYK

SH2 domain
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1



chromosome 7

chromosome 9

q22.2

g31.2
JE—
breakpointl breakpoint2
804 chr7:1164827t|30 ckllr9:90843858
1 1
(]
g | |
[ 1 [}
3 1 [
(&) 1 |
0 [ [
1 1

1
1
)

AC002066.1
ENST00000656866.1

@ 14 15 16 7,

translocation deletion
duplication inversion

14

14

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

SH2 domain

Split reads = 2
Discordant mates = 1

SYK

Protein kinase domain



chromosome 6

q22.33

—

breakpointl
chr6:127473080
372 U

Coverage n

0

]

TTTT---SQGA3  __---"77
'ENST00000465909.2 - - - _ _

@ 14 15 16 7,

translocation deletion
duplication inversion

chromosome 6

q22.33

breakpoint2
cr|1r6:127454101

3 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA

Domain of unknown function (DUF4482)

introns not to scale

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1



Coverage n
()

chromosome 6

022.33

—
breakpointl

2chr6:1274752£|)3

0

1
e DI F
1 |

chromosome 6

922.33

—_—

breakpoint2
Cfl1r6:127444282

@ 14 15 16 7,

translocation deletion
duplication inversion

3 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA

SOGA3 KIAA0408

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



Coverage n
()

chromosome 6

q22.33

—
breakpointl

2chr6:1274752£|)3

0

@ 14 15 16 7,

translocation
duplication

chromosome 6

q22.33

—

breakpoint2
cr|1r6:127447740

deletion
inversion

L

RETAINED PROTEIN DOMAINS

reading frame unclear

SOGA3

Protein SOGA

KIAA0408

3 kbp

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 3 chromosome 3

p22.2 p22.2
) el )
breakpointl breakpoint2
chr3:38379342 chr3:37366080
10356 ! !
S 0 |
E ] 1
) 1 |
3 ! [
O ! [
0 1 1

- XYLB Tl I

\ 4 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N-terminal domain

FGGY family of carbohydrate kinases, C-terminal domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

XYLB GOLGA4

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p22.2 p22.2
) el )
breakpointl breakpoint2
chr3:38376991 chr3:37366080
10356 ! !
S ! |
E ] 1
) 1 |
3 ! [
() 1 |
0 1 1

- XYLB  Tt-- s2-zz====EEEEETTC

\ 4 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N-terminal domain

FGGY family of carbohydrate kinases, C-terminal domain
SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

XYLB GOLGA4

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p22.2 p22.2
) el )
breakpointl breakpoint2
chr3:38379338 chr3:37366080
10356 ! !
S 0 |
E ] 1
) 1 |
3 ! [
O ! [
0 1 1

- XYLB Tl I

\ 4 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N-terminal domain

FGGY family of carbohydrate kinases, C—terminal domain

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

XYLB GOLGA4

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p22.2 p22.2
) — )
breakpointl breakpoint2
chr3:38379342 chr3:37361243
10356 ! !
S ! |
E 1 1
[ ! |
3 1 1
O ! i
0 1 [

\\\s\ XYLB ~~‘~‘\ _G_O_L_GA_A- ____________________________
RN ENST00000207870.8 R - e ENST00000361924.6
S~ ] e e e e
1 24
I

\ 4 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N—-terminal domain

FGGY family of carbohydrate kinases, C-terminal domain

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

XYLB GOLGA4

translocation deletion
duplication inversion



chromosome 10 chromosome 7

023.33 gq31.2
— —
breakpointl breakpoint2
chr10:92462484 chr7:116699071

390192 ! !
S 0 |
o J !
[ | |
3 ! [
O ! [
0 1 1

\ 4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS

15 reading frame unclear
3 14 ‘ 16 >

Insulinase (Peptidase family M16)

Peptidase M16 inactive domain
Middle or third domain of peptidase_M16
Peptidase M16 inactive domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
IDE
Sema domain
in

=

Plexin repeat
IPT/TIG doma

Protein kinase domain-

translocation deletion
duplication inversion



49688

Coverage

chromosome 12

ql4.3

chromosome 12

ql4.3

—

breakpointl
chr12:6582684|13

breakpoint2
cll1r12:65828001

translocation
duplication

RPSAP52
ENST00000489520.2

deletion
inversion

1
1 P 2 h
! — |

Ny _.enT HMGA2 LT
AN .- ENST00000393577.7 P
’ \\”,—’ ’——_—
1 . S
I

| 500 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

HMGA2

AT hook motif




chromosome 1

chromosome 18

gl2.2

_ (e

breakpointl breakpoint2

chr1:35641342 chr18:37529188
20213 ! !

Coverage

PSMB2
ENST00000373237.4

RETAINED PROTEIN DOMAINS
reading frame unclear

Proteasome subunit

PSMB2

translocation deletion
duplication inversion

\ s

N -~ CELF4
N L, ’E‘NST00000587449.1

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 1 chromosome 18

p34.3 ql2.2
I RV
— —
breakpointl breakpoint2
chrl:35641342
20213 !

Cl?r18:37485607

Coverage

PSMB2
ENST00000373237.4

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Proteasome subunit

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0

PSMB2 CELF4
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



chromosome 10 chromosome 10

p11.21 p11.21
breakpointl breakpoint2
chr10:34814876 chr10:35071339

6886 ! !
g’ 1 1
¢ [ |
9] 1 |
8 [ 1
o [ )
0 [ 1
LA LOAL]

€7

! |
L - :

I e — -7 -
PARD3 ‘O TTte-.___ CUL2----7T7
ENST00000374789.8 :‘\ - - - ~ENST00000421317.4 -
1

3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal of Par3 and HAL proteins
SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

PARD3 CuL2
Cullin family

Cullin protein neddylation domain—

translocation deletion
duplication inversion



chromosome 10 chromosome 10

pl1.21 pl1.21
breakpointl breakpoint2
cll1r10:35035296

chr10:34814876
6886 ;

Coverage

1 LA D

ENST00000374789.8

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal of Par3 and HAL proteins
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

PARD3 CuL2
Cullin family

Cullin protein neddylation domain—

translocation deletion
duplication inversion



chromosome 9 chromosome 7
g31.2

g22.31

breakpoint2
cr|1r7:117385809

breakpointl
chr9:92379859
7644 !

Coverage

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP-A-nucleosome distal (CAD) centromere subunit, CENP-P

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1

CENPP ASZ
Ankyrin repeats (3 copies)
SAM domain (Sterile alpha motif)

translocation deletion
duplication inversion



chromosome 9 chromosome 7

q22.31 q31.2
breakpointl breakpoint2
chr9:92616063 chr7:117385809
7644 ! !
) |
[¢] 1
o '
3 |
(§] 1
0 1
1
1
1
iSO iaaia - '
1" ;
' '
IR S CENPP Tl o
TTte-- Ll . ENST00000375587.8 TTee-Ll L

3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP-A-nucleosome distal (CAD) centromere subunit, CENP-P
SUPPORTING READ COUNT
Split reads = 4
Discordant mates = 1
ASZ
motif)

CENPP
Ankyrin repeats (3 copies)
SAM domain (Sterile alpha

translocation deletion
duplication inversion



chromosome 9 chromosome 7
g31.2

g22.31

breakpoint2
cll1r7:117384860

breakpointl

chr9:92379859
7644 !
g’ ]
I ]
[ ]
3 1
O 1
0 1

" '
o el _--Asz;

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP-A-nucleosome distal (CAD) centromere subunit, CENP-P

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1

CENPP
Ankyrin repeats (3 copies)
SAM domain (Sterile alpha motif)

translocation deletion
duplication inversion



chromosome 9 chromosome 7
q31.2

q22.31

breakpoint2
cr|1r7:117385809

breakpointl

chr9:92612614
7644 :
g’ ]
E 1
[ )
3 1
(§] ]
0 1

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP-A-nucleosome distal (CAD) centromere subunit, CENP-P

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

CENPP ASZ

Ankyrin repeats (3 copies)
SAM domain (Sterile alpha motif)

translocation deletion
duplication inversion



chromosome 9 chromosome 8

422.32 q24.22
breakpointl breakpoint2
11 chr9:9437492|7 ckllr8:135288096

] 1
| |
o 1 1
3 I I
0 1 1
1

1

7}y 5 30k E | DI
! 1
! 1

J 4

‘< -

-------------------------- MFSD14B . LINC01591 L7
ENSTO00000375344 8=~~~ =~~~ - . _ ___ ___ R ENST00000657881.1 .~
I
.
1 kbp |

introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

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

translocation deletion
duplication inversion



chromosome 9 chromosome 8

422.32 q24.22
breakpointl breakpoint2

11 chr9:9437492|7 cll1r8:135296497
] 1
| :
9] ! 1
3 I I
0 1 1
1

1

7}y 5 30k E | DI
! 1

! 1

4 -

__-LINCO1591 _--

-------------------------- MFSD14B _
ENSTO0000376344 8=~ =~~~ ~~~o - ___ _ _ __ _ .-~ ENST00000657881.1
_____________ - .-
[ 1 4 B 5 |
=
1 kbp |

introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 2
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 8

chromosome 9
q24.22

022.32

breakpointl breakpoint2
chr9:9437492|7 cl|1r8:l35291l76

1

7}y 5 30k E | DI
! 1

! 1

]
-
- -

__________________________ MFSD14B -7 LINCO1591 e
5 A e ENST00000657881,1 -

Coverage
N

0

1 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 2
Discordant mates = 0

translocation deletion
duplication inversion



