chromosome 5 chromosome 5

ql3.2 gql3.2

breakpoint2
cI|1r5:71003857

breakpointl

chr5:69920867
7562 !

Coverage

b

1
\
\

\ GUSBP13
‘ENST00000506490.2

2 kbp |

introns not to scale

@ 1 15 16 4,

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads = 587
Discordant mates = 2

NAIP

Inhibitor of Apoptosis domain—

NACHT domain
NOD2 winged helix domain
NLRC4 helical domain-

translocation deletion
duplication inversion



chromosome 8

pl1.23

—_

breakpointl

chr8:38467981
469317 ;

Coverage

1

e 3 2 1]
! 1

! 1

FGFR1 N
ENST00000532791.5 ;N

18

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

CSGALNACT1
Chondroitin N—acetylgalactosaminyltransferase

deletion
inversion

translocation
duplication

chromosome 8

p21.3

—

breakpoint2
cr|1r8:19601865

e s
1
1

T~ --CSGALNACT--~ "~
_ _ - ENST00000522854.5
Mhcieis sigh
| 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 559
Discordant mates = 0



chromosome 8 chromosome 8

pl1.23 p21.3
) N
breakpointl breakpoint2
chr8:3846767|2 cr|1r8:19601865
469317 X 1
g’ 1 1
] | 1
9] i )
8 ! 1
O 1 1
0 | 1
1 1

K v Faa U I 0 N

1 1
|I ! 4
\ T~ s

FGFR1 Y T 7.~ CSGALNACTL---"""
ENST00000397108.8 \ __ - - ENST00000522854.5_ _
“w _,-—"_—— ~_"‘~_\
B o s il g g K
| 2 kbp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

CSGALNACT1
Chondroitin N—acetylgalactosaminyltransferase

translocation deletion
duplication inversion



chromosome 7

g36.1

chromosome 7

36.1

— - —
breakpointl breakpoint2
chr7:150047609 chr7:152783187
3090 — ! :
g ' '
E ] 1
o 1 1
3 | [
O [ [
0 ! 1
! 1
7 b 8 o
' X [ |
1 1
L N /I _ J
AC092666.2 Pt ACTR3B
ENST00000818287.1 .~ ENST00000256001.13
AN .

~ -
’ -

12

12

P P
S O B N A e O )
S I

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

ACTR3B
Actin

deletion
inversion

translocation
duplication

900 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 0



chromosome 7

g36.1

chromosome 7

436.2

— — —

breakpointl breakpoint2
chr7:150047609 chr7:152800531
3090 — ! !
g’ 1 1
o ! !
o | |
3 I [
O ! [
0 ! 1
1

' X [ |
1 1
‘e /I _-’
AC092666.2 .- ACTR3B
ENST00000818287.1 -7 ENST00000256001.13
’ S -~

~ -
. =

12

Gy By OO 1 R 75 O OO R 1 O W88
= S

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

ACTR3B
Actin

translocation deletion
duplication inversion

900 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 7

g36.1

chromosome 7

436.2

— — —

breakpointl
chr7:150047609
090 — !

Coverage

0

¢ ~ ’
AC092666.2 -
ENST00000818287.1 T

~ -
’ =

Gy N .

> 1 15 16 4,

deletion
inversion

translocation
duplication

breakpoint2
cl;1r7:152801621

ACTR3B -
ENST00000256001.13 _--"

= e

| 900 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

ACTR3B
Actin



16683

Coverage

chromosome 20

pl1.21

chromosome 20

pl1.21

breakpointl breakpoint2
chr20:2360362|1 cr|1r20:23565037

]

]

]

‘ I

]

1

#—4 —
1 1
2 : N
' X X '
CcsT9 el T csToL
ENST00000376971.4 e T T Tl IPENN ENST00000376979.4
. 600 bp ,

RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

CST9

CPHTIL
Cystatin domain

«=== translocation
duplication

deletion
inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 6



16683

Coverage

chromosome 20

pl1.21

chromosome 20

pl1.21

breakpointl
chr20:236056(|)5

breakpoint2
cr|1r20:23565039

3
1 1
L , ' s
CST9 csToL
ENSTO00000376971.4 L RN - e o N ENSTO00000376979.4
T
. 600 bp ,

RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

CST9

CBTIL
Cystatin domain

«=== translocation
duplication

deletion
“=== inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0



16683

Coverage

chromosome 20

chromosome 20

pl11.21 pl1.21
breakpointl breakpoint2
chr20:236056(|)5 cll1r20:23566089

] ]
] ]
1 ]
‘ :

e —— _:

1 1
z N
: ! 3 !
CST9 TTe-.._ __---"TcsToL
ENST00000376971.4 AR __.---77 ~~. ENST00000376979.4

600 bp

RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

CST9 CSTIL
Cystatin domain

«=== translocation
duplication

deletion
inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 20 chromosome 20

pl1.21 pl1.21

breakpointl breakpoint2
chr20:23603621 chr20:23566087
16683 ! !

Coverage
o

—_—

z | |

I
[ _I I\ -4

CcsTo el T Ts~.__ __---"TcsToL

ENST00000376971.4 eT T _- -~~~ _ ENST00000376979.4

| 600 bp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 6

CST9 CSTIL
Cystatin domain

«=== translocation deletion
duplication inversion



16683

Coverage

chromosome 20

pl1.21

breakpointl
chr20:236035£|94

«=== translocation
duplication

deletion
inversion

CST9
ENST00000376971.4

chromosome 20

pl1.21

RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

CST9

CPHTIL
Cystatin domain

breakpoint2
ct|1r20:23565037
]
]
]
]
]
1
44 —

CSTIL
ENST00000376979.4

600 bp

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 6



chromosome 20

chromosome 20

pl11.21 pl1.21
breakpointl breakpoint2
chr20:23605610 chr20:23566087
16683 ! !
] 1 1
E ]
S |
(§] 1
0 e —— ——
1 1
z N
: l l :
CcsT9 Tt __---"TcsTaL
ENST00000376971.4 L TN __---7 7 =~ ENST00000376979.4
I

CST9

«=== translocation
duplication

deletion
inversion

Cathelicidin

| 600 bp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

CSTIL
Cystatin domain



chromosome 5 chromosome 5

935.2 g35.2
— —
breakpointl breakpoint2
chr5:174046884 chr5:173443900

8329 : :
(] ] 1
g ) '
o 1 1
3 1 1
O ! 1
0 1 [
1

1

Tte-s _":_‘::ngg\_ S AC016573.1 T
ENSTO0000549717.1™ = = - _ _ ee-mTT ENST00000663262.1 L

700 bp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|fDl dopamine receptor—interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 0

NSG2

translocation deletion
duplication inversion



Coverage o
w

chromosome 5 chromosome 5

935.2 g35.2
— —
breakpointl breakpoint2

chr5:17404688|4 ck|1r5:173439428

1
ﬁl s>>>>> 4) T :
| 1

1

To-el U TNSG2. --T AC016573.1 T
ENST00000549717.1™ = - - - - ENST00000663262.1 .-

\ 700 bp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|fDl dopamine receptor—interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 1

NSG2

translocation deletion
duplication inversion



Coverage o
w

o

chromoso

me 5

935.2

—

breakpointl
chr5:l7404682l34

@ 14 15 16 7,

translocation
duplication

-JITNSG2 _
ENSTO0000529717.1" =~ ~ - _

deletion
inversion

chromosome 5

35.2

—_—

breakpoint2
Cfllr5:173431677

-7 AC016573.1
-7 ENST00000667613.1

RETAINED PROTEIN DOMAINS
reading frame unclear

|fDl dopamine receptor—interacting protein (calcyon)

700 bp |

NSG2

introns not to scale

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 3



chromosome 5 chromosome 5

435.2 435.2
— —
breakpointl breakpoint2
chr5:174046884 chr5:173424714
8329 : :
(]
4 I |
[] ! 1
3 1 1
O ! 1
0 1 1
1 ! 1
ﬁl 2 by a ) T :
| I ! :
3 ! ; .
e sc. T AC016573.1
ENSTO00005487171™ =~ ~ - _ _ _ 7 ENST00000663262.1 Ik
=-< = __ - -
[t 2 6
_

700 bp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

D1 dopamine receptor—interacting protein (calcyon)
[ SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 3

NSG2

translocation deletion
duplication inversion



chromosome 3

chromosome 17
q29

923.2

—_

breakpoint2
cr|1r3:198180755

breakpointl
chr17:6256012|6

3981 X X
o

g | |
9] ] |
3 | 1
O ) 1
0 1 [

! 1

15
! |
--a -~ _ /‘ /’
“~~___~ TLK2“‘~~__§ , FAM157A 7
T ENST00000326270.13 TTe-ol 0 ENST00000634862.1 ,’
Tt N ’
15
\ 3 kbp |

introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 122
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 11 chromosome 11

q13.2 p15.4

b

breakpointl breakpoint2
chr11:6795548|2 ckllrll:3508396

638

Coverage

1 1

: s I ;
1 1
1 1

3 - ~ -

AC004923.1 R -7 RS -7 . AC127526.2
ENST00000527543.2 PR -7 T~ ENST00000526533.1

\ 500 bp |
introns not to scale

4@0 > 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 56

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

translocation deletion
duplication inversion



chromosome 11 chromosome 11

q13.2 pl5.4
o - Y
breakpointl breakpoint2
chr11:67955482 chr11:3515198
638 : :
(]
g | |
[ [} 1
3 ! 1
o | |
0 1 1
1 | | 1
1
¢ 1 | | 3
I ; ; I
AC004923.1 el LT CTTte-ol_. __AcE275%62
ENST00000527543.2 PR - ---" " TENST00000526533.1
1 [ 2 P 3
\ 500 bp |
' introns not to scale '
< 14 15 16,
be
% ¥ T %

SUPPORTING READ COUNT

Split reads =9

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

translocation deletion
duplication inversion



chromosome 8 chromosome 8

pl1.23 p11.23
breakpointl breakpoint2
chr8:37766355 chr8:38316042
254826 ! !
g’ ]
E 1
[ 1
3 1
(§] ]
0 1

T--.__PLPBP. __
ENST00000328195.8 ™ ~ - -

\ 3 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Alanine racemase, N-terminal domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 2

PLPBP NSO3
PWWP domain
AWS domain
SET domain
NSD Cys-His rich domain-—

translocation deletion
duplication inversion



chromosome 8 chromosome 8

pl1.23 pl1.23
B —
breakpointl breakpoint2
chr8:37766355 chr8:38337467
254826 ! !
S 0 |
E ] )
) 1 |
3 0 1
() | |
0 1 1
8 |
B e NSD3-------""""""7"
ENST00008328195.8 ~ - - - T ENST00000527502.5

\ 3 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Alanine racemase, N—terminal domain

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2

PLPBP NSD3
PWWP domain

AWS domain
SET domain
NSD Cys-His rich domain-

translocation deletion
duplication inversion



chromosome 19

q13.43

(NG

— T

J—
breakpointl breakpoint2
chr19:58586356 chr8:213710
310 : :
(]
g | :
[ | |
3 | '
O ) 1
0 1 1
' I ' I
1 | | 3
| ' | !
1 ! 1 !
\ l\ ——— P
" AC016629.1 ' el o-meT - RPL23AP53
‘\ENST00000597341.1 e T Tt --ol ENST00000606975.1
\ ‘\ _____—-"' ‘---__§_~~
1 3

chromosome 8

p23.3

300 bp |

Genes are not protein—coding.

deletion
inversion

translocation
duplication

introns not to scale

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 19 chromosome 8

q13.43 p23.3

(R R TRRD
N i my

breakpointl breakpoint2

chr19:58586356 chrg8:219417
310 : :

(]
4 | :
[ | |
3 1 |
O 1 |
0 1 1
1 ! 1 !
]
1 | | 3
| L |
\ |\ _________________________ 4
' AC016629.1 L RPL23AP53 7~

* ENST00000597341.1 -
\

| 300 bp ,
introns not to scale

SUPPORTING READ COUNT

Split reads = 17

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

translocation deletion
duplication inversion



chromosome 1 chromosome 1
p22.1 p21.3

- N
breakpointl breakpoint2
chrl:92129776 chr1:99144036
1867 ! !
]
g I :
[ ! |
3 1 1
(@] 1 [
0 1 1
! 1
[ 8
' :
; )
7 AL445433.2 e
e ENST00000425113.1 ,~

’

\ 2 kbp |
introns not to scale

@ 1 15 16 4,
L |

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2

BTBD8

translocation deletion
duplication inversion



chromosome 1 chromosome 1

p22.1 p21.3

—
breakpointl breakpoint2
chr1:92129776 chr1:99201929
1867 ! !
S ' |
o 1 !
[ ! |
3 1 1
O ) 1
0 1 1
1

1

g Crabiealics INENN
! 1

, K

-
-

. AL4454332_ -
_ -~ ENST00000662573.1

\ 2 kbp |
introns not to scale

@ 1 15 16 4,
L |

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

BTBD8

translocation deletion
duplication inversion



chromosome 8 chromosome 8

pl1.23 p11.23
breakpointl breakpoint2
chr8:38266141 chr8:38316042

254826 ! !
S ' |
o ! !
[ ! |
3 ! 1
O ! 1
0 | 1

I
S a2
[ 7 e
h n
l\ ,I

~ -

PLPP5 “~~__ -7

-

ENST00000424479.7 .=~~~ _

\ 2 kbp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

PAP2 superfamily

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

PLPP5 NSO3
PWWP domain
AWS domain
SET domain
NSD Cys-His rich domain-—

translocation deletion
duplication inversion



chromosome X chromosome X

pl1.21 pl1.21
f T -
breakpointl breakpoint2
chrX:56205162 chrX:56250231

2096 ! !
> ! !
8 ! '
) 1 1
3 ! |
O 1 [
0 1 [

1 : 1

! 3 | 1 i 3 I 6 |

1 ! 1

o ' R , K

T~ DI IA056309.1 KLF8
ENSTO0000655874.1" =~~~ _ _ _ e ENST00000468660.6 L7
& 2 b ;
I |
\ 3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

KLF8
Zinc finger, C2H2 type

translocation deletion
duplication inversion



Coverage n»

0

chromosome X

pl1.21

breakpointl

chrX:56014961
096 U

@ 14 15 16 7,

translocation
duplication

T oAL050309.1
ENST00000655674.1~ ~ ~ - _

deletion
inversion

chromosome X

breakpoint2
cl:an:56250231

I

1
]
-

3 H

p11.21
1
|
KLF8 Lo
ENST00000468660.6 -7
6
3 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

KLF8

Zinc finger, C2H2 type

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome X chromosome X

pl1.21 pl1.21
f T -
breakpointl breakpoint2
chrX:56205167 chrX:56250231

2096 ! !
> ! !
8 ! '
) 1 1
3 ! |
O 1 [
0 1 [

1 : 1

! 3 | 1 i 3 I 6 |

1 ! 1

o ' R , K

-~ DI IA056309.1 KLF8
ENSTO0000655874:1” = ~ ~ - _ _ _ e ENST00000468660.6 L7
G o b ;
I |
\ 3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

KLF8
Zinc finger, C2H2 type

translocation deletion
duplication inversion



chromosome X chromosome X

Coverage n»

p11.21 p11.21
- J—
breakpointl breakpoint2
chrX:55908800 chrX:56265180
096 ! !
1 1
1 1
1 1
1 1
1 1
0 1 i
1 : l 1
= ; | CHp e b ;
" ) ::- . !
TR REIiooo. AL050309.1 e KLF8
ENSTO0000658575:F = = <~ - _ _ _ _ .- ENST00000468660.6 -7
1] 3 ! 6
\ 4 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

KLF8
Zinc finger, C2H2 type

translocation deletion
duplication inversion



ch

Coverage n»

09

chromosome X

chromosome X
p1l1.21 p1l1.21
— —
breakpointl breakpoint2
%X:559088(|)0 cll'an:56250231
I I
1 1
1 1
1 1
1 1
0 1 [
1 : I 1
[ ; R ;
f ! |
L L ! )
T TTTERTaoo. ALO50309.1 KLF8
ENSTO00000658575:F ===~ - _ _ _ L ENST00000468660.6 L7
=T :
\ 4 kbp |

@ 14 15 16 7,

translocation
duplication

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

KLF8
Zinc finger, C2H2 type

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 10

q24.32

chromosome 10

q24.32

breakpointl

chr10:101538371
3725 :
> |
E 1
[ 1
3 1
O 1
0 1

@ 14 15 16 7,

translocation deletion
duplication inversion

breakpoint2
cI;|r10:101267572

15

1
|
! 1

1

RETAINED PROTEIN DOMAINS
reading frame unclear

D domain of beta-TrCP
F-box-like

) s

LBX1-AS1
ENST00000434878.1

2 kbp |

BTRC

L

introns not to scale

WD domain, G-beta repeat
SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



