chromosome 20

g11.21

chromosome 20

pl2.3

2618

Coverage

breakpoint2

breakpointl
chr20:324746(|)1 cr|1r20:5916326

11

deletion
inversion

translocation
duplication

NOL4L CHGB ,
ENST00000621426.6 ENST00000378961.9 e
e
\ 2 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 1

CHGB

NOL4L
Granin (chromogranin or secretogranin)



chromosome 2 chromosome 2

p23.2 p23.2
— — —
breakpointl breakpoint2
chr2:28783978 chr2:28799199
20679 ! !

Coverage

----- - -SPDYA ---~""" PPPICB . --"
ENSTO00004628325_ 7~ ~ ~ - - _ _ -7 ENST00000296122.10_ _ - - =~ ~

[ ;

\ 2 kbp
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 42
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.2 p23.2
— — —
breakpointl breakpoint2
chr2:28793997 chr2:28799199
20679 ! !

Coverage

Tte-ol ~S~|5DY73\‘~-__ e--T7 PPP1CB -7

" TENSTO00004628325 - - ---mT ENST00000296122.10_ - - -~~~

\ 2 kbp
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

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

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.2

p23.2
E . — T
breakpointl breakpoint2
chr2:28783978 chr2:28788658

20679 ! !
g’ ]
E 1
o |
3 |
(§] ]

0 1

1

" PPP1CB T
- ENST00000296122.10 _ .-

ES :

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1

PPP1CB
Calcineurin-like phosphoesterase

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.2 p23.2

- (D RN IRA TR D

breakpoint2
ck|1r2:28793864

breakpointl
chr2:2879395|l

20679

Coverage

——e " SPDYA--___ -7 PPP1CB -

~ TENST000004628325 T ---__ _ UL ENST00000296122.10 _ _ - - -~

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

PPP1CB

Calcineurin—like phosphoesterase -

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.2

p23.2
T - —
breakpointl breakpoint2
chr2:28788809 chr2:28783907
20679 ! !
g’ 1
E 1
[ 1
3 1
(§] ]
0 1
! 1
9
a —:
e T sPovaL Pt PPP1CB Pt
EN‘ST006904628312.‘5_~ TTTe-a L -7 ENST00000296122.10 ---7

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2

PHP1CB
Calcineurin—like phosphoesterase

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.2 p23.2
E T - —
breakpointl breakpoint2
chr2:28799299 chr2:28752038

20679 ! !
] ] 1
g ! '
[ | 1
8 ! 1
O | [
0 1 1

1 1 |

9
! I
i i o PPP1CB o
~ ~ENSTQ0000462832.5 TTe--l e ENST00000296122.10 .7
SR N R R s

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 2

PPP1CB

Serine-threonine protein phosphatase N-terminal domain

Calcineurin-like phosphoesterase

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.2 p23.2

- (D RN IRA TR D

breakpoint2
ct|1r2:28793863

breakpointl

chr2:28788809
20679 ;

Coverage

_ . PR PPP1CB UL
ENST000004628325 ~ ~~---__ __ -7 ENST00000296122.10 _ _---""

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

PPP1CB
Calcineurin—like phosphoesterase

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.2

p23.2
T - T
breakpointl breakpoint2
chr2:28788762 chr2:28788796
20679 : !

] 1
4 .
[ 1
3 1
O 1
0 1

! 1

9
4 —:
Tt T TTsPRYA L T PPP1CB PP
ENST000004628325 ~ ~~=--__ __ -7 ENST00000296122.10 -7
- - , -
1 2 30 9
BRSO E
\ 2 kbp |
' introns not to scale '
14 15 16
(g 17 2
@) RETAINED PROTEIN DOMAINS
=\e reading frame unclear
=<
- SUPPORTING READ COUNT

\(\Sp Split reads = 4
%o,,q Discordant mates = 0

PPP1CB
Calcineurin—like phosphoesterase

translocation deletion
duplication inversion



20679

Coverage

chromosome 2

p23.2

breakpointl
chr2:287939£|)7

--— "SPDYA- - - _ _

" TENST000004628325 -~ __

@ 14 15 16 7,

og

—

breakpoint2
cll1r2:28752038

RETAINED PROTEIN DOMAINS
reading frame unclear

Serine-threonine protein phosphatase N-terminal domain

translocation deletion
duplication inversion

PPP1CB

Calcineurin-like phosphoesterase

p23.2

chromosome 2

PPP1CB
ENST00000296122.10 e

2 kbp

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2



chromosome 16 chromosome 16

g23.3 ql3

breakpoint2

breakpointl
cr|1r16:57127849

chr16:83345006
1375 !

Coverage

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin prodomain like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 28
Discordant mates = 0
CPNE2
Copine

CDH13

translocation deletion
duplication inversion



1375

Coverage

chromosome 16

q23.3

chromosome 16

ql3

breakpointl
chr16:833450(|)6

translocation deletion
duplication inversion

breakpoint2
ct|1r16:57134775

CDHIZ "= ---. - __GPNE2T T -

ENSTQ00005658745

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin prodomain like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 11
Discordant mates = 0
CPNE2
Copine

CDH13



1375

Coverage

chromosome 16

translocation
duplication

q23.3

chromosome 16

ql3

breakpointl
chr16:833450(|)6

deletion
inversion

B e E

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin domain

iCadhern prodomain like

CDH13

CPNE2
Copine

breakpoint2
cr|1r16:57146085

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 16 chromosome 16

g23.3 ql3

breakpoint2

breakpointl
ct|1r16:57137149

chr16:83345006
1375 !

Coverage

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin prodomain like
Cadherin domain
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
CPNE2
Copine

CDH13

translocation deletion
duplication inversion



Coverage

chromosome 5

ql2.3

breakpointl

chr5:65992907
561 !

0

RS 1 15 16 4,

translocation
duplication

chromosome 8

qll.22

deletion
inversion

—_

breakpoint2
cll1r8:51654760

\ 4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat
SUPPORTING READ COUNT
Split reads = 11
Discordant mates = 0

ERBIN PXDNL
Leucine rich repeat
Immunoglobulin I-set domain
Immunoglobulin domain

Immunoglobulin I-set domain

Animal haem peroxidase -

von Willebrand factor type C domain-



breakpointl
chr5:65926806
561 !

Coverage

0

chromosome 5

ql2.3

RS 1 15 16 4,

translocation
duplication

chromosome 8

qll.22

deletion
inversion

—_

breakpoint2
cr|1r8:51654760

\ 4 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads = 1
Discordant mates = 0

PXDNL

Leucine rich repeat
Immunoglobulin I-set domain
Immunoglobulin domain

Immunoglobulin I-set domain

Animal haem peroxidase -

von Willebrand factor type C domain-



chromosome 11 chromosome 22

q23.3 g13.1
— —
breakpointl breakpoint2
chr11:119728475 chr22:38562369
11510 : :
] [} I
g 1 1
[ 1 1
3 [ |
(&) [ 1
0 [ 1
e
6 : 3 Mo 2
— —J 1
1
¢ ~
NECTIN1
ENST00000264025.8

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

NECTIN1 DMC1
Rad51

translocation deletion
duplication inversion



chromosome 7

g36.1
—
breakpointl

chr7:151086808
920 !

Coverage n

0

@ 1 15 16 4,

AGAP]

RETAINED PROTEIN DOMAINS
reading frame unclear

HOXD11

Protein of unknown function (DUF3528)

translocation deletion
duplication inversion

Homeodomain

chromosome 2

g31.1

breakpoint2
cI|1r2:176107582

L’ HOXD11 e
e ENST00000249504.7 .~
N T o i —
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 8 chromosome 8

g24.23 q24.23
- ) - 2
breakpointl breakpoint2
7g,hr8:1:~’>859142|4 cr|1r8:138368002

Coverage o
2

0
5 e D e Bososfe = H}M%@

T--._ _FAM135B-- "~
_ - -ENST00000276737.10

S
OEEL D

\ 5 kbp |
introns not to scale

AL
4] U WU HTT

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

Al

COL22A1 FAM135B
Protein FAM135
Putative serine esterase (DUF676)

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

translocation deletion
duplication inversion



6829

Coverage

chromosome 12

ql4.3

breakpointl
chr12:65826843

RPSAP52
ENST00000489520.2

translocation deletion
duplication inversion

chromosome 12

ql4.3

breakpoint2
cr|1r12:65828001

- HMGA2
.- ENST00000403681.7

RETAINED PROTEIN DOMAINS
reading frame unclear

HMGA2

AT hook motif

1 kbp

introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0



chromosome 20

q13.33

(RRIMINIRD

chromosome 20

q13.33

CIID@

e

2538

Coverage

L

@ 14 15 16 7,

translocation
duplication

N
N

-

DIDO1
ENST00000354665.8

deletion
inversion

M(
el

—_ —

breakpointl
chr20:629264£|%2

RETAINED PROTEIN DOMAINS
reading frame unclear

TCFL5
Helix—-loop-helix DNA-binding domain

breakpoint2
cr|1r20:62860308

m——

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



chromosome 20

chromosome 20
q13.33

g13.33
— — . — —
breakpointl breakpoint2

Chr20:629377?6 Cf|1r20:62842097

N
w
o
©

Coverage

DIDO1 Y PR TCFL5
ENST00000266070.8 “\\ 2 . ENST00000335351.8
e A

3 kbp |
' introns not to scale

A3 1A 15 16 7, \fo

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 4
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 20

q13.33

— S —

chromosome 20

breakpointl breakpoint2
chr20:62937796 chr20:62860308
4309 : |
> | |
E 1 1
[ I ]
g 1 1
(&) 1 1
0 1 1
1

':ﬁ

DIDO1 A ~~._ _TeFl5
ENST00000266070.8 ‘ ’ENS‘FQOOOO335351 8
\ 3 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

TCFL5
Helix-loop—helix DNA-binding domain

translocation deletion
duplication inversion



N
w
o
©

Coverage

chromosome 20

q13.33

(RRIMINIRD

—

@ 14 15 16

translocation
duplication

17

deletion
inversion

DIDO1
ENST00000266070.8

—_—

breakpointl
chr20:629377£|)6

RETAINED PROTEIN DOMAINS

reading frame unclear

Helix-loop—helix DNA-binding domain

TCFL5

chromosome 20
gq13.33

R

breakpoint2
cf|1r20:62854157

% “.,.-"  TCFL5
N -7 ENST00000335351.8

W - S
W\ - ~

3 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



2538

Coverage

i

chromosome 20

q13.33

chromosome 20

q13.33

C[[D@

-

breakpointl
chr20:629264£|%2

1

S 110 T T T T B —
N
1

DIDO1 \ S

ENST00000354665.8 \\ - -

A3 14 15 16 17 \f"

RETAINED PROTEIN DOMAINS
reading frame unclear

TCFL5

Helix-loop—helix DNA-binding domain

deletion
inversion

translocation
duplication

breakpoint2
cf|1r20:62854157

TCFL5

ENST00000335351.8

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 20
gq13.33

chromosome 20
g13.33

'///N — —
breakpointl breakpoint2
chr20:629377?6 cl;nr20:62857638

N
w
o
©

Coverage

ENST00000266070.8

3 kbp |
1

' introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

TCFL5
Helix-loop—helix DNA-binding domain

deletion

translocation
inversion

duplication



chromosome 20

q13.33

(RRIMINIRD

chromosome 20

q13.33

C[[D@

—

—

breakpointl
chr20:6292641?2

2538
o
=
]
o
>
5]
O
0
6 5 6 2 Ht
L | L |
DIDO1

ENST00000354665.8

14 15 16, N
&'3’ o 7 < N

deletion
inversion

translocation
duplication

H
=]
(o2}

No protein domains retained in fusion.

breakpoint2
cf|1r20:62842097

TCFL5
ENST00000335351.8

I

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



1761

Coverage

chromosome 7

g22.1

|

@ 14 15 16 7,

translocation
duplication

chromosome 6

p25.1

(T Nl RN D

deletion
inversion

breakpointl
chr7:989563(|)4

B B B b A B B e
1

TRRAP T TTtee-l
ENST00000446306.7 -

breakpoint2
cl|1r6:6901748

vy
AL158817.1
EN§T(§IOOOO422310.2

No protein domains retained in fusion.

\ 5 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



1183

Coverage

chromosome 19

p13.3

CLIINILID

chromosome 19

p13.3

e

breakpointl
chr19:314877|5

translocation
duplication

|fG—protein alpha subunit

breakpoint2
cr|1r19:3250985

RETAINED PROTEIN DOMAINS
reading frame unclear

GNA15

CELF5

CELF5 P

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

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

deletion
inversion



chromosome 16 chromosome 16

pll.2 pll.2
D
breakpointl breakpoint2

chr16:31087537 chr16:31091342
7866 : :
g’ 1 1
© 1 ]
5] ! )
g 1 )
(&) 1 1
0 [ 1

N
)
L
~
)
)
)
(2]
N
N

1 1 [_
|I:](-(-(-<10+(-(-E(+(-<s (5(((<4(((3H-(-(-H-(-(-(-E1| [ s 1
1
1 1
J

PRSS53 Tteel_ T “. .- VKORC1
ENST00000280606.6 -7~ . -7~ _ ENST00000394975.3

~

- ~
- ~

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Trypsin

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

VKORC1

Vitamin K epoxide reductase family

PRSS53

translocation deletion
duplication inversion



chromosome 22

chromosome 6
gl2.2

p22.1

—_  —

breakpoint2
cr|1r22:31583875

breakpointl
chr6:3031426|9

2597

Coverage

HCG18 RN - SFIL -

ENST00000653541.1

4 kbp |
' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 2
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 6 chromosome 22

p22.1 gql2.2
— —
breakpointl breakpoint2
chr6:30326354 chr22:31583875
2597 ! !
g’ 1 1
© 1 1
9] 1 |
3 1 |
(&) 1 |
0 1 [
1

HCG18 N -7 SFI1 -
ENST00000659132.1 "~ -7 ENST00000400288.7 -7

4 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

No protein domains retained in fusion.

translocation deletion
duplication inversion



chromosome 6 chromosome 22

p22.1 gql2.2
breakpointl breakpoint2
chr6:30326009 chr22:31583875

2597 : U
(] 1
g '
o 1
3 1
O 1
0 1
1

HCG18 -7 SFI1 -

ENST00000444126.5

3 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

No protein domains retained in fusion.

translocation deletion
duplication inversion



