chromosome 16 chromosome 16
p13.3

Cﬂ]]ﬂ]l]lﬂb QN SR
— /\\

breakpointl breakpoint2
chr16:648955 chr16:650995

6733 ! !
g’ 1 1
o ! !
[ ! [
3 ! [
(&) 1 |

0 f 1

1

L

1
N A R N T

. i
AL022341,1 Pt WDR90 Pt
ENST00000455“2\94.1 - -7 ENSTO00000549091.5 - -

3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 309
Discordant mates = 6

WDR90
WD domain, G-beta repeat

translocation deletion
duplication inversion



chromosome 16 chromosome 16

p13.3

Cﬂ]]ﬂ]l]lﬂb QN SR

Coverage o

breakpointl breakpoint2
chr16:648976 chr16:650995
733 ! !
1 1
1 1
1 1
1 1
1 1
0 T |
1

1
N A R N T

| 1
l\ \ ~ J
AL022341,1 P WDR90 P
ENST00000455“294.1 _-" - ENSTO00000549091.5 - -
g P

L

3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 3

WDR90
WD domain, G-beta repeat

translocation deletion
duplication inversion



chromosome 16 chromosome 16
p13.3

Cﬂ]]ﬂ]l]lﬂb QN SR

breakpointl breakpoint2
chrl6:648923 chr16:650995
6733 ! !
s ! '
g ! [
[ ! [
3 1 [
O ! [
0 [ 1
! 1 l 1
S A BB BB RSB b 5 R A B A
= . :
l\ \ _- p] - -
AL022341,1 PR WDR90 P
ENST00000455:294.1 - ENST00000549091.5 PP

3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 6

WDR90

WD domain, G-beta repeat

translocation deletion
duplication inversion



Coverage o
[e3]

0

chromosome 12
g24.23

—

breakpointl
chr12:12019855|4

RPLPO- . .-
ENST00000392514.9~ ~ _ _

translocation deletion
duplication inversion

chromosome 20

qll.22

breakpoint2
ci|1r20:34393791

ITCH

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L10
ilnserton domain in 60S ribosomal protein L10P
RPLPO ITCH
C2 domain

WW domain

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 262
Discordant mates = 23



chromosome 12

q24.23

—_—

breakpointl

chr12:120198854
29844 :
g’ ]
E 1
[ 1
g 1
O [
0 [

chromosome 20

qll.22

breakpoint2
ci|1r20:34393791

RPLPO "~ _ .-
ENST00000392514.9 =~ ~

translocation deletion
duplication inversion

ITCH

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L10

Insertion domain in 60S ribosomal protein L10P

i

RPLPO

.

C2 domain

ITCH
WW domain

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 183
Discordant mates = 6



Coverage o
(52}

o

chromosome 12 chromosome 20

q24.23 qll.22
— —
breakpointl breakpoint2
chr12:12019855|4 cll1r20:34393770

thPO -, -7 e ITCH .

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L10

Insertion domain in 60S ribosomal protein L10P
SUPPORTING READ COUNT
Split reads = 16
Discordant mates = 23
RPLPO ITCH
C2 domain
WW domain

HECT-domain (ubiquitin-transferase)

translocation deletion
duplication inversion



chromosome 12 chromosome 20

q24.23

qll.22
— —
breakpointl breakpoint2
chr12:120198854 chr20:34393770
25554 ! !
S ! 1
o ! !
[ ! |
3 i 1
O [ 1
0 ' i
! 1
26
|
RPLPO "~~_ .- L ITCH .

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L10
Insertion domain in 60S ribosomal protein L10P

SUPPORTING READ COUNT
Split reads = 11

Discordant mates = 6

RPLPO ITCH
C2 domain
WW domain

HECT-domain (ubiquitin-transferase)

translocation deletion
duplication inversion



Coverage o
[e3]

0

chromosome 12
g24.23

—

breakpointl
chr12:12019855|4

RPLPO- . .-
ENST00000392514.9~ ~ _ _

translocation deletion
duplication inversion

chromosome 20

qll.22

breakpoint2
cr|1r20:34408651

ITCH

RETAINED PROTEIN DOMAINS
reading frame unclear

RPLPO

Ribosomal protein L10
ilnserton domain in 60S ribosomal protein L10P
ITC

C2 domain
WW domain

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 12 chromosome 20

q24.23 qll.22
- —
breakpointl breakpoint2
chr12:120198854 chr20:34408651
29844 ! !
S ! 1
o J !
[ | |
8 ! 1
O ! [
0 ' 1

RPLPO “~._ .- LT ITCH It
ENST00000392514.9° = ~ _ -7 ENST00000664852.1 -7

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L10

Insertion domain in 60S ribosomal protein L10P

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

RPLPO ITC
C2 domain

WW domain

translocation deletion
duplication inversion



chromosome 12

chromosome 20
ql4.3

ql1.21

— —
breakpointl breakpoint2
chr20:3258457|0 ct|1r12:66596927

N
©
@
=

Coverage

11

NOL4L N
ENST00000621426.6 <« aeemT

4 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

NOL4L GRIP1
PDZ domain
PDZ domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 149
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 12

chromosome 20
ql4.3

ql1.21

— —
breakpointl breakpoint2
chr20:325846?1 ct|1r12:66596927

N
©
@
=

Coverage

11

NOL4L
ENST00000621426.6

4 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

NOL4L GRIP1
PDZ domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

PDZ domain
PDZ domain

translocation deletion
duplication inversion



chromosome 20

ql1.21

N
©
@
=

Coverage

11

NOL4L
ENST00000621426.6

translocation
duplication

deletion
inversion

—

breakpointl
chr20:3258457|0

NOL4L
PDZ dom

RIP1
ain
PDZ domain

chromosome 12

q14.3

RETAINED PROTEIN DOMAINS
reading frame unclear

breakpoint2
cr|1r12:66541950

4 kbp

PDZ domain

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 19

q13.43

UMD

breakpointl

chr19:58025129
10840 ;

Coverage

chromosome 19

q13.43

CULDTG

% M 2

‘s ’

AC008969.2 “~_ ¢
ENST00000663410.1 7 "~

translocation deletion
duplication inversion

KRAB box

breakpoint2

Cfllr19:58001370

7 Eh
]
]

_ZNF606-

___________ ENST00000341164.8

1 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

ZNF606|

Zinc finger, C2H2 type

introns not to scale

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 1



chromosome 19

q13.43

UMD

breakpointl

chr19:58025129
10840 ;

Coverage

chromosome 19

q13.43

CLDTGI

|

breakpoint2
cl;1r19:57988721

% M 2

‘s ’

AC008969.2 (
ENST00000663410.1 RN

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

ZNF606
KRAB box

Zinc finger, C2H2 type

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
6869 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 2

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 10 chromosome 10

p1l.21 p1l1.21
— —
breakpointl breakpoint2
chr10:35516623 chr10:34517159
30698 : U
(] 1
g |
[ ]
3 1
(§] ]
0 1
10
TTeee T TTTeNy.
ENs“Tocoeoazug{.s_‘ Se-al
\ 4 kbp |
' introns not to scale '
14 15 16
(g 17 28
> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 0

CCNY ARD3
N-terminal of Par3 and HAL proteins—

PDZ domain

translocation deletion
duplication inversion



Coverage 8
D

0

chromosome 10

pli.21

breakpointl
chr10:355015’o|’5

@ 14 15 16 7,

translocation
duplication

chromosome 10

pli.21

CCNY

N-terminal of Par3 and HAL proteins—

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

ARD3

breakpoint2
cfllr10:34517159

4 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0



Coverage 8
D

chromosome 10

p1l.21
breakpointl
chr10:35483478
98 !
0

@ 14 15 16 7,

translocation
duplication

chromosome 10

pli.21

CCNY

N-terminal of Par3 and HAL proteins-

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

’ARD3

breakpoint2
cfllr10:34517159

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



Coverage 8
D

0

chromosome 10

pl1.21

chromosome 10

pl1.21

breakpointl

chr10:35337207
98 !

breakpoint2
cl;nr10:34317338

10

SIiiio--cony

ENSTO0000374704.8.~ = - - _

@ 14 15 16 7,

translocation deletion
duplication inversion

No protein domains retained in fusion.

PARD3
ENST00000374789.8

4 kbp |
' introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 14 chromosome 22

g13.1 pll.2
—
breakpointl breakpoint2

chrl4:3453344|14 cf|1r22:11067985
3154 X |
g) ! 1
] [} 1
9] 1 |
3 [ |
(@] [ i
I 1

! 1

0
] |
LA L L ALL LA L L ALL LA L AL LL LA L L LL
6 AR R RARR 5 AR R RARR 4 e 3 AR R RRR] 2
e e | ! |
1

[ [ [
:. ,I J !
EAPP e _Cu104787.1- "
ENST00000250454.8 e T T T _ . - ENST00000624155.2
[5—)—)—)—)—)—)— 2 PR 8 2
[ [
. 600 bp |

' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 93
Discordant mates = 2

translocation deletion
duplication inversion



chromosome 13

chromosome 3
pla.l ql2.12
N
breakpointl breakpoint2
cI|1r13:23234611

chr3:660379£|)6

5330

Coverage

I
!
MAGI1 Y SGCG .
ENST00000402939.6 IS -7 ENST00000218867.4 -~
A
-
g
2 kbp |
1

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 1

SGCG

MAGI1
Sarcoglycan complex subunit protein

deletion
inversion

translocation
duplication



chromosome 3

chromosome 3
p21.31 p21.31
- — T
breakpointl breakpoint2
chr3:49411820 chr3:49426428

34313 U U

(]

g

[

3

o

0

RHOA
ENST00000418115.6

\ 1 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 1

NICN1
Aminomethyltransferase folate—binding domain—

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p21.31 p21.31
— — —
breakpointl breakpoint2

chr3:49411820 chr3:49426422
34313 : :
] ] I
g ! !
9] 1 |
3 | 1
o | |
0 [ 1
— L . !

: 2 He{TT] | 5 e e B
[ I ! : : 1
h ; Lol :

RHOA N TTte--ol —e__ __NICNi----""77
ENST00000418115.6 ,' N ENST00000497742.6
1

4 P 5

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 2

No coding regions retained in fusion transcript. F
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p21.31 p21.31
— —
breakpointl breakpoint2
chr3:49411820 chr3:49426407

34313 : :
g’ ] ]
© 1 ]
o 1 1
g 1 1
(@] | ]
0 1 1
s \ ! ! \
5 I e N O e e o e e e I [ 3
— I— I — ! : : 1
1 1
[} R II I_ - - F]

RHOA NS TTe~L_ NICN1---"7

ENST00000418115.6 KN _ _ - ENSTO00000461015.1
’ N - S~

\ 700 bp
introns not to scale

SUPPORTING READ COUNT

No coding regions retained in fusion transcript. Split reads = 1
Discordant mates = 0

translocation deletion
duplication inversion



Coverage 8
D

chromosome 10

pll.1
breakpointl
chr10:38017386
98 !
]
]
I
I
0 1
1
2 : 4
e
! 1
]
TT-- I ZNF33A
ENST00000628825.2 ~ ~ _ _

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 10

pl1.21

25

RETAINED PROTEIN DOMAINS

KRAB box

ZNF33A

PDZ domain

reading frame unclear

PARD3

breakpoint2
cll1r10:34401917

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 2



chromosome 10 chromosome 13
pl1.21 gql3.3

breakpointl breakpoint2
chr10:3426965|7

chr13:37597282
30698 ;

Coverage

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal of Par3 and HAL proteins
PDZ domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0

PARD3

Fasciclin domain

translocation deletion
duplication inversion



chromosome 15 chromosome 15

Coverage

gll.2 g22.31
—
breakpointl breakpoint2
chr15:23979211 chr15:66128411
1066 ! !
1 ]
] !
] !
] !
0 : :
1

1
| 1
1

1
N

s

N N
*PWRN4 .
ENSTODQ00563016.1

AY

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0

EGF11

Human growth factor-like EGF

Laminin EGF domain—
Human growth factor-like EGF

Laminin EGF domain

translocation deletion Human growth factor-like EGF -
duplication inversion

Laminin EGF domain—



chromosome 11 chromosome 11

p15.5 p15.5
R — T
breakpointl breakpoint2
chr11:850367 chr11:904859
12838 ! !

Coverage

1 1

TR n e N e s s Ui s I TR

1 1
1

1
-~ Lo

TTTt---__ 7T TSPAN4__

ENST00000897397.7 " ™~ - -

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family
SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1

TSPAN4 CHID1
Glycosyl hydrolases family 18

translocation deletion
duplication inversion



chromosome 11 chromosome 11

Coverage
[es]

p15.5 p15.5
R — T
breakpointl breakpoint2
o chr11:847390 cr|1r11:904859
: :
1 1
1 1
1 ]
0 : :
1 1

1

=Eah-

II 1
1

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

CHID1
Glycosyl hydrolases family 18

translocation deletion
duplication inversion



chromosome 11 chromosome 11

p15.5 p15.5
R — T
breakpointl breakpoint2
chr11:850367 chr11:908645

12838 ! !
S | |
o ! !
[ ! |
8 | :
0 1 1
1

TTTt---__ 7T TSPAN4__

ENST00000897397.7 " ™~ - -

\ 1 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1

TSPAN4 CHID1
Glycosyl hydrolases family 18

translocation deletion
duplication inversion



Coverage
[es]

chromosome 11

p15.5

breakpointl

o chr11:8473(|)0

chromosome 11

p15.5
T
breakpoint2

ci|1r11:908645

@ 14 15 16 7,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

CHID1
Glycosyl hydrolases family 18

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



Coverage n,
©

c3hr8:728814?5

0

chromosome 8

g21.11

chromosome 17

gq24.2

breakpointl

N 1
AC090735.1,
ENSTOOOOOSZBB?L\l -

Phorbol esters/diacylglycerol binding domain (C1 domain)

translocation
duplication

breakpoint2
cr|1r17:66641355

deletion
inversion

17

PRKCA
ENST00000413366.8

17

3 kbp |

RETAINED PROTEIN DOMAINS

C2 domain

reading frame unclear

PRKCA

Protein kinase domain
Protein kinase C terminal domain—

introns not to scale

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 12 chromosome 20

Coverage n

ql4a.3 gql1.23
—
breakpointl breakpoint2
7%I%r12:6706905|0 cr|1r20:36682578
: :
1 1
1 1
] !
] )
0 [ 1
1 1
A v
1 ! : 1
§ II L e 4
GRIPL, Tt ii-- NDRG3 ~ "~
ENSTOOO0064301Q.1 L ---om T T ENSTQ00Q0373803.6
17

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0

GRIP1 NDRG3
Ndr family

translocation deletion
duplication inversion



Coverage n

chromosome 12

ql4a.3

breakpointl

chr12:67069050
776 !

0

B

h 1
1
)

\ \
GRIP1 ',
ENST00000643OI‘9. 1
AY

chromosome 20

gql1.23

breakpoint2
cr|1r20:36660384

1
| 17
|
1

translocation
duplication

) NDRG3
T ENST00000373803.6
17
| 1 kbp |
' introns not to scale
RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
GRIP1 NDRG3

deletion
inversion

Ndr family



chromosome 12 chromosome 20

Coverage n

ql4a.3 gql1.23
—
breakpointl breakpoint2
7%%r12:6706905|0 ct|1r20:36671397
: :
1 1
] )
] )
] )
0 [ 1
1 1
S i
1 ! : 1
! Lol s
GRIPL', T TTTteeee L ieeeemT NDRG3
ENSTOODOOB430%Q.1 L o---t T T ENST00000373803.6
17

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

GRIP1 NDRG3
Ndr family

translocation deletion
duplication inversion



chromosome 9 chromosome 22

q21.32

ql3.2
— —
breakpointl breakpoint2
chr9:83707500 chr22:40830956
16282 ! !

Coverage

11

UBQLN1 o
ENSTO00000376395.9 I~

, N - - =~

5 [ 2

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|beiquitin family

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0

UBQLN1 ST13

STI1 domain

translocation deletion
duplication inversion



chromosome 9 chromosome 22

g21.32 ql3.2
— —
breakpointl breakpoint2
chr9:83707500 chr22:40832671
16282 ! !
(] 1
g |
5} |
3 1
O [
0 [
1
11 | 12
:- -
UBQLN1 < Tl ) o ---"3T13

ENST00000376395.9 LN _--- ~ =~ - _ENST00000216218.8

~ - - S -<

B

\ 2 kbp
introns not to scale

=
N

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|beiquitin family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

UBQLN1 ST13

STI1 domain

translocation deletion
duplication inversion



chromosome 14

q24.3

breakpointl
chr14:76059373
2656 !

Coverage

Toe- IFT43

translocation deletion
duplication inversion

Te-- ~ENST00000314067.11

chromosome 14

qll.2

breakpoint2
cl|1r14:19130636

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

IFT43

Intraflagellar transport protein 43
[ SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0




chromosome 14 chromosome 14

q24.3 ql1.2
breakpointl breakpoint2
chr14:76059373 chr14:19103677
2656 : :
S ! |
o ! J
[ ! |
3 1 1
(&) ) 1
0 1 1
1
1

[LPH2 -3 P-4 -5 PHe - 8
1

~ T ~ENST00000314067.11 e~ - ENST00000621361.4- - - =~~~

. s

\ 1 kbp |
introns not to scale

% RETAINED PROTEIN DOMAINS
R reading frame unclear

Intraflagellar transport protein 43
[ SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

IFT43

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.3 ql1.2
— —
breakpointl breakpoint2

chr14:76022394 chr14:19130636
2656 : :
g’ 1 1
] ! !
[ | |
g ) 1
(&) ) 1
0 1 1
1

1 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Intraflagellar transport protein 43
[ SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

IFT43

translocation deletion
duplication inversion



chromosome 3

chromosome 3
g25.33 g25.33
— ) —
breakpointl breakpoint2
chr3:160307663 chr3:160509871

8248 ! )
> |
] |
§ 1
o 1
o |

0 [

20

KPNA4
ENST00000483437.2

IFT80
ENST00000326448.12

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G-beta repeat
SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1

KIPNA4

IFT80

Armadillo/beta—catenin-like repeat
Atypical Arm repeat

translocation deletion
duplication inversion



chromosome 14

g21.1

chromosome 10

g11.21

breakpointl

chrl4:37422949
3895 :
] 1
4 .
[ 1
3 1
(§] ]
1

deletion
inversion

translocation
duplication

breakpoint2
cr|1r10:42433354

No protein domains retained in fusion.

o ___CeNvIZ
- - -~ 7 ENSTO0Q000637719.1

3 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



