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T . SYNE2 Tl ‘\\_u(z4:3’
e ENST00000555002.6 T--- - ENST00000346872.8

10 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain
SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1

SYNE2 IKZF3
Zinc finger, C2H2 type-

translocation deletion
duplication inversion



8569

Coverage

chromosome 17

chromosome 14
g23.2 gl2

breakpoint2

breakpointl
ck|1r17:39777767

Chr14:641299(|31

1 1
AR LT LT ORI LUV IUUU AR RILERIL R DL
2345618 1 4 2 4 REA9R2R228R 2230383345 384d UK 173 @ G P RA5E563BE6HEEE6GHB6 l ZEBR338EB8 38909994 58 HaEMIMID0 T 111K | 8
i (i w | iR |
3 : l :
Tl SYNE2 I IR v~
~"‘~-___‘ ENST00000555002.6 \“—~__~ _,—E1\fSTDOQOp346872.8
8 |
\ 10 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain
SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

SYNE2 IKZF3

translocation deletion
duplication inversion



chromosome 14 chromosome 17

g23.2 gql2
.
breakpointl breakpoint2
chrl4:64126807 chrl7:39788374
8569 ! !
g) ! 1
1 1
3 ! 1
o | ]
0 1 1
1 1
ittt Bttt R —
b i T I T ' i il (i it T f
l : l !
el SYNE2 el Tl KzFs T
TTee-ll . ENST00000555002.6 TTteeal _ . - ENST00000346872.8
8 |
\ 10 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain
SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

SYNE2 IKZF3
Zinc finger, C2H2 type—

translocation deletion
duplication inversion



7177

Coverage

chromosome 9
g31.3

chromosome 9
q31.3

breakpointl
chr9:1090333(|)7

18

TMEM245
ENST00000374586.8

@ 14 15 16 7,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

iAIZE family transporter
TMEM245 , EPB41L#B

FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain

breakpoint2
C|’|1r91109279921

___ EPB41L4B -
- ENST00000374557.4

4 kbp |

FERM adjacent (FA)-

introns not to scale

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



7177

Coverage

chromosome 9
g31.3

chromosome 9
q31.3

breakpointl
chr9:1090362(|)6

18

TMEM245
ENST00000374586.8

@ 14 15 16 7,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

iAIZE family transporter

EPB41L#B

TMEM245
FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain

breakpoint2
C|’|1r91109279921

___ EPB41L4B -
- ENST00000374557.4

4 kbp |

FERM adjacent (FA)—

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



2154

Coverage

chromosome 8

pl2

chromosome 11

q13.4

breakpointl
chr8:3345321|6

translocation
duplication

deletion
inversion

[ e e
1
t =~
FUT10 el -
ENST00000327671.10 PR

i~
i~
N
IN
N
N
L
w

breakpoint2
cf|1r11:71674782

1
1
il

1

B — (e 1]
1
1

- ~ -

<. _.-"""ALGILOP

- -7 %< _ ENST00000664227.1

- < - ~
- ~

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS

reading frame unclear

FUT10

Fucosyltransferase, N-terminal

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



2154

Coverage

chromosome 8

pl2

chromosome 11

q13.4

breakpointl
chr8:334532}6

et 4 4 3

translocation
duplication

deletion
inversion

FUT10
ENST00000327671.10

—_

breakpoint2
ci|1r11:71674775

+— 3

- ALGI1L9P

LR ENST00000657407.1

2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Fucosyltransferase, N-terminal

Split reads = 11

FUT10

Discordant mates = 0

SUPPORTING READ COUNT



chromosome 8 chromosome 11

p12 ql3.4
— —
breakpointl breakpoint2
chr8:33394218 chr11:71674782
2154 : :
() | 1
g ' '
9] 1 |
3 ! 1
O ! 1
0 f 1
1 1
]

1
1
il

- Te- L _----""7  ALGILOP

FUT10 N -
PR -7 T~ - ENST00000664227.1

ENST00000518076.1

700 bp |
introns not to scale

SUPPORTING READ COUNT

Split reads =3

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

translocation deletion
duplication inversion



chromosome 17 chromosome 9

p13.3 p24.2
N — .
breakpointl breakpoint2
chr17:3008145 chr9:3395596
4238 : !
(] ] 1
? I |
9] | 1
s ' '
O 1 1
0 1 1
1
17
RO RAP1GAP2 Tl e REX3 et
"=~ . _ _ENST00000542807.1 Tt~oL . aeemmmmT ENSTO0000617276.4 - _ _ _ _
17
\ 4 kbp |
' introns not to scale '
RETAINED PROTEIN DOMAINS
reading frame unclear
Rap/ran-GAP
[ SUPPORTING READ COUNT
Split reads = 30
Discordant mates = 0
RAP1GAP2 RFX3

RFX1 transcription activation region
RFX DNA-binding domain

translocation deletion
duplication inversion



8692

Coverage

chromosome 10

q11.22

breakpointl
chr10:4679104|11

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 10

q22.2

breakpoint2
chr10:73674573

1

1

1

1

[}

[}

1

! .

2
j :
AC073389.2 e

ENST00000668336.1 _ - =~

Genes are not protein—coding.

900 bp

introns not to scale

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1



chromosome 1 chromosome 1

p36.33

p36.33

breakpointl breakpoint2
chr1:2059591 chr1:2024942
2881 ! !

Coverage

.7 GABRD ,

2 kbp |

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

GABRD PB1 domain
PRKCZz [
SUPPORTING READ COUNT
Split reads = 26
Discordant mates = 0
PRKCZ GABRD
Neurotransmitter—gated ion—channel ligand binding domain

Neurotransmitter—gated ion—channel transmembrane region—

Neurotransmitter—gated ion—channel ligand binding domain
Neurotransmitter—gated ion—channel transmembrane region-

translocation deletion
duplication inversion



chromosome 3 chromosome 16

g21.3 pl1.2

—

breakpointl

breakpoint2
chr3:1286256(|)6

chr16:30979145
14439 1

Coverage

RPNLI-~__ ___--""___----SEDIAe--mmTTTTT
ENST0000029—6_255’.8r T~

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribophorin |
[ SUPPORTING READ COUNT
Split reads = 26
Discordant mates = 0
RPN1 SETD1A
COMPASS (Complex proteins associated with Setlp) component N

SET domain

translocation deletion
duplication inversion



chromosome 1

chromosome 1

Coverage

T T
breakpointl breakpoint2
chr1:43653313 chr1:43304851
066 ! !
1 1
1 1
1 1
] 1
] 1
1 1

o

---------------------------- KDM4A S TIEL K
X ’ ENST00000372476.8 .

3 kbp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

KDM4A

Immunoglobulin domain
Fibronectin type Ill dom

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
TIE
ain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1

chromosome 1

)
breakpointl breakpoint2
chr1:43653313 chr1:43300973

5066 ! !
S 0 |
o ! !
[ ! |
3 1 |
O ! |
0 1 [
1

TIE1 ’
ENST00000372476.8 ’

3 kbp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain
SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
KDM4A TIEL
Immunoglobulin domain
Fibronectin type Ill domain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1

chromosome 1

Coverage

T T
breakpointl breakpoint2
chr1:43653313 chr1:43305233
066 ! !
1 1
1 1
1 1
] 1
] 1
1 1

o

____________________________ KDM4A - TIE1 -
) ’ ENST00000372476.8 .

3 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS

reading frame unclear

jmjN domain
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
KDM4A El
ain

Immunoglobulin domain

Fibronectin type Ill dom
Protein kinase domain

translocation deletion
duplication inversion



5113

Coverage

p21.33

chromosome 6 chromosome X

p22.31
— — B
breakpointl breakpoint2
cl;an:8925790

chr6:315484§§9

1 | 1
IZD'H-H-H 2 P s B 4 I W
1 1 !

1

@ 14 15 16 7,

[ [ —
1 1
--------------- NFKBHLA- - - - __ CTTee-l._ . _Ac0747811
T T TENSTE0000376148.9 T T T t---__ . ----"77 7 ~ENSTQ0000650341.1
S
[
, 700 bp ,

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

NFKBIL1

translocation deletion
duplication inversion



chromosome 12 chromosome X

q14.3 p22.11
— —
breakpointl breakpoint2

chr12:64786045 chrX:22621057
3434 ! !
S 0 |
o ! J
[ ! |
3 ! |
O ! 1
0 1 1
1

1

5 | ke

_______ '\ AC004470.2

. 1 - ox 15 I
ENSTO0000542120:6 < ="~~~ -______ _ENST00000455399.1
____________________________________ B g \\
o
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

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

translocation deletion
duplication inversion



Coverage o

434

chromosome 12

q14.3

chromosome X

p22.11
— —

breakpointl
chr12:647860£|15

translocation
duplication

deletion
inversion

breakpoint2
cr|1rX:22389720

| |4 st

No protein domains retained in fusion.

___________ - \

"""" ey O

\, - AC004470.2
, ’I‘:;NST00000455399.1

]

’

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 10 chromosome 10

qll.22

p13
g S — IR
breakpointl breakpoint2

chr10:46030526 chr10:14330183
32959 ! !
S 0 |
E 1 1
[ ! |
3 | 1
O ! 1
0 t 1
1 1

M
NCOA4

ENST00000579039.2

3 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0

FRMD4A
FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain
Cytohesin Ubiquitin Protein Inducing Domain—

translocation deletion
duplication inversion



chromosome 17
g25.3

breakpointl

chrl7:77281554
32346

Coverage

0

translocation
duplication

chromosome 17

q25.3

P Ea—

~~~~~~~ SEPTIN

ENST0000042717776

deletion
inversion

breakpoint2
ck|1r17:77211950

_________ __-----""777 ENST0000044379878"
B
\ 2 kbp |
! introns not to scale !
SUPPORTING READ COUNT
No protein domains retained in fusion. Split reads = 24
Discordant mates = 0



chromosome 17

925.3

breakpointl

chrl7:77286441
29646 ;

Coverage

o

1
1
L

" SEPTING
ENST00000‘595526\5\

~

~

chromosome 17

q25.3

translocation deletion
duplication inversion

No protein domains retained in fusion.

breakpoint2
Cfllr17:77211950

15

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



19149

Coverage

chromosome X

chromosome 19

q28 ql2
(RANEMISNERID
- N
breakpointl breakpoint2
cth:15396222|2 ct|1r19:29702977
]
]
1R f oA bR ulindda
1
| 26 24

20 19 17

«=== translocation
duplication

16

HCFC1
ENST00000369984.4

Kelch motif

HCFC1

deletion
“=== inversion

13 1110/~ 9 8 7 =6 4 32 1
1
1
Yl - . 'I \ P
el -7 | €190rf12
- RIS - ENS‘T00000392278.2
- - S~o_ L7 \
1 | § 3 |
| 3 kbp I

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Galactose oxidase, central domain
SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0

C19orf12



19149

Coverage

chromosome X

chromosome 19
q28

ql2

—

JI‘u““llu.hlluil‘lil

24

«=== translocation
duplication

deletion
“=== inversion

breakpointl

breakpoint2
cth:15396154}2

ct|1r19:29702977

20 19 17 16 13 116910619 8 7 4 643r€12 1

- - \ I4
HCFC1 el LT | €190rf12
ENST00000369984.4 -7 I N ENS‘T00000392278.2

\ 3 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

Galactose oxidase, central domain
SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

HCFC1

C19o0rf12



19149

Coverage

chromosome X

q28

breakpointl
cth:15396222|2

Jl‘u““‘.l“"h‘llil‘-l;ndl

26

«=== translocation
duplication

deletion
“=== inversion

HCFC1
ENST00000369984.4

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

chromosome 19

ql2

breakpoint2
cr|1r19:29705394

e
, C190rf12
I,EN|ST00000342680.5
4

1

|1 PH2p-3P 4 P4

introns not to scale

Galactose oxidase, central domain

C19orf12

Split reads = 4
Discordant mates = 0

SUPPORTING READ COUNT



19149

Coverage

chromosome X

q28

chromosome 19

Jl‘d"“1|M'II‘|N.I‘I§|ILII

=== translocation

duplication

deletion
“=== inversion

ql2

breakpoint2
cr|1r19:29705394

breakpointl
chrX:15396 154}2

443
1
1
v
HCFC1 Teel_ LT ,, -C190rf12
ENST00000369984.4 - RN - I,EN|ST00000342680.5
- S~a s

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

Galactose oxidase, central domain
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

HCFC1 C19orf12



chromosome 8

chromosome 3

g21.3

q21.13
—_—

breakpointl

chr8:80002999
14439 :
g’ ]
© |
[ 1
3 1
O \
0 [

breakpoint2
cr|1r3:128625653

Ll
g 2
[

3 ¢ g 1
1

L . -

MRPS28 ~~._ .- S-aL .

ENST00000276585.9, -~ ~ ~ - S

2 ~
AL A S ALY
1 v ivvriy 2 8"” 9
L |

@ 14 15 16 7,

deletion
inversion

translocation
duplication

-7 RPN1
ENST00000296255.8

i+

1 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial ribosomal protein MRP-S35

MRPS28 RPN1

Ribophorin |

introns not to scale

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



9463

Coverage

chromosome 11
ql4.1

chromosome 12

p13.33
T —

breakpoint2

breakpointl
chr11:7841764|16 cI;|r12:566178

10

deletion
inversion

translocation
duplication

GAB2 Tho_NING2
ENSTO00000361507.5 _ ENSTOQ090397265.7
i

2 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain
SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

NINJ2

GAB2
Ninjurin



1504

Coverage

chromosome 1

chromosome 1

q23.2

(R S RN TR I

13

3 14 15 16 >

translocation
duplication

deletion
inversion

breakpointl
chr1:1179065(|)6

GDAP2
ENST00000369442.3

RETAINED PROTEIN DOMAINS
reading frame unclear

|'Macro domain

GDAP2

—

breakpoint2
ck|1r1:159902787

[ 1 b 2

1
1
Il

.- AL590560.5 .-~

.-~ ENST00000657326.1

- -

S ——

-
-

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



Coverage

744

chromosome 3

pl4.3

@ 14 15 16 1>

translocation
duplication

deletion
inversion

breakpointl
chr3:5608081|7

ERC2 T~
ENST00000492584.2 _--

pl4.3

chromosome 3

)

breakpoint2
cl?r3:55186718

. e

1
1
Il

_-1INC02017 _. -
_ -~ ENST00000496829.1

s [

RETAINED PROTEIN DOMAINS
reading frame unclear

|VRIM—binding protein of the cytomatrix active zone

ERC2

900 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1



Coverage

744

chromosome 3

pl4.3

@ 14 15 16 1>

translocation
duplication

deletion
inversion

breakpointl
chr3:5608081|7

ERC2 T~
ENST00000492584.2 _--

RETAINED PROTEIN DOMAINS
reading frame unclear

|VRIM—binding protein of the cytomatrix active zone

ERC2

chromosome 3

pl4.3

)

breakpoint2
cr|1r3:55186776

IR oo s K

1
iy ;
_EINC02017 -~
-7 “ENST00000496829.1

- -

900 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1



Coverage

744

chromosome 3

pl4.3

@ 1 15 16 4,

translocation
duplication

deletion
inversion

breakpointl
chr3:5608081|7

ERC2 S--
ENST00000492584.2 _--

RETAINED PROTEIN DOMAINS
reading frame unclear

|VRIM—binding protein of the cytomatrix active zone

ERC2

chromosome 3

pl4.3

LINCO2017- =~
_ - ENST00000496829.1

900 bp ,
introns not to scale

—

breakpoint2
cr|1r3:55189096

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 11

q14.1

breakpointl

chrl1:77869817
5301 ;

Coverage

T~ AAMDC
T ~<_ [ENST00000393427.6

~
~
~

translocation deletion
duplication inversion

(WY (N WY
2 7Y rrN 3 ey 4

chromosome 5

pl4.2

(RS AR T IRED

T

breakpoint2
cr|1r5:24208308

| z

700 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF498/DUF598)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0

AAMDC



chromosome 8

q22.2

chromosome 8

922.3

24687

Coverage

RNF19A
ENST00000341084.7

@ 14 15 16 7,

translocation
duplication

deletion
inversion

1 1

N O e T R W [
— :
1

breakpointl

chr8:1002875(|)1

~ - - -

~e_ .- “---._ _ANKRD46--"""
PERR __ .- -- - ENST00000335659.7
\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING-finger domain

Split reads = 19
Discordant mates = 0

RNF19A ANKRD46

Ankyrin repeats (3 copies)

breakpoint2
C|’|1r81100533311

SUPPORTING READ COUNT



chromosome 6 chromosome 19

p22.3 pl3.13
— —
breakpointl breakpoint2
chr6:2100037|2 ct|1r19:13235730

11293 ! !
(] ] 1
% ! |
9] ! |
3 ! 1
O 1 1
0 1 1

- CDKALL "= =-o__ T
T~ \ENST00000274695.8 Te-a

CACNALA

ENST00000585802.6

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized protein family UPF0004

Radical SAM superfamily
SUPPORTING READ COUNT
Split reads = 17
Discordant mates = 0
CDKAL1 CACNA1A
lon transport protein
d

Voltage—dependent L-type calcium channel, IQ—associate

Voltage gated calcium channel IQ domain

translocation deletion
duplication inversion



chromosome 6

chromosome 19
p22.3

pl3.13

breakpointl

breakpoint2
chr6:21000372 chr19:13236618
11293 ; ;

Coverage

16 |

________ CDKAL1 el TT-.__ __ GACNAIA
TT----____  ENST00000274695.8 T

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized protein family UPF0004
|'Radical SAM superfamily

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

CDKAL1 CACNALA

translocation deletion
duplication inversion



chromosome 8

g21.11

chromosome 8

g21.11
— —
breakpointl breakpoint2
chr8:73964487 chr8:74026789

15514 ! !
g’ 1 1
] 0 !
[ ! 1
g 1 1
(&) 1 1

0 i I

1

1
6 € 5 1 )
e 1

ELOC Tteel_ -7
ENST00000523815.5 --T - --

No protein domains retained in fusion.

translocation deletion
duplication inversion

| 600 bp
introns not to scale

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 8

chromosome 8

g21.11 g21.11
— —
breakpointl breakpoint2
chr8:73972077 chr8:74026789
15514 : :
] 1 I
g i !
9] 1 |
3 1 1
(&) 1 1
0 i i
1

1
YWY (MK
5 e 4 1 P
I !

ELOC ~ )
ENST00000522337.5 AN -

No protein domains retained in fusion.

translocation deletion
duplication inversion

o _--bY®® B

ENST0Q000284818.7

| 600 bp
introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 8

g21.11

—
breakpointl
chr8:73972245
15514 :
(] 1
4 .
[ 1
3 1
(§] ]
0 [
’_ ! 1
4 et 3
B L | 'y
1
\ |
ELOC "

ENST00000518127.5

@ 14 15 16 7,

No protein domains retained in fusion.

translocation deletion
duplication inversion

chromosome 8

g21.11

breakpoint2
ct|1r8:74026789

-

_oAy96 T T

_ - - -~ " ENST00000284518.7

800 bp

introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



15514

Coverage

chromosome 8

translocation
duplication

g21.11

ELOC
ENST00000284811.12

deletion
inversion

chromosome 8

g21.11

_  —

breakpointl
chr8:7397204|12

breakpoint2
ck|1r8:74026789

No protein domains retained in fusion.

ENST0Q000284818.7

500 bp
introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 12

g22

breakpointl

chr12:95084498
3048 !
g’ ]
E 1
[ 1
3 1
(§] [}
0 [

21

translocation deletion
duplication inversion

>

breakpoint2
ct|1rX:7190880

RETAINED PROTEIN DOMAINS
reading frame unclear

FGD6

RhoGEF domain
PH domain
FYVE zinc finger
PH domain

STS
Sulfatase
C-terminal region of aryl-sulfat:

chromosome X

p22.31

asew

11

STS L
ENST00000674429.1 L7

11

4 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 17
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