chromosome 7 chromosome 7

g36.1

(RSN U SN RENED

—

934

breakpointl

breakpoint2
Chl’7215112868|4

chr7:140787584
18035 ;

Coverage

- ENST00000397238.7 - _ - _ ENST00000288602.11

\ 3 kbp
introns not to scale

14 15 16,
I 4
Sl RETAINED PROTEIN DOMAINS

reading frame unclear

Ras family
PH domain
SUPPORTING READ COUNT
Split reads = 406
Discordant mates = 2
AGAP3 BRAF

Protein kinase domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g36.1

(RSN U SN RENED

—

934

breakpointl
chr7:15112867|3

breakpoint2
ct|1r7:140794317

18035

Coverage

R, AGAP3 T T---_ -~ o
"‘~~‘§E[\ISTOOOOO397238.7 Te-al _-===

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

Ras family
PH domain
SUPPORTING READ COUNT
Split reads = 4
Discordant mates = 2
AGAP3 BRAF

Protein kinase domain

translocation deletion
duplication inversion



chromosome 7

chromosome 7
g36.1 g34
— T —
breakpointl breakpoint2
chr7:151128684
18035 !

cf|1r7:140783157

Coverage

. AGAP3 TTt--l_ SUNSPPT L BRAF
- - - - ENST00000397238.7 T

\ 3 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family
PH domain
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 1
AGAP3

BRAF

Protein kinase domain

translocation deletion
duplication inversion



breakpointl
chr17:15503098
842 !

Coverage o,

0

chromosome 17 chromosome 17

p12 pl2

breakpoint2
ct|1r17:15440285

- CDRT4

T TENST00000619038.5

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



6842

Coverage

chromosome 17

pl2

breakpointl
chr17:1554043|’3

translocation
duplication

TVP23C T -ol_ -
ENST00000428082.6 - —--

deletion
inversion

chromosome 17

pl2

breakpoint2
ck|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 = 50
Discordant mates = 0



chromosome 17

pl2

breakpointl
chr17:15540433
6842 ]

Coverage

chromosome 17

pl2

breakpoint2
cl:nr17:15438200

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

1
7 n 3 | ;
| |
TVP23CT TT-ol -7 TTTteeellll L l-- CORTA™
ENST00000428082.6 - T Te-o R -t ‘ENSJ’QO_OQOGlQOSS.S
~~ bl :
I
I
RETAINED PROTEIN DOMAINS
reading frame unclear
Eukaryotic protein of unknown function (DUF846)
TVP23C CDRT4

translocation deletion
duplication inversion

CMT1A duplicated region transcript 4 protein



breakpointl
chr17:15503098
842 !

Coverage o,

0

chromosome 17

p12

chromosome 17

pl2

translocation
duplication

deletion
inversion

breakpoint2
cI|1r17:15438200

=

_--CDRT4 ~

- - -~ 77 - ENST00000619038.5

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 = 10
Discordant mates = 0



chromosome 17 chromosome 17

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

5122 ! !
S 0 |
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 = 4
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17

pl2 pl2
— —
breakpointl breakpoint2
chrl7:155457§5 cf|1r17:15440285
6842 X X
(] ] 1
g ' |
o | 1
3 | 1
O ! |
0 f 1
1

TVP23C el _L-- i
ENST00000428082.6 T -~ e

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 = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 1 chromosome 7

p36.33 pl1.2

breakpointl breakpoint2
chr(.‘al£0572?9 C|'|1r7155796092

Coverage

o

| | [_
1 |: _
1

-’

AL6O8314  TTeeell UL SEPTIN14
ENSTO0000890817.3 oo T oo o ENST00000388975.4
z S == = -=a
3 10
A

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

AL669831.4
SUPPORTING READ COUNT

Split reads = 53

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

translocation deletion
duplication inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
3202 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 2

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 17 chromosome 4

Coverage

ql2 q26
breakpointl breakpoint2
chr17:34039043 chr4:118595912
1074 ! :
1 1
1 1
1 1
1 1
) 1
0 1 i
! 1 ! 1
1
» 3
1 : I g 8 10
1 1
: l :
TLK2P1 AN 7 AC110079.1 o
ENST00000530992.1 R R ENST00000567913.2 R
h h 5
L1 [P e P rerpr{a by 10
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 32

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

S b

AC110079.1

translocation deletion
duplication inversion



