chromosome 6

chromosome 6
g22.33 g22.33
- o
breakpointl breakpoint2
chr6:128520259 chr6:127148648
12123 ! !
S
o
[
3
o
0

!
! 4
PTPRK \: RSPO3 .
ENST00000368207.7 b L7 ENST00000368317.3
l| T e L7 ’
=iy ighgya
| 3 kbp |

introns not to scale '

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 826
Discordant mates = 16

PTPRK RSPO3

Furin-like repeat, cysteine-rich

Spondin-like TSP1 domain

translocation deletion
duplication inversion



chromosome 6

q22.33

W S LR i

—

breakpointl

chr6:128491732
12123 ;

1
: et Tpeeed 2 feeed ]

Coverage

PTPRK el T
ENST00000392449.4 -7 T~

chromosome 6

q22.33

breakpoint2
cr|1r6:127148648

@ 1 15 16 4,

PTPRK

Furin—like repeat, cysteine-rich

1
P 3 B 4 B s »—)—)—)—)EI!
S e S |
,' K
- RSPO3 .-
- ENST00000368317.3 7
. P 4 PP s -)-)-)-)-EIl
S e S

| 900 bp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 16

RSPO3

Spondin-like TSP1 domain

deletion
inversion

translocation
duplication



chromosome 6

chromosome 6
g22.33 g22.33
- o
breakpointl breakpoint2
chr6:128520259 chr6:127150426
12123 ! !
S
o
[
3
o
0

1
: rd
PTPRK o .-~ RSpPO3 .-~
ENST00000368207.7 DN -7 ENST00000368317.3
lI A N - -
3 - &
| 3 kbp |

introns not to scale '

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0

PTPRK

RSPO3

Furin-like repeat, cysteine-rich

Spondin-like TSP1 domain

translocation deletion
duplication inversion



chromosome 6

chromosome 6
q22.33

022.33

—

breakpointl
chr6:128520259
12123 !

breakpoint2
cll1r6:127195823

Coverage

1
1
N | _ - - — - -
PTPRK N _RSPO3.-""~
ENST00000368207.7 DN _ -ENST00060368317.3
|I \\ .- e
£y
| 3 kbp |

introns not to scale '

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 2

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
4109 [
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



2052

Coverage

chromosome 17

ql2

breakpointl
chr17:340390£|13

chromosome 4

S b

AC110079.1

translocation
duplication

TLK2P1

ENST00000530992.1

deletion
inversion

1
1
1
1
1
1
1
1
1
1
]
1
1
L

Genes are not protein—coding.

introns not to scale

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0

q26
breakpoint2
ck|1r4:118595912
1
1
1
1
1
I
1 ! 1
| B He - 8 10
: 5 !
AC110079.1
R L7 ENST00000567913.2 7
[t Psbe P-Hebi-{a e 10
. 2 kbp |



