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L 48 reading frame unclear
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Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 84
Discordant mates = 0

PCDHGB2 PCDHGAL2
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
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|7 SUPPORTING READ COUNT
Split reads = 84
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PCDHGB2 PCDHGAS8
Cadherin C-terminal cytoplasmic tail, catenin—binding region
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|7 SUPPORTING READ COUNT
Split reads = 84
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PCDHGB2 PCDHGA9
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
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o 14 15 16 > RETAINED PROTEIN DOMAINS
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|7 SUPPORTING READ COUNT
Split reads = 84
Discordant mates = 0

PCDHGB2 PCDHGC3
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
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|7 SUPPORTING READ COUNT
Split reads = 84
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PCDHGB2 PCDHGC4
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RETAINED PROTEIN DOMAINS
reading frame unclear
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Interferon—-induced transmembrane protein—
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introns not to scale

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 24
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' introns not to scale '

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 11 chromosome 17

q14.3 p1l.2
J—
breakpointl breakpoint2
chr11:90251317 chrl7:17866419

12252 ! !
g’ ]
E 1
o |
3 1
O 1
0 1
1

[=]
R
[w]
[&]
[CoT]
(]
=

o

TDISCIFPL
ENST00000649156.1__ _

15
\ 2 kbp |
! introns not to scale !
SUPPORTING READ COUNT
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 44
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introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 4

SIFN12L
Putative DNA-binding domain

«=== translocation deletion
duplication == inversion
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introns not to scale

SUPPORTING READ COUNT
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translocation deletion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 4
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Putative DNA-binding domain

«=== translocation deletion
duplication == inversion
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introns not to scale

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin—conjugating enzyme

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 1
UBE2G ANKFY1
BTB/POZ domain
S)

Ankyrin repeats (many copie
Ankyrin repeat

Ankyrin repeats (many copies)-

translocation deletion Ankyrin repeat-
duplication inversion

Ankyrin repeats (3 copies)

FYVE zinc finger—
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reading frame unclear

Ubiquitin—conjugating enzyme
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

UBE2G1 ANKFY1
Ankyrin repeats (many copies)
Ankyrin repeat
Ankyrin repeats (many copies)
Ankyrin repeat-
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 57
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translocation deletion
duplication inversion
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reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Splitreads =7
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reading frame unclear

NFACT N-terminal and middle domains
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ENST00000216373.10

SOS2
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1

introns not to scale

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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reading frame unclear
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introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|fSema domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0

PLXNB2 VEGFB
PDGF/VEGF domain

translocation deletion
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SUPPORTING READ COUNT

Split reads = 46
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA-binding domain
Schlafen group 3, DNA/RNA helicase domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 3
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Hepatocyte nuclear factor 1 (HNF-1), beta isoform C terminus
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RETAINED PROTEIN DOMAINS
reading frame unclear

GOLGA6L11P Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 44
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reading frame unclear

Cadherin-like
Cadherin domain
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Cadherin C-terminal cytoplasmic tail, catenin—binding region
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introns not to scale

SUPPORTING READ COUNT

Split reads = 42
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine-rich repeat
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Transmembrane protein 254

introns not to scale

SUPPORTING READ COUNT

Split reads = 39
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reading frame unclear
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SUPPORTING READ COUNT
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1415

Coverage

chromosome 5

q31.3

(LR D R i

—

breakpointl
chrs: 14085841?6

chromosome 5

q31.3

breakpoint2
cr|1r5:140978949

@ 14 15 16 4

translocation
duplication

N —

il | | 1
| |
! I
_______________ PC-DHAJ.O_____ _,f—"‘PCDHAC1 _,-—"——
" ENST00060562220.2_ T T .- . ENST00000253807.3~ ~
Ijl_ :
\ 4 kbp |

7

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

PCDHA10 PCDHAQ1
Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 8
Discordant mates = 0

PCDHA10 PCDHAC1
Cadherin C—-terminal cytoplasmic tail, catenin—binding region
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 35
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