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Immunoglobulin domain

MAM domain, meprin/A5/mu

translocation deletion
duplication inversion
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reading frame unclear
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4 kbp |

MAPK14 DGAl
Immunoglobulin domain

MAM domain, meprin/A5/mu
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introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

|'Oxysterol—binding protein

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 0

OSBPL2 LAMAS
Laminin Domain I

Laminin G domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

|'Oxysterol—binding protein

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

OSBPL2 LAMAS
Laminin Domain I

Laminin G domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

|'Oxysterol—binding protein

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

OSBPL2 LAMAS
Laminin Domain Il

Laminin G domain

translocation deletion
duplication inversion
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No protein domains retained in fusion.
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4 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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3 kbp |

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP-22/EMP/MP20/Claudin tight junction
SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0

TMEM178A THADA

translocation deletion
duplication inversion
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introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 73
Discordant mates = 0

translocation deletion
duplication inversion
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breakpointl
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MADIL1
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q13.33

RRIMINIED
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breakpoint2
cr|1r20:63196734

RETAINED PROTEIN DOMAINS
reading frame unclear

|'Mitotic checkpoint protein

YTHDF1

ENST00000370339.8

2 kbp |

MAD1L1

YTHDF1

introns not to scale

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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' introns not to scale '
SUPPORTING READ COUNT
No protein domains retained in fusion. Split reads = 41

Discordant mates = 0
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introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 38
Discordant mates = 0
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p21 g22.13
breakpointl breakpoint2
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_______________ , ENST00000644942.1 7

\ 4 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

THADA/TRM732, DUF2428

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0

THADA DYRKI1A

Protein kinase domain

translocation deletion
duplication inversion
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\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

THADA/TRM732, DUF2428

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

THADA DYRK1A

Protein kinase domain

translocation deletion
duplication inversion
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4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
ERBB4
Receptor L domain
h region

Furin—like cysteine ric
Receptor L domain
Growth factor receptor domain IV-

translocation deletion Protein kinase domain -
duplication inversion
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chromosome 14

q21.1

—

breakpoint2

cl|1r14:37622050

deletion
inversion

TTC6 .

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0

No protein domains retained in fusion.
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breakpoint2
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inversion
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2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

No protein domains retained in fusion.
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Coverage

chromosome 14

q21.1

breakpointl
chr14:375643€|32

chromosome 14

q21.1

translocation
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" 7 T ENST00000554829.1
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inversion

AL131790.4 - - - _ _

No protein domains retained in fusion.

breakpoint2
cr|1r14:37606663

TTC6

ENST00000556845.1 -7

400 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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breakpointl
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chromosome 14

q21.1

translocation
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" 7 T ENST00000554829.1
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inversion

AL131790.4 - - - _ _

No protein domains retained in fusion.

breakpoint2
cr|1r14:37606663

TTC6

ENST00000556845.1 -7

400 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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\ 3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0
TTC6

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat—

translocation deletion Tetratricopeptide repeat——
duplication inversion
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introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0
TTC6

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat—

translocation deletion Tetratricopeptide repeat——
duplication inversion
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' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Endoplasmic Reticulum Oxidoreductin 1 (EROL1)

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0

ERO1A PYGL
Carbohydrate phosphorylase

translocation deletion
duplication inversion
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4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G-beta repeat
SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0

BRWD1

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G-beta repeat
SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

BRWD1

translocation deletion
duplication inversion
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introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

KRT12
Intermediate filament protein

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

RNF115 TACR1
7 transmembrane receptor (rhodopsin family)

translocation deletion
duplication inversion
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introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

THADA/TRM732, DUF2428
SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0

THADA

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 21

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

translocation deletion
duplication inversion



chromosome 7 chromosome 20

p22.1 q13.33

breakpoint2

breakpointl
ckllr20:60559528

chr7:5199658
9018 !

Coverage

1
1

il

I WHRI2Z . _ __--MIR646HG .-~
-------- -~~~ ENST00000665114.1

(4]

1 kbp |
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SUPPORTING READ COUNT

Split reads =3

No protein domains retained in fusion. )
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translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion
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\ 3 kbp

introns not to scale
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RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0

ATAD2B H2A
Core histone H2A/H2B/H3/H4

C-terminus of histone H2A

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

TGF-beta propeptide

e

Cadherin, Y-type LIR-motif

Cadherin prodomain like

introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 15
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SUPPORTING READ COUNT

Split reads = 12
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SUPPORTING READ COUNT

Split reads =5
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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| 900 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0

KRT23

Intermediate filament protein

translocation deletion
duplication inversion
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| 900 bp ,
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Intermediate filament protein

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rdx family

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

MIEN1

translocation deletion
duplication inversion



