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Ligand−binding domain of nuclear hormone receptor

DTHCT (NUC029) region

DNA gyrase/topoisomerase IV, subunit A

C−terminal associated domain of TOPRIM

Toprim domain

DNA gyrase B

SUPPORTING READ COUNT

Split reads = 1566
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Zinc carboxypeptidase

Dual specificity phosphatase, catalytic domain

DEK C terminal domain
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N−terminal of ubiquitin carboxyl−terminal hydrolase 37

Cadherin, Y−type LIR−motif

Cadherin domain
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Discordant mates = 0
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 63
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Zinc finger, C2H2 type
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Zinc finger, C2H2 type
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reading frame unclear

Protein kinase domain

MAM domain, meprin/A5/mu

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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OSBPL2 LAMA5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxysterol−binding protein 

Laminin G domain

Laminin Domain II

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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GSDMB IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Gasdermin pore forming domain

Gasdermin PUB domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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GSDMB IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Gasdermin pore forming domain

Gasdermin PUB domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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GSDMB IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Gasdermin pore forming domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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GSDMB IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Gasdermin pore forming domain

Gasdermin PUB domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMEM178A THADA

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin tight junction

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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THADA DYRK1A

RETAINED PROTEIN DOMAINS
reading frame unclear

THADA/TRM732, DUF2428

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TTC6

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RNF115 TACR1

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 21

q22.2

chromosome 20

q13.2

BRWD1
ENST00000333229.6

AL391097.2
ENST00000435057.1

breakpoint1
chr21:39269899

breakpoint2
chr20:53198307

0

3015

C
ov

er
ag

e

42 41 40 39 38 37 36 35 3433 32 31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 131211 10 9 8 7 6 5 4 3 2 1 5 4 3 2 1

151413121110987654321 543

4 kbp
introns not to scale

AL391097.2

BRWD1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

BRWD1

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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BRWD1

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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THADA

RETAINED PROTEIN DOMAINS
reading frame unclear

THADA/TRM732, DUF2428

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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HEATR3

RETAINED PROTEIN DOMAINS
reading frame unclear

HEAT−like repeat

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptin N terminal region

Coatomer beta C−terminal region

Coatomer beta subunit appendage platform

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptin N terminal region

Coatomer beta C−terminal region

Coatomer beta subunit appendage platform

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MAD1L1 YTHDF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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ATAD2B H2AZ2

RETAINED PROTEIN DOMAINS
reading frame unclear

C−terminus of histone H2A

Core histone H2A/H2B/H3/H4

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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ERO1A PYGL

RETAINED PROTEIN DOMAINS
reading frame unclear

Endoplasmic Reticulum Oxidoreductin 1 (ERO1)

Carbohydrate phosphorylase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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KRT12

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome X

q21.1

chromosome X

q21.1

MAGT1
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ATRX
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MAGT1 ATRX

RETAINED PROTEIN DOMAINS
reading frame unclear

OST3 / OST6 family, transporter family

Helicase conserved C−terminal domain

SNF2−related domain

Cysteine Rich ADD domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SERINC5

RETAINED PROTEIN DOMAINS
reading frame unclear

Serine incorporator (Serinc)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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CHFR

RETAINED PROTEIN DOMAINS
reading frame unclear

PBZ domain

Cysteine rich domain with multizinc binding regions

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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CHFR

RETAINED PROTEIN DOMAINS
reading frame unclear

PBZ domain

Cysteine rich domain with multizinc binding regions

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CHFR

RETAINED PROTEIN DOMAINS
reading frame unclear

PBZ domain

Cysteine rich domain with multizinc binding regions

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CHFR

RETAINED PROTEIN DOMAINS
reading frame unclear

PBZ domain

Cysteine rich domain with multizinc binding regions

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CHFR

RETAINED PROTEIN DOMAINS
reading frame unclear

PBZ domain

Cysteine rich domain with multizinc binding regions

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CDRT1 TVP23C

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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CDRT1 TVP23C

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BMP7 CDH4

RETAINED PROTEIN DOMAINS
reading frame unclear

TGF−beta propeptide

Cadherin, Y−type LIR−motif

Cadherin domain

Cadherin prodomain like

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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NEUROD2
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FBXL20 NEUROD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Neuronal helix−loop−helix transcription factor 

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SEPTIN14
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breakpoint2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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NEUROD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Neuronal helix−loop−helix transcription factor 

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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XRN2 NEMF

RETAINED PROTEIN DOMAINS
reading frame unclear

XRN 5'−3' exonuclease N−terminus

NFACT protein C−terminal domain

NFACT protein RNA binding domain

NFACT N−terminal and middle domains

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ESYT2 PTPRN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Synaptotagmin−like mitochondrial−lipid−binding domain

Protein−tyrosine phosphatase

Protein−tyrosine phosphatase receptor IA−2

RESP18 domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PHF21A HARBI1

RETAINED PROTEIN DOMAINS
reading frame unclear

DDE superfamily endonuclease

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CATSPERB TC2N

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CATSPERB TC2N

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CATSPERB TC2N

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CATSPERB TC2N

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain
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