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PTPRK RSPO3

RETAINED PROTEIN DOMAINS
reading frame unclear

Spondin−like TSP1 domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 1767
Discordant mates = 29



chromosome 6

q22.33

chromosome 6

q22.33

PTPRK
ENST00000392449.4

RSPO3
ENST00000368317.3

breakpoint1
chr6:128491732

breakpoint2
chr6:127148648

0

19131

C
ov

er
ag

e

4 3 2 1 1 2 3 4 5 6

21 2 3 4 5 6

900 bp
introns not to scale

RSPO
3

PTPRK

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

PTPRK RSPO3

RETAINED PROTEIN DOMAINS
reading frame unclear

Spondin−like TSP1 domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 29
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Spondin−like TSP1 domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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Spondin−like TSP1 domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 29
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Takusan

Calcium−activated BK potassium channel alpha subunit

TrkA−N domain

Calcium−activated BK potassium channel alpha subunit

Ion transport protein

SUPPORTING READ COUNT

Split reads = 160
Discordant mates = 15
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated BK potassium channel alpha subunit

TrkA−N domain

Calcium−activated BK potassium channel alpha subunit

Ion transport protein

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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reading frame unclear

Calcium−activated BK potassium channel alpha subunit

TrkA−N domain

Calcium−activated BK potassium channel alpha subunit

Ion transport protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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WDR19 ATP8A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

E1−E2 ATPase

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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reading frame unclear

RNA polymerase Rpb5, N−terminal domain

Kelch motif

BTB And C−terminal Kelch

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane sweet−taste receptor of 3 GCPR

SUPPORTING READ COUNT

Split reads = 56
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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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Replication factor RFC1 C terminal domain

ATPase family associated with various cellular activities (AAA)

BRCA1 C Terminus (BRCT) domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region
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NAD dependent epimerase/dehydratase family

Uncharacterised conserved protein (DUF2362)
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Transcription factor IIA, alpha/beta subunit
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DMAP1−binding Domain

Peptidyl−tRNA hydrolase PTH2
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