
chromosome 8

q22.2

chromosome 8

q22.2

STK3
ENST00000419617.7

VPS13B
ENST00000357162.7

breakpoint1
chr8:98749276

breakpoint2
chr8:99274198

0

10872

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 910111213141516171819202122232425262728 29 30313233 34 35 36 3738394041 42 43444546474849505152535455 56 5758596061 62

4321 1819202122232425262728 29 30313233 34 35 36 3738394041 42 43444546474849505152535455 56 5758596061 62

6 kbp
introns not to scale

STK3
VPS13B 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

STK3 VPS13B

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 249
Discordant mates = 0
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Discordant mates = 1
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Split reads = 45
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thrombospondin type 1 domain

Thrombospondin type 1 domain

ADAMTS cysteine−rich domain 2

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Metallo−peptidase family M12B Reprolysin−like

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Thrombospondin type 1 domain

Thrombospondin type 1 domain

ADAMTS cysteine−rich domain 2

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Metallo−peptidase family M12B Reprolysin−like

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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N−terminal region of Chorein or VPS13
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Split reads = 30
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reading frame unclear

HpcH/HpaI aldolase/citrate lyase family

Ion transport protein

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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NOD2 winged helix domain
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Split reads = 13
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