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ABHD17C CFAP161

RETAINED PROTEIN DOMAINS
reading frame unclear

Serine aminopeptidase, S33

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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Serine aminopeptidase, S33

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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AAA domain (dynein−related subfamily)

Lipoma HMGIC fusion partner−like protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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SOCS box

Ankyrin repeats (many copies)
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1



chromosome 4

q21.1

chromosome 4

q13.3

SHROOM3
ENST00000646790.1

ADAMTS3
ENST00000622135.1

breakpoint1
chr4:76741926

breakpoint2
chr4:72339693

0

1829

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 4 232221201918171615141312111098765

3 kbp
introns not to scale

A
D

A
M

T
S

3

S
H

R
O

O
M

3

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

SHROOM3 ADAMTS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Apx/Shroom domain ASD1

Thrombospondin type 1 domain
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ADAMTS cysteine−rich domain 2

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 9
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N−terminal region of glycosyl transferase group 7

N−terminal domain of galactosyltransferase

Immunoglobulin domain

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

C2 domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


