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RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

Ligand−binding domain of nuclear hormone receptor
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Split reads = 138
Discordant mates = 0
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Myosin head (motor domain)

Ectropic viral integration site 2A protein (EVI2A)

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SWIRM−associated domain at the N−terminal

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 1
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Discordant mates = 1



chromosome 6

p21.31

chromosome 6

p21.31

LHFPL5
ENST00000651132.1

CLPSL1
ENST00000373861.6

breakpoint1
chr6:35797459

breakpoint2
chr6:35786998

0

6597

C
ov

er
ag

e

1 2 3 4 5 6 7 1 2 3

1 2 2 3

900 bp
introns not to scale

C
LP

SL
1

LH
FP

L5

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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C2 domain

SUPPORTING READ COUNT

Split reads = 9
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Split reads = 5
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Cation channel sperm−associated protein subunit beta protein family

C2 domain

SUPPORTING READ COUNT
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