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introns not to scale
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Discordant mates = 0



1947

Coverage

chromosome 1
p35.2

chromosome 1

breakpointl
chr1:3179267|8

1
N R R A

1
L

SPOCD1--_ .-~
ENST00000452755:6" ~ ~ ~ _

@ 1 15 16 4,

translocation
duplication

Siigia g™

1
1

-
-

‘s RETAINED PROTEIN DOMAINS
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deletion GPCR proteolysis site, GPS, motif -
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7 transmembrane receptor (Secretin family)-
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—
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SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
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