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translocation deletion
duplication inversion



chromosome 10 chromosome 10

024.32 q24.2

breakpointl breakpoint2
cgg%0:10226011|6 cf|1r10:98620708

Coverage n

0

4 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

GBF1 HPSE2

Glycosyl hydrolase family 79, N-terminal domain
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