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identify all heterozygous
informative sites within panel

s

Evaluate aggregated gena-level LOH
within HRR genes possessing a
minimum number of informative sites

Determine number of chromosome
arms possessing a minimum numbser
of informative sites presenting with
foss of heterozygosity that spans
length less than the entire
chromosome arm length

¥

Evaluate presence or absence of

giobal LOH signature in sample

Determing HRD status in sample

Fig. 5
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