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Homologous recombination repair (HRR) is a cellular pathway for high-fidelity double strand DNA break Table 2. HRDsig Concordance Study Results Figure 2. HRDsig Analytical Sensitivity Study

repair that uses the sister chromatid as a guide to ensure chromosomal integrity and cell viability. ) y A B C
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#HRDsig Unknown samples were excluded from concordance analysis rate was achieved. (c) The distribution of HRDsig scores of LoD study samples

Table 1. Study Designs
Study Type Study Description Excellent Precision of HRDsig Calling Limited Impact of Interfering Substances
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Table 3. HRDsig Interfering Substances Study Results

Limit of Blank 5 « 12 replicates per sample Figure 1. HRDsig Precision Study Results
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false positive rate, high reproducibility, and robustness to interfering substances of HRDsig calling.
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