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: _ - - - - - _ , : , STK11 c.816C>T pTyr272= chr19:1221293-1221293 9.0 2/2 8.01+1.01 6/6 8.55 +1.14
Results: No cross-contamination was observed in any NTC repllcates n Stopping point Total time: 10-15 min. TP53 c.376-7C>T N/A chr17:7578561-7578561 26.0 2/2 29.37 + 0.71 6/6 27.42 + 1.38
any of the runs. All runs generated high-quality results with consistent (optional) On-deck Reagent Storage KRAS c.38G>A p.Gly13Asp chr12:25398281-25398281 15.0 2/2 14.28 + 1.51 6/6 14.78 + 0.9

. KRAS c.35G>A p.Gly12Asp chr12:25398284-25398284 6.0 2/2 6.81 +0.52 6/6 6.94 +0.61

>90% effective on-target rates and ~100% of bases covered at > 0.2x . ERBB2 C.2411G>A 0.Gly804Asp chr17:37881082-37881082 5 2/2 4.55 +0.62 6/6 4.78 +0.66
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mean coverage. Compared with the manual NGS libraries, the automated ; P CTNNB1 c.133_135del p.Ser45del chr3:41266134-41266136 10 2/2 9.92 +1.24 6/6 9.37 +1.38
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naexing uritication PIK3CA c.1173A>G p.lle391Met chr3:178927410178927410 9 2/2 8.56 +0.86 6/6 8.53 +0.56

PIK3CA c.1633G>A p.Glu545Lys chr3:178936091178936091 9 2/2 9.11 +0.45 6/6 8.43 + 0.87

H . : : : . . _ . PIK3CA c.3140A>G p.His1047Arg chr3:178952085178952085 17.5 2/2 18.39+ 0.96 6/6 17.66+ 0.75
Conclusion: The automated Pillar ORST22 assay on Biomek NGeniuS ! Total time: 45-70 min. e ST e ey o YT BT S
system produced high quality and robust results with minimal hands-on Gene-Specific PCR Amplification EGFR c.2361G>A p.GIn787= chr7:55249063-55249063 15 2/2 14.13 + 0.98 6/6 13.83 + 1.85
time and human intervention. Together with the easy-to-use setup of the “Variant s below VAF cutoffin PIVAT software.
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NGeniUS, and Pillar's single day library preparation workflow, these Conclusions:
combined technologies could substantially reduce the lab operation _ 1. Using the NGeniuS ORST22 application, 24 libraries can be prepared in approximately 7 hours with ~1 hour hands-on time and ~6
wassanf . .
hours hands-off time (Figure 1).
burden. — - — Figure 1 — Overview of oncoReveal Solid . ( & ) . . _ . . _ . . .
Gene-Specific PCR Purification Tumor 22 Gene Application sections and 2. The NGeniuS automated platform can produce high quality libraries using Pillar Biosciences oncoReveal Solid Tumor 22 Gene
| approlximate cr(])mple;cjionktimes. Forfa r2]4 pane| (Figures 2_4).
Total time: 45-70 min. sample run, the on-deck portion of the : : . : : :
workflow can be completed in ~6 hours 3. Resulting variant calls for libraries prepared on the NGeniuS platform were as expected and comparable to manual preparation
with several optional stopping points. (Table 5).
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