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Detecting the T/90M variant in urinary ¢fDNA using ddPCR

The T790M mutation was measured in the samples preserved with UAS after O h, 4
h and 24 h storage at both temperatures. At RT, the FA was slightly lower compared
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in the wildtype DNA was calculated using QuantaSoft™ . For positive-template controls, ctDNA reference

| ; s stabilizing buffers over time and at different temperatures. We were able to identify
standard solutions were used with the 5%, 1% and 0.1% AF.

— Aoy future challenges in the pursuit of standardization of uctfDNA collection and
o processing for downstream diagnostic procedures. We observed different uctDNA
levels under various conditions and found that direct preservation with UAS

under all four preserving conditions and at both
temperatures (Figure 4).
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