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In this study, we utilized blocker displacement amplification (BDA)
PCR to selectively amplify specific mutations, such as T790, with
high sensitivity, thereby guiding the selection of EGFR-targeted
therapies in colorectal cancer. Although our initial focus was on the
T790 mutation in the EGFR gene due to its association with non-

small cell lung cancer, we have since shifted our attention to Creating a Standard ProAmp Standard 456.8%

colorectal cancer. BDA PCR allows for the amplification of single curve top L
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Figure 3: Graph depicting the results of of the baseline efficiency PCR
(with blocker). As the mutant allele concentration decreases, the cycle
threshold (Ct) increases.

manner, this test aims to improve treatment selection and patient
outcomes. My research primarily involved assay development and Figure 1: List of all experiments and their resulting
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PCR Design
In this phase, a PCR assay was designed to detect two new
mutations. This was accomplished using different genome viewing ACknOWI edg ments Refe rences
tools including NCBI BLAST and NCBI Genome Viewer, as well as 1. Wu, L.R., Chen, S.X., Wu, Y. et al. Multiplexed enrichment of rare DNA variants via
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