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Liquid biopsies represent a promising area of facilitating cancer research as blood collection is less invasive than tumor
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FFPE tissue is often used to look for cancer-associated mutations despite Both mutation
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can have different mismatch rates, and we use this to draw conclusions about the
best chromosomal lacations for biomarkers. We automated from extraction through
sequencing in collaboration with Swift biosciences.

As CfDNA is extracted from blood, it is a non-invasive way to detect disease; however,
there is some concern that cfDNA does not contain the same biomarkers as tumor
tissue. Tumor tissue is typically removed and stored as formalin-fixed, paraffin-
embedded tissue, a process that preserves the morphological structures well but

the ratio of the two allele frequencies. For all 8 pairs the ratio
of cfDNA allele frequency to FFPE allele frequency was 11 the

allele frequency for variants identified by cfDNA and FFPE were

not significantly different than each other. Interestingly though
When looking at variants with allele frequenc:

2 standard deviations from the mean. cfDNA showed allele
frequencies higher than FFPE for more variants.
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In most of the samples however, we were unable to find any variants identified in the ClinVar database. We were
however, able to find variants at the same position as variants in the ClinVar database. These could also alter the
encoded protein and would be good candidates for further study into phenotype. Interestingly all of these variants

were found in the FFPi

E DNA sequences; one of them was only found in FFPE DNA sequences; higher sequencing

chemically modifies and degrades the nucleic acids, coverage of the cfDNA could help to identify these variants.
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