THE UNIVERSITY OF

TOLEDO

1872

590 SNAQ-SEQ™: Use of synthetic internal standards in conjunction with Poisson Exact Test to call variants in contrived

circulating tumor DNA specimens
James C. Willey!, Erin L. Crawford’, Daniel J. Craig?, Joshua Xu?, Nathan Haseley?, Jennifer Lococo?, Tom Morrison*
"University of Toledo College of Medicine & Life Sciences, Toledo, Ohio; 2 National Center for Toxicological Research, Little Rock AR, 3lllumina Inc., San Diego CA, ‘Accugenomics Inc., Wilmington NC

RESULTS

BACKGROUND
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