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0 A Validating a Clinical Cancer Exome Assay:

When your child needs a hospital, everything matters.
Institute for Genomic Medicine

background various sample processing scenarios and pooling

he processing profile highlighted below aid our understanding of standardizing the protocols for more consistent sequencing results.

To date, IGM has processed 65 cancer cases using enhanced whole exome
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Fresh Frozen Tissue 21 10,777bp — 60,000bp example of two FFPE samples of low quality at 100ng and varies across the samples. The highest quality sample of 8209bp out performed all the samples. normal samples. The 1499bp FFPE sample with 71X coverage under performed compared quality and equal processing conditions. Both
25ng input into library preparation. A four-fold difference Quality of the samples and the input into the capture could have caused the off balance of to the other samples achieving >250X coverage. Poor sample quality contributes to samples, an FFPE and Fresh Frozen, performed
Blood Normal 26 13,029bp — 60,000bp into the library preparation contributes to off balance of observed % loading and average coverage. observed % loading and average coverage in this sequence pool. similarly. Samples of similar quality and conditions
: observed % loading and average coverage. appear to perform the same with respect to observed
FFPE Tumor Tissue 12 1,271bp —31,079bp o loading and average coverage.
Note: the samples above underwent Covaris shearing.

predicted vs. observed % per lane data results
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Figure 9. Sample processing flow chart.
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the lower quality samples which happen to be FFPE samples.



