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Figure 1. Pedigree of a family with various kit types available in GEDmatch Figure 4. SNP counts per sequencing platform per sample (WGS is pink, ForenSeq Kintelligence is blue)
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Conclusions
*Increased computation time and resources to process WGS data compared to ForenSeq

Kintelligence. Lack of standards with WGS data processing. Unknown expectations for
identifying high order relationship degrees

* ForenSeq Kintelligence workflow is simple and easy to use and is reproducible across

*  WGS with segment matching (Table 2)
* The Intact and Degraded 1ng samples were too matchy, even after matchy
segments were removed using the Filtered VCF (Fig. 3) Sample Index (DI) Amount Average Heterozygosity Het )
 The custom utility performed best for the 1ng samples (Fig. 3) and was naex (ng) Coverage Ratio4 e eroozygosﬂy
able to identify true matches but only up to 1+ degree for Degraded using (%)
GM loci and up to 4™ for Intact using the custom loci set (Table 2) 1.0 30.0 1.79 47.5
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. or?:gesqdm:onlees Egrccheegldll ;Q;e'§;d°1 st_e5th )re|q|-ionships el e G ¢ e 4 1.0 21.0 1.84 46.9 * Disease SNPs are excluded from the ForenSeq Kintelligence assay, but must be removed
« Degraded 100pg matched up to 4™ degree 0.1 28 2 4.66 33 .4 bioinformatically with WGS
- False positives remained low (Fig. 5) * Method to resolve matchy kits is subjective. ForenSeq Kintelligence kits can never be matchy
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