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Background

The power of high-density SNP profiles to
infer distant kinship relationships to generate L. .
investigative leads in criminal casework and human SE“SltIVlty

identification efforts is rapidly advancing the
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forensic genomics field. Microarray analysis and AT [y | en—— e ——— N — [ d— — — The sensitivity study demonstrated high perfor-
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the genome for Forensic Genetic Genealogy (FGG).
However, microarray analysis with degraded

and low input samples is particularly difficult

and interrogating the whole genome brings up
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databases, while excluding medically relevant SNPs.
The targeted sequencing method is well-suited for
low quantity samples, with the added feature of
being able to add up to 25 uL of extract. Further,
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and evaluated nonprobative degraded samples. To
establish analysis thresholds, we evaluated call rate,

concordance, and matching within GEDmatch PRO. Mixtures
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input samples (0.25 ng and 1.0 ng) were sequenced
in 4-plex sample pools, in addition to negative
controls. Low input samples (0.1 ng and 0.05 ng) were Non prObative
sequenced in 2-plex sample pools.

Analysis: The sensitivity samples were analyzed
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threshold of 10X generated the best results. High per-
formance was observed with nonprobative samples,

notably with bone samples that included low inputs GEDmatCh Pro
and degraded samples, from a range of conditions.
Profile heterozygosity is useful to assess the quality
of a sample, including the identification of contam-
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