Novel single-cell whole genome amplification long-read workflow highlights complex variation mosaicism )S kr
GENOMICS

Joe Dahl’, Viren Amin’, Katie Kennedy’, Don Trapolsi’, Laura Williams®, Durga Arvapalli’, Isal Salas-Gonzalez', Jamie Remington’, Khadija Clark®, Victor Weigman SASHG
'BioSkryb Genomics, Durham, NC, United States NNUAL 5

MEETING

Single-cell long-read sequencing with PTA delivers ~4 kb amplicons and 75-92% genome coverage per cell with high uniformity,
>90% phasing, and >70% SV precision - enabling analysis of hard/repetitive regions, CNAs, and repeat expansions.
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