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OVERVIEW HAS THE IMPUTATION SERVICE BEEN SCIENTIFICALLY VALIDATED?

Genotyping arrays and low-pass WGS (IpWGS) (including blended genome-exome sequencing or BGE) cut per-sample sequencing costs by up to 30x, SNP OAMM‘(!{]}"’:",W
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HOW DOES IT WORK? WHAT IS THE PRICE? | 1 1
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within 30 min — user is not charged Array 2500 $0.30/$0.40
3) Without needing to be an All of Us researcher, Phase & impute against N ﬁ
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