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High-throughput and highly accurate SNP typing platforms are required to perform risk
diagnosis for multifactorial disease and drug response. Here, we improve the DigiTag2
assay to shorten the running time and save the running cost by applying new type of
enzyme. The DigiTag2 assay enables analysis of a set of 96 SNPs using Kapa 2GFast
HotStart DNA polymerase with a new protocol that has a total running time of about 7
hours, which is 6 hours shorter than the previous protocol.
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192-plex PCR 96-plex PCR
Conversion rate BB/96 SNP 91/96 SNP
Call rate 99.84% 99.T6%
(B, 259/8 272 genotype)  (8.443/8 463 genotype)
1st set reproducibility 99.97% 99.99%
(8,069/8,071 genotype)  (8,339/8,340 genotype)
concordance 99.99%
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Conversion rate B7/96 SNP B8/96 SNP
Call rate 99.91% 99.83%
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2nd set reproducibility 100% 100%
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concordance 100%

{8,161/8,161 genotype)
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192-plex PCR 96-plex PCR
Conversion rate 85/96 SNP BE/96 SNP
Call rate 99.84% 99.81%
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1st set reproducibility 99.99% 100%
(7,288/7,289 genotype)  (6,121/6,121 genotype)
concordance 99 98%
{6,289/86,290 genotype)
Conversion rate B7/96 SNP 87796 SNP
Call rate 99.79% 99.79%
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2nd set reproducibility 99.97% 99.99%
(7.792/7 794 genotype)  (7,712/7,713 genotype)
concordance 99.97%
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