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Development of a massively parallel SNP-typing method for rapid and efficient
identification of responsible genes in mutants
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An open-source target enrichment technology was developed and used to
capture and sequence target regions with single nucleotide polymorphisms (SNPs) and other mutations.
Six rice cultivars were used as a model for a target capturing. Target enrichment and genotyping
were successfully performed with a minimum of 50 bp of the target flanks. In addition, SNP
enrichment can be successfully performed by pre-mixing eight samples before the target capturing.
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