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Long-read low-pass (LRLP) sequencing-based genotyping offers an abundance of benefits for plant and animal breeding that short-read sequencing cannot
achieve including improved mapping resolution and identification of important large structural variants (SVs). LRLP sequencing has been held back by the
lack of high-throughput protocols and reagents available. Recent developments by PacBio and SegWell are making high-throughput DNA extraction, shearing
and library preparation possible.
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