Accurate full-length gene diplotyping using ultralow input linked-read library and short reads
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Abstract Whole Genome Phasing BRCA1 & BRCA2 Diplotype Variants Among the Trio
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Single-tube 3-hour Linked-read Library Prep Conclusion
Diplotype Phased BRCA2 Gene of the Ashkenazi Trio TELL-Seq is a simple and scalable linked-read library for haplotype phasing and de
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