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GIAB benchmark sample HG002, we demonstrate that T2T assembly enables comprehensive detection of small nucleotide and structural of the alleles, resulting in missed “silent carriers” —
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To investigate general variant calling performance, we sequenced the well characterized HG002 GIAB cell line, which has several well establish solved in both haplotypes of both samples. denovo
small nucleotide and structural variant benchmarks. Assembly-based variant calls were generated with Dipcall® and compared to three GIAB variant GM20291 harbored inversions and large deletions haplotype 2 =D \ E; \ -8
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Three samples with complex chromo-
somal rearrangements were assembled
with our T2T protocol: a Robertsonian
translocation (GM03786) and a (bal-
anced) reciprocal translocation
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