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Figure 3. A. Link-density plot of t(3;11) balanced translocation. B. Hi-C Breakfinder misses a small (824 bp)
inversion involved in the 1(3;11) event resulting in its incorrect (local) call orientation. Dovetail Precise accurately

\/l ethOd S \ Sl Al . calls all breakends and orientations involved in t(3;11) event to enable accurate local reconstruction.
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sequenced to ~55x coverage. Sequencing data was aligned to hg38 with bwa \%\
and SV calls generated by running a standard, HiC-based SV caller, HiC-
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Figure 1: A. Overview of Dovetail® LinkPrep™ technology. LinkPrep l (9,995 27,190 bp) (0-1.363bp) assignment by HiC-Breakfinder or Dovetail ?efe rences

offers a robust, single-day sample-to-sequencer workflow delivering Draft GIAB HG00S . - M = 4,117 bp M=1bp Precise the GIAB breakend call +/- (_3I was

high-resolution linked-read data with comprehensive genomic ra arge Intra A (0 - 669 bp) compared against the breakend assigned . . .

coverage. B. Dovetail linked-read data enables highly sensitive SV somatic SV benchmark VCF (> 2Mb) (1,636 - 188,959 bp) by the respective to_ol. Hi-(? Breakﬁnd_er 1. McDaniel, J.H. et al. .Development and extensive S€q Uen_Cmg O.f a .b.roadly'
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