Supplementary File 1
Manually curated CSV loci in NA12878 initially
reported by 1000 Genomes Project

Note:

 The IGV screenshots and Dotplots for 18 curated CSV and 64 simple SVs are listed here.

» The raw Dotplots of 82 true discoveries and 231 false discoveries are available at:
https://drive.google.com/file/d/1YjuQOpjJ0JSPkINg1GA70QxjF6ii6dRO/view?usp=sharing.

» The results in this file are summarized in Supplementary Table S5.


https://drive.google.com/file/d/1YjuQOpjJ0JSPk9nq1GA7oQxjF6ii6dR0/view?usp=sharing
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