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Correction to: Genet Med advance online publication 21 February 2019; https://doi.org/10.1038/s41436-019-0463-8.

An update to the original published conflict of interest for author Liying Zhang, PhD. L.Z. received compensation from Future
Technology Research LLC (seminar on precision medicine), Roche Diagnostics Asia Pacific, BGI, Illumina (speaking activities at
conferences/workshop). L.Z.'s family member has a leadership position and ownership interest of Shanghai Genome Center. This
correction has been made.
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