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ISO/TS 22692:2020 Genomics informatics— Quality control metrics
for DNA sequencing

ISO 20397-2:2021 Biotechnology — Massively parallel sequencing
H/IE — Part 2: Quality evaluation of sequencing data

ISO/TS 20428:2017 Health informatics — Data elements and their
meta data for describing structured clinical genomic sequence
information in electronic health records
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