
a  ClinVar census b  Selected inventory

665 distinct VariationIDs

302 disease-associated records
294 P/LP + 8 qualifying conflicts

271 eligible records
263 P/LP + 8 qualifying conflicts

31 excluded:
17 broader genomic
8 larger precise
6 imprecise

Prime editing: 237 loci
Base editing: 125 variants

625 base-guide candidate rows

278 distinct variants
237 + 125 minus 84 shared

c  Census / inventory mapping

3 268 10
Eligible

only
Eligible

represented
Inventory

onlyP/LP: pathogenic or likely pathogenic.
Counts describe different units; they are not additive.


