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Clinically important variation often occurs at loci that are not reliably resolved by conventional assays. Short-read sequencing and non-sequencing 3 Mahi-mahi algorithm overview b FMR1 (HG00259): repeat length and clustering 3 Sillago overview b PMS2: variant assignment in read data
molecular assays can fail to resolve allele sequence, phase, motif composition, methylation, or copy number, particularly for short tandem repeat (STR) . .
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