S5 Table. Summary of target-based sequencing results 
	Variable
	Finding

	Total no. of reads
	6,644,998

	Reads mapped to the target region, %
	98.9

	Target coverage per base (mean)
	231 X

	Target base pairs covered ≥10 X, %
	97.5

	Target base pairs covered ≥100 X, %
	85.4

	Total % of variants discovered
	

	Missense
	69.0 (49/71)

	Frameshift
	18.3 (13/71)

	Stop- gain or stop-loss 
	7.0 (5/71)

	Non-frameshift
	5.6 (4/71)
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