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Figure S1. Z-scores of chromosomes 13, 18, and 21 calculated using three different methods.

Table S1. Number of trisomies predicted using three different methods.

STD NCV WSRB Confirmation
Trisomy 13 5 5 3 0
Trisomy 18 9 10 9 5
Trisomy 21 33 34 33 33

Total 47 49 45 38




