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Next Generation Sequencing N11D10N NWTN DNA 71X NM1'71220 TN D) NANI21,00n
19IN2 12Y2N 0T MY DNAT-12 "WIIND D100 TW 02071 0NN X107 nwann (NGS)
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7AIXU NU'W21 X1 Np*'7a .1

0'7'NN2 W'Y 71N (D'U'UA NING) N'Un' 001X DNA WU ¥ 71X NMIYANA 11T nU'w
X177 DMV 01 DMPN2 1NN NN7NYN N7 NU'Wn .Yupn 737 0'axau (0nTa)
0N DM712 121 (MNAWNI YIT NMXUIMYT NNawN "1 D772 NANTI) 0'2'Xau 0'WUim

(CF-U'mN2a 7'uu'Y N'7NN7 112 277 TUN JW 17N XNA1T7) 7712 12 fX17 0171yn

Next-generation sequencing — nu'wa 7x1 np*71a .2
NGS sequencing (massively parallel sequencing)
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.(Yang Y et al 2013, Valencia CA et al 2013, Nijman 1J et al 2014) 82%-13%
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American College of Medical Genetics and Genomics (ACMGG) (Richards S et al 2015)
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