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MEDLINE e 220
MILPA JE oo 148
mRNA (messenger RNA)
.................................... 22,33, 34, 39, 120
mRNA FiBEfA (pre=mRNA) oo 36
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BEFEARBHZERMA (variant of uncertain
significance : VUS) oo 134, 146, 217
BRI (dysplasia) ........................ 107, 138
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............................................. 85, 183, 214
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A2 Oy (ntron) e 14, 22, 34
ERZE SaFN e
(informed assent) ---rrreireens 206

v 7+—uF-avtvh
(informed consent)
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............................................................ 104
FEEERFGE oo 192, 218
IV — L f#HT (exome sequencing) -+ 133
IFYV Y (EXON) oo 14, 22, 34
IV Y RF v (exon skipping)
............................................................ 146
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I YNV Y — (enhancer) o 34, 43
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F 25 (chimera) e 90
WAL (INVersion) « e 97
WSV E (reverse bands) <o
BAFIREESE oo

F v v 7HERE (cap structure) -
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fHHa Z (recombination) oo 31
FHEEZ DNA oo 172
FHHEZ DNA BT 135
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ZhE (fertilization) o 50
S5 (zygote) ................................. 14, 49
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Xj";{xgmﬁ ....................................... 224
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............................................. 66, 106, 155
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................................................... 170, 172
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HEIERH 2 (homologous recombination)
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......................................................... 17,28
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............................................. 116, 157, 179
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I Y 20
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(preimplantation genetic diagnosis)
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2 (intermediate metabolizer)
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R 220
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FHEFAE (statistics) oo 182
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REHHIA B 7 (statistical significance)

............................................................ 194
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3457 (independent assortment) - 31
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....................................... 43, 62, 184, 189
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FUY I RFa— 94
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X7 VA F FREBHE
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