5 o O R

IDENTIFYING GENETIC RISK VARIANTS FOR
AUTISM SPECTRUM DISORDER: A
STATISTICAL FRAMEWORK WITH ERROR
RATE CONTROL g VIl L} ==

HEA : 2025%F3H7H(h)
A . PF12BFMAE -

12 : 20-13 : 20 j&=;
ithEh - AHRBEEERIFEIKEE

(EdEmPIEEFRIMNEELT7E ) -.-_--J..
#R2 : https://reurl.cc/Nb7yaq :Ij'

3/5(=)®H412 : 00& 1 _i;"’ﬁ

*PHEAGSER - BHEBETERKMN
FMMEN : HUSEEANBRFEERFT PO
BN : Bl EEARBAHEESR

HAEE

with a strong heritable component driven by multiple gen
conventional method for identifying these risk variants i /'

that increase power by integrating a knockoff fra Aogk and leveraging external
case-control data. Moreover, our methods rigoro gontrol the false discovery
rate to guarantee that a high proportion of iden divariants are true genetic risk
variants for ASD. Through simulations and real-¢

missed by conventional methods.
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