Gene  TWAS Z (Distal Z) P-value Top GWAS SNP (P-value)) Permutation P-value
RHOF 11.94 (9.43) 7.73x 1073 86%91301331) 0
FLAD1 -11.42 (-2.86) 3.50x 10-30 1(3.3(3)3:?22;) 0.01
ZNF582 9.01 (8.44) 2.04% 10712 ?:10;)77:%79? 0.01
PYGO2 8.49 (3.11) 2.02x 10" 17 1:(2)_5;0214053561)2 0
YJEFN3 7.45 (7.28) 9.37x 107 (7;22:979_6_%15; 0.01
KCTD10 7.17 (NA) 7.24%x 10713 12(3322383)% 0.04
ASL -6.47 (-6.69) 9.80x 10~ ! 2(2(;'209(;3715925‘;3 0.01
GCH1 6.1 (7.92) 1.03x 10°° (1(;2239163799) 0.01
USP35 5.85 (7.09) 5.02% 107° 1(53(7);‘3‘?;3 0.01
IL22RA1 539 (NA) 7.20% 10°8 (1(;2239163799) 0.01
MGP 4.96 (6.26) 7.15% 1077 (10:%42%%62? 0.02

Table S4:  Summary statistics for 11 MDD risk-associated loci identified by MOSTWAS models.

TWAS associations

with major depressive disorder from GWAS statistics from Psychiatric Genomics Consortium that were replicated

with GWAX summary statistics in UK Biobank with permutation test results and added-last
2.5 % 10” 6 and permutation P < 0.05. The top PGC GWAS SNP in the identified loci with its location and

are provided.

Z -statistics with P <
P -value



