ESM_3 Table of all short insertion deletion variants identified in the GABRA4 region
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dbSNP138 ID Functional Category ASD Cases MAF Controls MAF GERP Score

191
0.284
3.79
-2.63
-2.99
0.302
-3.33
2.93
-4.77
NA
297
3.33
0.225
NA
NA
0.225
-0.782
-0.415
0.076
-2.15
-1.31
-1.18
0.53
0.225
0.235
1.4
1.29
-2.5
3.76
0.13
-1.28
-1.28
-1.54
0.769
0.769
-0.256
1.37
-0.049
1.98
-7.82
-6.6
NA
0.033
1.46
-3.38
-0.605
-2.28
-1.5
-1.74
-1.05
-1.36
-1.64



