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Sequence Kernel Association Testing and Meta-analysis results for the 47 regions identified from the individual-SNP based GWAS of
averaged depressive symptom score in the Multi-Ethnic Study of Atherosclerosis(Ware et al., 2015)

SKAT(AA) SKAT(EA) SKAT(CA) SKAT(HA) | MetaskaT | e W'th'”S;g;Okb of index

Region | Chr | p-value | nsyp | p-value | nsyp | p-value | nsye | p-value | ngye p-value

1 1 | 8.80E-01 | 18 | 1.60E-04 | 19 | 6.55E-01 | 20 | 1.56E-01 | 22 | 7.71E-03 -

2 1 | 1.08E-01 | 47 | 1.93E-01 | 43 | 9.86E-02 | 41 | 7.43E-01 | 46 | L.96E-01 -

3 2 | 228E-01 | 53 | 7.66E-03 | 41 | 1.34E-01 | 40 | 6.61E-02 | 53 | 4.27E-02 (ACTR3)

4 2 | 3.62E-01 | 43 | 831E-02 | 35 | 1.69E-01 | 33 | 9.29E-02 | 43 | 6.16E-03 ACTR3

5 2 | 447E-01 | 38 | 237E-02 | 32 | 1.33E-01 | 32 | 1.50E-01 | 38 | 4.14E-02 ACTR3

6 2 | 3.11E-01 | 50 | 1.66E-02 | 44 | 7.50E-02 | 41 | 1.9OE-01 | 50 | 1.58E-02 ACTR3

7 2 | 1.15E-01 | 76 | 1.33E-01 | 63 | 5.60E-0L | 56 | 5.95E-05 | 75 | 4.07E-03 (ABCB11)

8 2 | 222E-01 | 56 | 2.70E-01 | 52 | 8.09E-0L | 45 | 2.03E-04 | 55 | 1.35E-02 G6PC2, (ABCB11)

9 2 | 1.16E-01 | 55 | 750E-03 | 59 | 1.77E-02 | 49 | 3.44E-01 | 56 | 3.41E-03 (BBSS)

10 2 | 9.34E-01 | 72 | 536E-02 | 63 | 1.70E-0L | 57 | 2.13E-02 | 71 | 3.36E-02 (PPPIR1C, PDE1A)

11 2 | 8.09E-03 | 58 | 1.66E-02 | 57 | 9.38E-0L | 49 | 1.0BE-OL | 55 | 2.08E-03 -

12 2 | 6.09E-01 | 45 | 856E-01 | 38 | 3.51E-0L | 35 | 3.40E-03 | 42 | 2.11E-01 STATL, (STAT4)

13 2 | 4.04E-01 | 20 | 9.69E-02 | 20 | 1.24E-01 | 18 | 4.84E-01 | 25 | L.72E-01 TMEFF2

14 3 | 1.73E-01 | 93 | 1L.O7E-O1 | 89 | 5.73E-0L | 89 | 3.44E-02 | 94 | 4.42E-02 -

15 3 | 7.40E-01 | 34 | 7.656E-03 | 33 | 6.02E-01 | 30 | 7.25E-02 | 36 | 5.16E-01 TACR3

16 4 | 660E-01 | 42 | 1.21E01 | 30 | 657E-01 | 30 | 1.89E-01 | 42 | 1.89E-01 TACR3

17 4 | 747E-01 | 57 | 2.31E-04 | 54 | 6.79E-01 | 45 | 2.70E-01 | 57 | LA40E-03 PPA2, (EEFIALPY)

18 4 | 466E02 | 73 | 244E01 | 67 | 1.O7E-02 | 60 | 2.15E-01 | 77 | 3.40E-01 ASBS, (SPATAZ)

19 4 | 250E-02 | 84 | 2.88E-04 | 77 | L.34E-01 | 79 | 9.36E-0L | 85 | L71E-04 | GPLDL, (MRS2, ALDH5AL)

20 6 |503E-02| 9 |443E-01| 12 | 1.41E-0L | 8 | 3.01E-02 | 11 | 8.19E-02 TNRC18

21 7 | 3.07E-01 | 58 | 3.00E02 | 70 | 5.11E-0L | 54 | 2.24E-02 | 73 | B8.12E-03 (BZW2, TSPANL3)

22 7 | 1.42E-02 | 75 | 1.48E01 | 77 | 5.84E-0L | 54 | 7.67E-01 | 74 | 6.61E-02 -

23 7 | 200E-02 | 48 | LI2E-01 | 49 | 7.75E-01 | 42 | 2.03E-01 | 47 | 2.76E-02 KIA13242




24 7 8.76E-03 | 129 | 1.52E-01 | 120 | 4.21E-01 | 97 | 8.59E-01 | 127 6.95E-02 -

25 8 4.09E-01 | 34 | 5.92E-01 23 | 3.25E-01 | 21 | 4.88E-02 | 34 3.25E-01 FAM110B

26 8 5.31E-02 | 35 | 1.62E-04 18 9.04E-02 | 28 | 1.15E-01 | 36 1.17E-04 -

27 8 3.71E-01 | 41 | 1.26E-04 25 1.31E-01 | 30 | 1.62E-01 | 42 9.69E-05 -

28 8 5098E-01 | 54 | 5.96E-04 | 45 | 3.03E-01 | 45 | 4.76E-01 | 54 7.47E-04 -

29 8 4.54E-02 | 65 | 9.25E-02 60 1.87E-01 | 56 | 2.84E-01 | 65 4.31E-02 -

30 8 1.17E-02 | 79 | 6.54E-01 74 | 9.12E-01 | 68 | 4.25E-01 | 80 1.39E-01 -

31 10 | 8.64E-01 | 70 | 4.27E-01 59 | 483E-01| 31 | 855E-01| 72 6.60E-01 -

32 10 | 2.56E-01 | 69 | 3.07E-01 71 | 551E-01 | 65 | 4.97E-02 | 69 1.63E-01 -

33 10 | 1.04E-01 | 47 | 2.07E-02 57 | 8.17E-01 | 43 | 4.29E-01 | 56 3.25E-02 PTPRE

34 10 | 4.40E-03 | 52 | 3.02E-02 45 2.55E-01 | 44 | 1.11E-01 | 52 3.23E-03 -

35 11 | 5.38E-02 | 51 | 2.72E-01 47 | 5.44E-01 | 41 | 3.26E-01 | 50 1.44E-01 P2P

36 12 | 3.36E-01 | 65 | 5.20E-01 44 | 6.21E-01 | 60 | 2.34E-01 | 64 5.28E-01 CNTN1
ITGB7, RARG, (CSAD,

37 12 | 6.30E-01 | 23 | 8.44E-02 23 6.80E-01 | 18 | 4.79E-01 | 24 2.77E-01 ZNF740, MFSDS5)

38 12 | 481E-01 | 94 | 3.37E-02 85 2.78E-01 | 78 | 252E-01 | 94 4.35E-02 -

39 13 | 3.67E-01 | 51 | 2.38E-01 49 9.42E-01 | 37 | 4.38E-01 | 50 3.63E-01 -

40 13 | 3.86E-01 | 31 | 5.08E-02 31 5.32E-03 | 27 | 157E-01 | 32 1.02E-02 -

41 14 | 8.43E-01 | 54 | 4.46E-02 56 | 4.47E-03 | 47 | 2.23E-01 | 53 3.07E-02 -

42 14 | 8.85E-03 | 33 | 4.27E-02 32 742E-01 | 29 | 5.01E-01 | 34 1.72E-02 TRPM1, MTMR10, (MIR211)

43 15 | 1.70E-04 | 65 | 3.40E-01 | 68.00 | 3.59E-04 | 63 | 5.08E-01 | 68 1.18E-03 MEGF11

44 15 | 3.63E-02 | 35 | 6.88E-02 32 | 3.48E-01 | 30 | 7.49E-01 | 37 3.00E-02 RASGRF1

45 16 | 1.52E-01 | 48 | 3.43E-01 42 2.23E-01 | 31 | 2.66E-01 | 46 2.23E-01 -

46 18 | 7.47E-02 | 52 | 1.95E-01 44 | 7.33E-01 | 44 | 2.06E-02 | 53 3.74E-02 -

47 22 | 7.34E-01 | 28 | 1.10E-01 26 1.08E-02 | 24 | 1.09E-02 | 31 2.31E-02 TMEM211, (SGSM1)

Models adjusted for age, sex, site, and adult socioeconomic position
SKAT: Sequence Kernel Association Test, Chr: chromosome, n: number of SNPs in analysis, AA: African American, EA: European American,

CA: Chinese American, HA: Hispanic American. ®Parentheses indicate the region is not within the gene listed




