Supplemental Table 1. Pairwise Haplotype Analysis for 19 SNPs for the Young Affected (YA) and Old Affected (OA).
The bottom diagonal represents the p-values for haplotypic association for the old affected individuals (OA) while the top diagonal
represents p-values for the young affected individuals (YA). Red bolded numbers represent p-values meeting Bonferroni significance
for 171 observations. Blue bolded numbers represent p-values meeting Bonferroni significance for 19 SNPs. Black bolded numbers
represent p-values not meeting Bonferroni significance but have a p-value <0.05.

RE1862008 RS342373 RS1421379 RE1421378 RS9381473 RS12328807 RS37398A2 RS3799863 RE12135701 R32R103 RS1805017 RS1382931 Ri6R99519 RE1805018 RS4498351 RiZZlede5 RS1051931 RS12528857 RAFM6T0

Ri1882008 0403 050707 | 052815 | 018936 098264 | 018642 | 03%423 | 0353123 038452 004015 | 0.7131% 005342 | 020894 | 081852 | 012975 | 03%641 | 010124 | 075887
RS9349373 | 0.01137 0461263 | 052174 | 014133 05931% | 017328 | 03%64 | 052873 036917 | 004115 | 070441 006443 | 02032% | 08082 | 0.108%% | 040283 | 00%4 076582
BE1421379 | 000727 | 0.00541 023885 | 058519 | 053457 | 018301 037323 040045 | 040039 007361 | 066743 | 012777 | 02063 | 08531 | Oledé | 040703 | 008917 | 09593
R51421378 | 000565 | 0.0105 | 0.00451 038323 | 0584223 | 011153 | 035343 048358 | 019877 011363 | 0703%%  0l6d42 | 0291 09225 | 013229 | 01351 | 016035 | 073782
R59381475  0.00114 | 0.00371 @ 0.0047%  0.00133 043995 015 | 023583 | 041304 | 031408 | 012168 | 04366 | 014812 | 01387 | 07346l | 02647% | 03268 | 012998 063627
RS12528807 0.00601 @ 0.013127  0.01113 | 0.03381 | 0.00128 017543 | 03%388 | 054868 | 022226 0137 07429 025784 0216de | 086716 | 024053 023231 03113 04A0%11
R53799862  0.00013 = 0.0003 | 0.00022 @ 0.00075 @ 4.00E05  0.00032 013487 | 015211 | 027897 | 0.034%2 | 012601 | 008504 | 0127 | 00633% | 00852 | 026828 | 01835 010703
RS3799883  0.00411 0.00% 0.00546 = 0.03416 = 0.0008% 003805 | 0.00273 0247 024453 | 0058%5 | 042321 | 011134 | 03108 | 0337%7 | 005024 | 0131% | 01708 021317
R512183701  0.03062 0.023 0.02488 | 0.0391% @ 0.00883  0.04678  0.00054 @ 0.01604 0.20215 | 0.1018% | 046357 | 0Z28%% | 014405 | 051632 | 01583 | 017987 | 020874 041778
RS6920105 | 6.00E-05 | 9.00E-05 | R.00E-05  0.00037 @ L00EDS  0.000327 @ 0.0011% | 0.00144  0.00015 0084 011814 0.1007% | 018887 | 019854 010758 028354 | 02233 012488
RS1805017 | 0.0005T | 0.00117 | 0.0013% @ 0.00066 @ 0.00063 = 000076 @ 3.00ED5 | 0.0001% = 0.00081 | LOOE-DS 0.09505 | 011858 | 0.03862 006132 | 019206 | 005839 | 0.03633 011429
E51382931 0.00032 | 0.00175% | 0.00114 0.01%%5 | 0.00011 @ 0.00744 | 0.00301 @ 0.00755  0.003 | 0.000827  0.0001 017434 | 013167 | 0.9%831 | 009201 | 00484 | 038023 | 05757
Ri632951%  0.000%8  0.00101 @ 0.00114 0.00075  0.00095  0.00156 @ 6.00E05 @ 0.00055  0.00101 | LOOEDS  0.0007 @ 0.00014 008322 | 013637 | 021567 | 009571 | 006643 | 019637
E5180301% | 0.00112 | 0.00347 | 0.00154  0.00157 | 0.00028 @ 001236 @ 0.000%4 @ 0035802 000414 | 0.0008 | 0.00017 @ 0.00152  0.00024 018432 | 0.0249% 010604 | 003328 | 010012
F54438351 | 0.00724 | 0.01455 | 0.00634 @ 01533 | 0.00016% @ 011634 | 0.00073 | 041063 | 0.0104 | 000045  J00EDE | 002252 | S00E-0F | 008738 011875 | 011521 | 025637 | 051962
Ri22ledss | 0.00243 | 0.0045 | 0.00378 001135 @ 0.00151  0.00654 | 0.00036 | 0.0003% 000545 | 0.00011 000112  0.00215 @ 0.00054  0.0003% @ 0.00162 008837 | 012941 | 02213
ES1051%31 | 0.00011 | 0.000%6 | 0.00017  0.00066 @ 3.00E05 = 000083 @ 0.00366 @ 0.00077  0.00046 | 0.00313 | LO00E-05 | 0.00834 400E-05  0.000%2 | 0.00057 | 0.00034 01083 | 008584
R512528857 002585 | 0.02113  0.0I11%  0.03708 @ 0.00702 | 0.04844 | 0.00084 | 0.01T07 | 0.028%8 | 0.00021  0.0017¢  0.00423 0.00207 @ 0.003%23 | 0.01216  O.0064* | 0.00059 0.23858

RSGT4670 | 001797 | 0.0199% | 0.01543 | 003261 0.004 002079 0.0002F | 013809  0.02346 @ 0.0001F 0.00035 @ 0.0057 @ 0.00046 @ 0.0316 | 015344 @ 001212  9.00E-05 0.0%611



Supplemental Table 2. Haplotypes Constructed Using the 4 SNPs Identified
through Backward Logistic Regression.

HapScore represents the score statistic for association of traits with haplotype. A
negative HapScore indicates the haplotype is more likely to be protective, while a more
positive score indicates the haplotype is more likely to confer risk. P-values are listed for
overall haplotypic association (global) and for each individual haplotype. Frequencies

are listed separately for cases and controls.

Global P-value=0.006
RS974670  A379V  RS9381475 RS1421378 Hap.Score P-value Control Freq Case Freq

1 Cc G T G -3.31 0.0009 0.24 0.16
2 Cc G Cc A -1.04 0.30 0.09 0.03
3 T G T G 0.25 0.80 0.01 0.00
4 Cc G Cc G 0.69 0.49 0.22 0.18
5 Cc A c A 0.84 0.40 0.13 0.19
6 T G Cc A 1.08 0.28 0.30 0.37
7 Cc A c G 2.70 0.0070 0.02 0.06



Supplemental Table 3. PLA2G7 Polymorphisms and gene expression. PLA2G7
expression was derived from the Affymetrix HG-U95Av2 chip using tag 37068 at. P-

value for expression is adjusted for race, sex, and age.

P-value for
SNP expression

RS974670 0.34
RS12528857 0.12
RS1051931 (A379V) 0.62
RS2216465 0.91
RS4498351 0.44
RS1805018 (1198T) 0.07
RS6899519 0.85
RS1362931 0.80
RS1805017 (R92H) 0.47
RS6929105 0.63
RS12195701 0.22
RS3799863 0.36
RS3799862 0.29
RS12528807 0.82
RS9381475 0.17
RS1421378 0.75
RS1421379 0.16
RS9349373 0.86

RS1862008 0.34



