Supplementary Table 1. Clinical and pathological characteristics of iMN patients with and without anti-PLA2R antibodies.

Anti-PLA2R Anti-PLA2R
Clinical parameter Overall P
positive (n=173) negative (n=88)

Gender (male/female) 147/114 101/72 46/42 0.35
Age (yr) 48.74+15.61 50.91+15.88 44.48+14.28 0.002
Serum albumin (g/L) 25.89+5.87 24.89+5.35 27.86+6.37 <0.0001
Proteinuria (g/24h) 5.93+4.83 6.79+5.34 4.26+3.04 <0.0001
Serum creatinine (umol/L) 70.84+25.11 73.04+26.81 66.51+20.86 0.03
eGFR 117.20+38.60 113.25+38.18 125.17+38.38 0.02
Triglyceride (mmol/L) 2.79+2.12 2.68+1.87 2.73£2.55 0.85
Total cholesterol (mmol/L) 7.25+2.34 7.32+2.34 7.10+2.34 0.49
Pathology stage, n (%)

I-MN 134(51.3%) 81(46.8%) 53(60.2%)

I-MN 112(42.9%) 83(48.0%) 29(33.0%) 0.07

-MN 15(5.7%) 9(5.2%) 6(6.8%)

eGFR=175*POWER(Scr/88.1,-1.234)*POWER(Age,-0.179)



Supplementary Table 2. Association results for HLA class Il allele analysis in

Chinese patients with iMN

Allele frequency Allele frequency

in cases in controls OR P
DRB1*1501 0.3755 0.1469 4.65 1.67x1021
DRB1*0901 0.03065 0.1494 0.16 1.29x1013
DQB1*0602 0.3238 0.1544 2.82 2.84x1010
DQB1*0303 0.04215 0.1444 0.24 7.54x1010
DQA1*0301 0.0249 0.1102 0.19 2.43x10°
DRB1*0301 0.1207 0.0384 3.96 3.95x107°
DQA1*0302 0.03065 0.1035 0.28 3.53x10°®
DQA1*0102 0.4004 0.2621 2.11 1.55x10°
DPB1*0402 0.05192 0.1064 0.42 0.00502
DQB1*0501 0.03065 0.06928 0.39 0.01351
DQA1*0201 0.04789 0.08598 0.49 0.03962
DQB1*0605 0.009579 0 26.01 0.05294
DRB1*0803 0.01533 0.04591 0.35 0.10199
DQA1*0505 0.113 0.06678 1.78 0.10843
DRB1*1201 0.01724 0.04508 0.35 0.15093
DQB1*0401 0.01533 0.0384 0.4 0.29328
DQA1*0401 0.003831 0.01503 0.18 0.37346
DRB1*1454 0 0.01169 0.08 0.37996
DRB1*0405 0.01724 0.04257 0.41 0.38934
DQB1*0302 0.02299 0.04591 0.47 0.49727
DQA1*0501 0.1207 0.08932 1.49 0.58263
DQB1*0609 0 0.009182 0.1 0.88542
DPB1*3301 0 0.03685 0.02 1
DRB1*0407 0 0.001669 0.46 1
DRB1*0801 0 0.001669 0.46 1
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Supplementary Table 3. Analysis of gene-gene interactions: odds ratios for iMN according to SNP rs3749117 (PLA2R1) and

HLA-DRB1*1501/DRB1*0301 combinations.

HLA-DRB1*1501 HLA-DRB1*0301
SNP rs3749117 (PLA2R1)
(-) (+) (-) (+)
No. of cases/controls 3/22 0/8 2/28 1/2
CC
Odds ratio (95% Cl) 1 - 1 -
(Low risk)
P-value (ref) 0.56 (ref) 0.26
No. of cases/controls 23/138 16/39 26/155 13/22
TC
0dds ratio (95% Cl) - - - 8.27 (1.69-40.57)
(Moderate risk)
P-value 1.0 0.16 0.38 0.007
No. of cases/controls 47/139 106/51 122/179 31/11
TT
0dds ratio (95% Cl) - 15.24 (4.36-53.29) 9.54 (2.23-40.80) 39.46 (8.04-193.66)
(High risk)

P-value 0.21 1.58%107 1.07%10* 7.72%10°




Supplementary Table 4. Analysis of gene-gene interactions: odds ratios for iMN according to SNP rs35771982 (PLA2R1) and

HLA-DRB1*1501/DRB1*0301 combinations.

HLA-DRB1*1501

HLA-DRB1*0301

rs35771982(PLA2R1)
(-) (+) (-) (+)
No. of cases/controls 3/22 0/8 2/28 1/1
CC
Odds ratio (95% Cl) - - - -
(Low risk)
P-value (ref) 0.56 (ref) 0.18
No. of cases/controls 23/138 16/39 26/156 13/21
GC
Odds ratio (95% Cl) - - - 8.67 (1.76-42.61)
(Moderate risk)
P-value 1.0 0.16 0.38 0.003
No. of cases/controls 47/140 106/51 122/179 31/12
GG
0dds ratio (95% Cl) - 15.24 (4.36-53.29) 9.54 (2.23-40.80)  36.17 (7.44-175.90)
(High risk)
P-value 0.21 1.58%x107 1.07%x10* 1.23%x108




Supplementary Table 5. Study power as a function of disease allele frequency and

odd ratios.

Allele OR for arisk allele
frequency 1.2 1.4 1.6 1.8 2.0 3.0 4.0 5.0
0.1% 0.06 0.07 0.08 0.09 0.12 0.21 0.22 0.40
0.5% 0.06 0.08 0.11 0.14 0.17 0.35 0.53 0.67
1% 0.07 010 0.14 0.19 0.39 0.54 0.77 0.99
3% 0.08 0.16 0.26 0.38 0.51 0.90 0.99 1.00
5% 0.10 0.21 0.37 0.54 0.92 1.00 1.00 1.00
10% 0.13 0.33 0.57 0.77 0.99 1.00 1.00 1.00

15% 0.16 0.42 0.70 0.88 1.00 1.00 1.00 1.00




Supplementary  Figure 1. The structure of DR2b-peptide 285
(SKTVEVW(M/V)GLNQLDE)-TCR with amino acid substitution M292V. Gray cartoon
is peptide, cyan cartoon is MHC DR2b molecule, and magenta cartoon is TCR
molecule. Blue stick is methionine, and aubergine stick is valine. Amino acid
substitution of M292V in peptide 285 [SKTVEVW(M/V)GLNQLDE] does not influence
the presentation modeling by DR2b. S, serine; K, lysine; T, threonine; V, valine; E,

glutamic acid; W, tryptophan; M, methionine; G, glycine; L, leucine; N, asparagine; Q,

glutarnine; D, aspartic acid.
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