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eTable 1: HLA association effects with risk in all DRB1*07:01 heterozygous
anti-LGI1 cases and controls, analyzed using a generalized linear equation modeling after control for 3 Princip:
P-value
Allele OR Intercept Allele * PC1 PC2 PC3

DRB1*09:01 9.74 3.41E-07 1.26E-03 3.64E-01 9.05E-01 5.61E-01

DRB1*01:01 2.81 5.44E-07 3.17E-03 7.67E-03 6.54E-01 7.94E-01

DRB1*04:02 4.58 3.84E-06 2.26E-02 1.43E-02 3.67E-01 7.72E-01

DRB1*15:01 0.38 4.66E-03 2.30E-02 2.89E-02 4.69E-01 9.09E-01

* P-value FDR corrected



al Components.



eTable 2: HLA association effects in all anti-LGI1 cases versus controls, analyzed using a
Generalized Linear Equation modeling after control of three Principal Components.

P-value
Iteration  Allele OR Intercept  Allele * PC1 PC2 PC3 DRB1*07:01 DPB1*03:01 DRB1*04:02 DRB1*01:01 DRB1*09:01 DRB4*01:01
1 DRB1*07:01 27.85 3.70E-76 1.72E-52 4.44E-02 4.24E-01 3.95E-01 N/A N/A N/A N/A N/A N/A
2 DPB1*03:01 0.19 8.15E-73 3.32E-04 1.22E-01 4.44E-01 2.48E-01  2.23E-54 N/A N/A N/A N/A N/A
3 DRB1*04:02 5.16 3.89E-70 3.18E-03 6.64E-02 7.45E-01 9.84E-01  3.37E-52 3.73E-05 N/A N/A N/A N/A
4 DRB1*01:01 2.51 4.54E-69 1.82E-03 2.98E-02 6.40E-01 9.79E-01  7.34E-53 1.60E-05 8.17E-05 N/A N/A N/A
5 DRB1*09:01 4.61 1.19E-69 9.09E-04 4.32E-01 4.48E-01 9.35E-01  2.36E-52 1.78E-05 4.57E-05 3.97E-05 N/A N/A
6 DRB4*01:01 1.77 3.30E-72 5.66E-03 2.43E-01 2.60E-01 6.49E-01  1.01E-39 1.69E-05 2.75E-05 6.05E-05 2.88E-05 N/A
7 DRB4*01:03 1.67 4.63E-60 2.80E-02 2.31E-01 2.39E-01 5.72E-01  4.58E-29 1.47E-05 1.52E-04 1.76E-05 2.78E-04 1.52E-04

*: P-value corrected for multiple comparisons; N/A: Not applicable



eTable 3: HLA association effects with age in all LGI1 cases, analyzed using a generalized linear equation modeling after control for three Principal Components.

Allele P-value
Iteration Allele Coefficient Intercept Allele * PC1 PC2 PC3 DRB1*07:01 DRB1*04:02 DPB1*11:01
1 DRB1*07:01 9.39 1.44E-76 3.23E-05 3.74E-02 1.55E-01 1.53E-01 N/A N/A N/A
2 DRB1*04:02 -6.68 1.67E-77 9.78E-03 2.59E-02 2.52E-01 5.27E-02  5.99E-05 N/A N/A
3 DPB1*11:01 -4.31 1.79E-81 2.13E-02 1.40E-02 1.88E-01 7.78E-02  1.48E-05 1.14E-02 N/A
4 DQA1*01:02 -4.76 1.00E-78 2.49E-02 9.75E-03 2.03E-01 9.03E-02  2.33E-04 5.09E-03 1.69E-02

* P values not corrected due to low sample size



eTable 4: FBDS presence and mRS of DRB1*07:01 and DRB1*04:02 LGI1 patients.

LGI1% FBDS Onset mRS Max mRS Mast mRS
Allele 1 Allele 2 (n=267) % P-value | Mean % Std. P-value|Mean * Std. P-value| Mean * Std. P-value
DRB1*07:01 neg DRB1*04:02 pos 0.015 (4) 100 0.157 2.75+050 0.102 2.75+0.50 0.161 1.0£0.82 0.374
DRB1*07:01 pos DRB1*04:02 pos 0.056 (15) 46 0.600 273+096 0.049 3.21+#1.05 0.991 2.00+130 0.133
DRB1*07:01 neg DRB1*04:02 neg 0.094 (25) 39 0.084 214+222 0891 3.39+1.08 0450 196+1.76 0.164
DRB1*07:01 pos DRB1*07:01 pos 0.112(30) 52 0.171 222+1.15 0.863 3.21+0.99 0.98 1.39+145 0.900
DRB1*07:01 pos DRB1*04:02 neg 0.725 (193) 60 Ref 2.18+1.12 Ref 3.21+0.97 Ref 1.43+1.22 Ref

* All patients included. Clinical data was not available for 2 patients. Abbreviations; FBDS: Faciobrachial Dystonic Seizures, mRS: Modified Ranking Score






Table 5: HLA association effects with risk patients with non-thymoma tumors, and no tumors.

Non-Thymoma Controls No tumor Controls
Allele (n=29) (n=247) OR P-value* (n=224) (n=1228) OR P-value*
DRB1*07:01 0.86 (25) 0.27 (66) 17.14 1.98E-08 0.92 (205) 0.25(311) 31.81 2.25E-80
DRB1*04:02 0.00 (0) 0.02 (4) Inf. NA 0.08 (19) 0.02 (22) 5.08 1.76E-05

*FDR corrected.
No significant difference in DRB1*07:01 carrier frequency was found between non-thymoma tumorous patients and non-tumorous patients.
10 cases were removed due to missing clinical information regarding tumour status. 3 cases were excluded from the analysis due to low imputation probability.



& Table 6: LGI1 peptic i i 01 (% rank $3),and their % rank other DF
posit Peptide Core PTMs S ‘
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LRR domain is colored in orange and EAR/EPTP domain in reen
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eTable 8: HLA association effects with risk in all DRB1*07:01 negative
LGI1 cases and controls, analyzed using a generalized linear equation modeling after control for 3 Principal Components.
P-value
Allele OR Intercept Allele * PC1 PC2 PC3

DRB1*04:02 7.72 2.97E-68 1.37E-03 7.98E-01 5.01E-02 5.75E-01

DRB1*08:01 4.36 4 83E-64 5.10E-03 8.52E-01 1.25E-02 1.05E-01

DPB1*12:01 5.01 2.00E-67 5.28E-03 6.23E-01 2.29E-02 1.54E-01

DRB1*13:03 3.95 4 38E-70 3.98E-02 7.53E-01 5.60E-02 1.65E-01

* P-value not corrected due to low sample size
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