Table 1 . Demographics of patients with SSNHL or VN
	Characteristic
	SSNHL
(N=4082)
	VN
(N=3542)

	Sex, No. (%)
	
	

	Female
	2,138 (52.4%)
	2,016 (54.7%)

	Male
	1,944 (47.6%)
	1,526 (42.4%)

	Median age at diagnosis, years
	
	

	Female
	56.72
	54.69

	Male
	60.95
	57.16

	Care setting, n (%)
	
	

	Outpatient only
	2,644 (64.8%)
	1,521 (43.0%)

	Inpatient only
	369 (9.0%)
	719 (20.9%)²

	Mixed/unspecified
	1,069 (26.2%)
	1,302 (36.8%)²

	Controls, n
	432,132
	473,015

	Overlap with other cohort, n (%)
	121 (3.0%)
	121 (3.4%)



Abbreviations: SSNHL, sudden sensorineural hearing loss; VN, vestibular neuritis. 

Table 2. Genome wide  associated variants for SSNHL and VN 
There are 5 unique fine-mapped variants across 3 credible sets and 2 genomic loci, with the TUBA1C missense variant (12:49272869:C:T) appearing in both phenotypes as the shared causal signal.
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Table 4. CodeWAS analysis for SSNHL and VN cases 
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Chr:pos (hg 38) rsids ref alt most_severe nearest_genes phenotype  EAF% beta OR lower 95%CI upper 95%CI pval

12:49564549 rs746992172 G A synonymous MCRS1 SSNHL 0.18 1.51 4.52 3.02 6.77 2.92E-13

VN 0.18 1.63 5.09 3.38 7.65 6.09E-15

12:49272869 rs200317762 C T missense TUBA1C SSNHL 0.23 1.18 3.25 2.36 4.48 7.4E-13

VN 0.23 1.46 4.30 3.16 5.84 2.45E-20

12:50500442 rs1352695623 G T upstream gene DIP2B SSNHL 0.2 1.50 4.48 2.94 6.83 3.57E-12

VN 0.2 1.79 6.01 3.97 9.11 2.77E-17

12:47077334 rs1328292306 A G 3 prime UTR AMIGO2 SSNHL 0.28 0.92 2.51 1.81 3.47 2.91E-08

VN 0.29 1.06 2.89 2.09 4.00 1.88E-10

12:46187160 rs899415377 C A 3 prime UTR SLC38A1 SSNHL 0.31 0.85 2.34 1.69 3.25 3.11E-07

VN 0.31 1.06 2.88 2.09 3.97 8.77E-11


image2.emf
phenocode chrom pos ref alt pos rsids nearest_genes most_severe maf beta pval

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 49272869 C T 49272869 rs200317762 TUBA1C missense 0.0023412 1.29325 4.05695E-28

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 50500442 G T 50500442 rs1352695623 DIP2B upstream gene 0.0020546 1.62669 4.04576E-25

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 48727059 G A 48727059 rs1384194686 TEX49 upstream gene 0.00011869 17.9181 5.41128E-20

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 51083424 G A 51083424 rs1219186429 CSRNP2 5 prime UTR 0.00031165 6.74257 5.00495E-19

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 47077334 A G 47077334 rs1328292306 AMIGO2 3 prime UTR 0.00291933 0.939772 1.01953E-14

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 46187160 C A 46187160 rs899415377 SLC38A1 3 prime UTR 0.00312536 0.909277 3.87436E-14

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 49793958 G A 49793958 rs111850117 NCKAP5L intron 0.0115834 0.45678 5.40381E-11

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 52435829 G A 52435829 rs191723084 KRT75 upstream gene 0.00646609 0.588122 6.4998E-11

SSNHL_VN_R13_MULTI_TRAIT_ADDITIVE

12 43853527 G A 43853527 rs183987818 TMEM117 intron 0.00323374 0.764921 5.84319E-10

Table7 . Cross-trait meta-analysis for SSNHL and VN cases in Finngen R13
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Codewas data 

Number of SSNHL  patients  Number of VN patients 

Total of patients 

4082 3542

Use of betahistine

1454 509

Use of prednisolon per os 

3202 2155

Use of methyprednisolone systematically 

1113 997

Use of lansoprazole 

1237 933

Use of pantoprazole (proton pump inhibitor)

3208 2650

Use of esomeprazole

2047 1657

Use of acyclovir

931 740

Use of valaciclovir 

561 411

metoclopramide; systemic

1019 1432


