[bookmark: general-information:]GWAS summary statistics of Hunner-type interstitial cystitis in Japanese
General information:
· Sample size: 144 cases vs. 41,516 controls
· Genotyping array: Infinium Asian Screening Array
· Sample QC: We excluded individuals with low genotyping call rates (call rate < 98%). We included samples of the estimated Japanese ancestry using PCA.
· Variant QC: We excluded variants with (1) genotyping call rate < 99%, (2) minor allele count < 5, (3) P-value for Hardy–Weinberg equilibrium < 1.0 × 10−10, and (4) > 5% allele frequency difference compared with the imputation reference panel or the allele frequency panel of Tohoku Medical Megabank Project.
· Phasing and imputation: SHAPEIT4 and Minimac4
· Imputation reference: Combined panel of 1000 Genomes Project Phase 3 version 5 genotype (n = 2,504) and Japanese whole-genome sequencing data (n = 1,037)
· Post-imputation QC: We excluded imputed variants with Rsq < 0.7 and minor allele frequency < 0.5%.
· Association test: SAIGE software was used with top five principal components as covariates.
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[bookmark: binary-traits-(disease-endpoints-and-med]Columns
	#
	column name
	Descriptions

	1
	CHR
	chromosome

	2
	POS
	position (hg19)

	3
	SNPID
	marker name (CHR:POS:REF:ALT)

	4
	Allele1
	REF allele

	5
	Allele2
	ALT allele (This allele is the effect allele.)

	6
	AC_Allele2
	allele count of Allele2 (ALT)

	7
	AF_Allele2
	allele frequency of Allele2 (ALT)

	8
	imputationInfo
	RSQ value in imputation

	9
	N
	sample size in total

	10
	BETA
	effect size of Allele2

	11
	SE
	standard error f BETA

	12
	Tstat
	score statistic

	13
	p.value
	P value with SPA (suddle point approximation) applied

	14
	p.value.NA
	P value when SPA is not applied

	15
	Is.SPA.converge
	whether SPA is converged or not

	16
	varT
	estimated variance of score statistic with sample relatedness incorporated

	17
	varTstar
	variance of score statistic without sample relatedness incorporated

	18
	AF.Cases
	allele frequency of Allele2 in cases

	19
	AF.Controls
	allele frequency of Allele2 in controls

	20
	N.Cases
	sample size in cases

	21
	N.Controls
	sample size in controls


[bookmark: quantitative-traits-(biomarkers)][bookmark: reference]Reference
If you use the summary statistics, please cite the following paper;
Akiyama Y and Sonehara K et al. Genome-wide association analysis identifies susceptibility loci within the major histocompatibility complex region for Hunner-type interstitial cystitis. Cell Reports Medicine 2023.
