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General information:
· Sample size: 22 cases vs. 220 controls
· Sequencing: Whole genome sequencing
· Reference: T2T-CHM13v2.0
· Processing: The FASTQ reads were aligned to T2T-CHM13v2.0 with BWA-MEM (v0.7.27), followed by GATK4 MarkDuplicates and Base Quality Score Recalibration (v4.2.6.1) according to the GATK Best Practice. Then, we performed per-sample SNP and indel calling using GATK4 HaplotypeCaller and joint genotyping using GATK4 GenomicsDBImport and GenotypeGVCF. We conducted LD-based genotype refinement for low-confidence genotypes and missing sites in WGS data using BEAGLE v5.4 with default settings.
· Sample QC: Individuals were excluded if they showed conflicting sex assignments between genetically inferred sex by variants and WGS coverage, deviating heterozygosity rate (±3 standard deviations), or cryptic relatedness (pi-hat > 0.2). We included samples of the estimated Japanese ancestry using PCA. Four cases were excluded.
· Variant QC: We excluded (1) non-autosomal variants, (2) multi-allelic sites and spanning deletions, and (3) variants with P-value for Hardy–Weinberg equilibrium < 1.0 × 10−10 in cases and < 1.0 × 10−6 in controls.
We excluded variants with minor allele frequency < 5%.
· Association test: PLINK v2.0 software was used with top two principal components and sex as covariates. 
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	#
	column name
	Descriptions

	1
	chromosome
	chromosome

	2
	base_pair_location
	position (T2T-CHM13v2.0)

	3
	effect_allele
	ALT allele

	4
	other_allele
	REF allele

	5
	beta
	effect size of effect_allele

	6
	standard_error
	standard error of beta

	7
	effect_allele_frequency
	allele frequency of effect_allele (ALT)

	13
	p_value
	uncorrected P value

	14
	variant_id
	CHR_POS_REF_ALT or rsID in dbSNP v155
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If you use the summary statistics, please cite the following paper;
Sasa N, Kojima S, Koide R, et al. Blood DNA virome associates with autoimmune diseases and COVID-19. Nat Genet 2024.
