Supplementary Table. 1. Instrumental variable selection flow for each exposure–outcome pair
	Exposure
	Outcome
	Total GWAS variants
	SNPs passing P threshold
	After LD clumping + harmonization
	After confounder removal
	Outlier SNPs removed
	Final SNPs for IVW

	SLE
	B12DA
	7,071,163
	4,163
	25
	23
	rs183352775, rs597808, rs9262046
	20

	SLE
	ITP
	7,071,163
	4,163
	26
	23
	—
	23

	SLE
	AGC
	7,071,163
	4,163
	25
	22
	—
	22

	SLE
	MDS
	7,071,163
	4,163
	25
	25
	—
	25

	SLE
	IDA
	7,071,163
	4,163
	25
	24
	—
	24

	B12DA
	SLE
	21,306,091
	3,828
	6
	6
	rs11882733
	5

	ITP
	SLE
	21,306,266
	771
	39
	37
	rs3095154
	36

	AGC
	SLE
	21,306,280
	2,085
	54
	49
	rs2523579, rs3131007
	47

	MDS
	SLE
	21,303,816
	611
	17
	17
	—
	17

	IDA
	SLE
	21,306,290
	505
	3
	3
	—
	3


This table presents the stepwise selection process of instrumental variables for each bidirectional Mendelian randomization (MR) analysis. For each exposure-outcome pair, the following information is provided: the total number of genome-wide association study (GWAS) variants, the number of single nucleotide polymorphisms (SNPs) passing the predefined P-value threshold (before linkage disequilibrium (LD) clumping), the number of SNPs remaining after LD clumping combined with harmonization (including allele alignment and removal of palindromic SNPs with ambiguous strands), the number of SNPs retained after removing potential confounders using PhenoScanner V2, the outlier SNPs identified and removed by the Mendelian Randomization Pleiotropy RESidual Sum and Outlier (MR-PRESSO) test, and the final number of SNPs used as instrumental variables in the inverse-variance weighted (IVW) analysis (taken directly from Supplementary Table. 4). A total of seven outliers were removed across all exposure-outcome pairs. This flowchart ensures transparency and reproducibility of the instrumental variable selection process. (1) P-value thresholds are 5 times 10 to the minus 8 for SLE, B12DA, and IDA; and 5 times 10 to the minus 5 for ITP, AGC, and MDS. These counts are before LD clumping. (2) LD clumping was performed using the European 1000 Genomes reference panel with parameters r squared less than 0.001 and a distance window greater than 10,000 kb. Harmonization includes allele alignment and removal of palindromic SNPs with ambiguous strands. (3) After removing SNPs associated with potential confounders using PhenoScanner V2 (see Supplementary Table. 2 for the list of confounders and excluded SNPs). The number in this column equals the final SNPs for IVW plus the number of outliers removed. (4) Outlier SNPs identified and removed by the MR-PRESSO global test (see Supplementary Table. 5 for detailed results). (5) Final SNP counts are taken directly from Supplementary Table. 4. AGC, agranulocytosis; B12DA, vitamin B12 deficiency anemia; IDA, iron deficiency anemia; ITP, immune thrombocytopenia; kb, kilobase; MDS, myelodysplastic syndromes; SLE, systemic lupus erythematosus.
