Supplementary Table. 7. Sensitivity analysis using a stricter P-value threshold (P < 1×10⁻⁶) for ITP, AGC, and MDS exposures
	Exposure
	P threshold
	SNPs after selection
	Mean F-statistic
	MR method
	OR (95% CI)
	P-value
	Note

	ITP
	5×10⁻⁵ (original)
	36
	18.3
	IVW
	1.00 (0.96–1.04)
	0.851
	Primary analysis

	ITP
	1×10⁻⁶ (stricter)
	2
	18.3
	—
	—
	—
	Insufficient SNPs (less than 3) for MR

	AGC
	5×10⁻⁵ (original)
	47
	19.4
	IVW
	1.04 (0.96–1.12)
	0.373
	Primary analysis

	AGC
	1×10⁻⁶ (stricter)
	0
	—
	—
	—
	—
	No SNP available

	MDS
	5×10⁻⁵ (original)
	17
	18.3
	IVW
	0.96 (0.93–0.99)
	0.023
	Primary analysis

	MDS
	1×10⁻⁶ (stricter)
	1
	24.1
	—
	—
	—
	Single SNP, MR not feasible


This table presents the results of a sensitivity analysis evaluating the impact of using a more stringent P-value threshold (P < 1 × 10⁻⁶) for instrument selection for immune thrombocytopenia (ITP), agranulocytosis (AGC), and myelodysplastic syndromes (MDS). For each exposure, the original relaxed threshold (P < 5 × 10⁻⁵) and the stricter threshold (P < 1 × 10⁻⁶) are compared. The following information is provided: the P-value threshold used, the number of single nucleotide polymorphisms (SNPs) remaining after selection, the mean F-statistic, the Mendelian randomization method applied, the odds ratio with 95% confidence interval, the P-value, and a note on the feasibility of the analysis. As shown, applying the stricter threshold resulted in very few or zero SNPs (ITP: 2 SNPs, AGC: 0 SNPs, MDS: 1 SNP), which precluded reliable Mendelian randomization estimation. This confirms that the original relaxed threshold (P < 5 × 10⁻⁵) was necessary to obtain a sufficient number of instrumental variables for meaningful analysis, while also highlighting the limitation of small instrument sets and the need for larger genome-wide association studies for these rare hematologic disorders. CI, confidence interval; IVW, inverse-variance weighted; MR, Mendelian randomization; OR, odds ratio.
 
