Table S8. Gene-level MAGMA summary for all eight screened fungal traits

	Trait
	Genes tested
	Minimum P
	Bonferroni threshold
	Significant genes

	*Malassezia*
	8,800
	7.10 × 10⁻¹³
	5.68 × 10⁻⁶
	85

	*Saccharomyces*
	8,662
	6.82 × 10⁻¹⁸
	5.77 × 10⁻⁶
	70

	*Aspergillus*
	18,757
	5.81 × 10⁻⁵
	2.67 × 10⁻⁶
	0

	*Penicillium*
	18,755
	7.40 × 10⁻⁶
	2.67 × 10⁻⁶
	0

	*Candida*
	18,757
	3.44 × 10⁻⁵
	2.67 × 10⁻⁶
	0

	*Ascomycota* (phylum)
	18,756
	1.66 × 10⁻⁵
	2.67 × 10⁻⁶
	0

	*Basidiomycota* (phylum)
	18,757
	5.46 × 10⁻⁶
	2.67 × 10⁻⁶
	0

	Shannon entropy
	18,757
	8.11 × 10⁻⁵
	2.67 × 10⁻⁶
	0


Note: All analyses used FUMA v1.8.2/MAGMA v1.08 with default gene boundaries and the 1000 Genomes EUR panel, identical to the primary analyses. The five additional traits (FUMA jobs run October 2026) are reported here for completeness; the main text reports the three genera.















