Supplementary file S6. GWAS analysis results for skin fluke

No significant SNPs were detected for skin fluke when high stringency P‑value less than < 5e‑8 (or -log10P >5) was used (Figure S6). However, when the significant threshold was set at 2×10-4 (or -log10P-value greater than 3), eight significant markers were detected to be associated with fluke disease from the mixed model analysis (Table S6). The number of significant markers obtained from GAT analysis were 8 and 4 from numeric regression with PCA corrections. Across the statistical models, only one SNP (CloneID: 13800544|F|0-46:G>A-46:G>A) was mapped to LG12. This marker explained about 4.3% of the total genetic variance in the model. There were about 27% of common markers detected from the three statistical methods (GAT, PCA-based regression and mixed model methodology).

		

	

	[image: ]

	Figure S6: The Manhattan plot showing the –log10 (P-values) of SNPs on skin fluke using single locus mixed model




	





[bookmark: _GoBack]Table S6: Number of SNPs (N) and their false discovery rates FDR (%) for skin fluke (P < 5e-4 or 
–log10P > 3)

	Trait
	Correlation
	With PCA corrections 
	Regression with PCA corrections
	Single locus mixed model
	Multiple locus mixed model

	
	N
	FDR
	N
	FDR
	N
	FDR
	N
	FDR
	N
	FDR

	
	
	
	
	
	
	
	
	
	
	

	Skin Fluke
	27
	1
	27
	1
	22
	0.92
	8
	0.99
	8
	0.99



image1.png
-10g10(P-Value) P-Values from Single-Locus Mixed Model [35] [+]

35





