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Figure S1. Manhattan plots for BTHWT (birth weight) by breed in different GWAS approaches. 

The red and blue lines in plots represent genome-wide and suggestive significance thresholds, 

respectively. Results in Yorkshire population for: (A) CL_GWAS; (B) CB_GWAS; (C) IL_GWAS. 

Results in Landrace population for: (D) CL_GWAS; (E) CB_GWAS; (F) IL_GWAS. %GV denotes 

the proportion of genomic variance explained by the region identified. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S2. Manhattan plots for BW (body weight) by breed in different GWAS approaches. The red 

and blue lines in plots represent genome-wide and suggestive significance thresholds, respectively. 

Results in Yorkshire population for: (A) CL_GWAS; (B) CB_GWAS; (C) IL_GWAS. Results in 

Landrace population for: (D) CL_GWAS; (E) CB_GWAS; (F) IL_GWAS. %GV denotes the 

proportion of genomic variance explained by the region identified. 



 

Figure S3. Q-Q plots for CL_GWAS of 4 growth traits in two breeds. Q-Q plots of Yorkshire 

population for: (A) ADG: average daily gain; (B) BFT: backfat thickness; (C) BTHWT: birth weight; 

(D) BW: body weight. Q-Q plots of Landrace population for: (E) ADG; (F) BFT; (G) BTHWT; (H) 

BW. 

 

 

 

 

 



 

Figure S4. Q-Q plots for IL_GWAS of 4 growth traits in two breeds. Q-Q plots of Yorkshire 

population for: (A) ADG: average daily gain; (B) BFT: backfat thickness; (C) BTHWT: birth weight; 

(D) BW: body weight. Q-Q plots of Landrace population for: (E) ADG; (F) BFT; (G) BTHWT; (H) 

BW. 

 


