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Supplementary Table S1. Table showing GWAS results. All significant (p<1e-5) marker – 29 

trait combinations from the GWA analysis. 30 

 31 

Supplementary Table S2. Results for single-marker association analyses (p<1e-5) of C4:0 on 32 

imputed sequence data in the region between 100 and 107 Mb on BTA11.  33 

 34 

Supplementary Table S3. Results for single-marker association analyses (p<1e-5) of C6:0 to 35 

C14:0 on imputed sequence data in the region between 60 and 70 Mb on BTA13.  36 

 37 

Supplementary Table S4. Results table for single-marker association analyses (p<1e-5) of 38 

C4:0 and C6:0 on imputed sequence data in the region between 20 and 60 Mb on BTA17.  39 

 40 

Supplementary Table S5. Results for single-marker association analyses (p<1e-5) of C6:0 to 41 

C14:0 on imputed sequence data in the region between 45 and 55 Mb on BTA19.  42 

 43 

Supplementary Figure S6. Results for single-marker association analyses of C4:0 using 44 

imputed sequence variant data in the region between 100 and 107 Mb on BTA11. The ordinate 45 

provides –log10(p-value) for each marker – trait association, while the abscissa denotes marker 46 

position. 47 

 48 

Supplementary Figure S7. Results for single-marker association analyses of C6:0 to C14:0 49 

using imputed sequence variant data in the region between 60 and 70 Mb on BTA13. The 50 

ordinate provides –log10(p-value) for each marker – trait association, while the abscissa denotes 51 

marker position. 52 

 53 

Supplementary Figure S8. Results for single-marker association analyses of C4:0 to C14:0 54 

using imputed sequence variant data in the region between 45 and 55 Mb on BTA17. The 55 

ordinate provides –log10(p-value) for each marker – trait association, while the abscissa denotes 56 

marker position. 57 

 58 
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Supplementary Figure S9. Results for single-marker association analyses of C4:0 to C14:0 61 

using imputed sequence variant data in the region between 45 and 55 Mb on BTA19. The 62 

ordinate provides –log10(p-value) for each marker – trait association, while the abscissa denotes 63 

marker position. 64 

 65 

Supplementary Table S10.  66 

Mean normalized read count with standard deviation (SD) for the genes in the QTL regions 67 

on BTA11, 13, 17 and 19. 68 
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Figure S6.  72 
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