Supplementary Materials and Methods
DNA extraction

DNA was extracted from the tail muscle of all animals using an over night Proteinase K digestion at 55°C in Lysis Buffer (50mM Tris.HCl, 100mM EDTA, 100mM NaCl, 1% SDS, pH 8.0) followed by phenol/chloroform extraction and isopropanol precipitation. DNA quantity and quality was assessed by measuring absorbance at =260nm and the ratio of =260/280nm respectively. DNA was stored at -20 degree Celsius in 10mM Tris.HCl at pH 8.0 with 1mM EDTA. DNA from the paternal grand sire, paternal grand dam and F1 sires was extracted from blood using the Nucleospin Blood DNA extraction kit (Clontech). Assessment of DNA concentration and storage was similar to that described above. 
PCR and genotyping

Microsatellite markers were amplified using PCR and amplicons were analysed using an ABI 377 DNA sequencer or Beckman Coulter CEQ8000 DNA Analyser. Multiplex reactions were undertaken and between 3 and 10 markers were multiplexed in the majority of cases. DNA samples were sometimes pooled prior to analysis, so that between 4 and 10 markers were analyzed within each lane/capillary. In total, markers were grouped into 38 sets. Amplicon sizes indicating alleles present for each marker were scored twice by two different scorers in Genotyper (ABI) or using the CEQ 8000 software and the independent reads compared. When reads differed, the cause for the discrepancy was investigated and reads corrected, if necessary. 

