
Description of Data Files used to support this paper 
 

Files used for the improved resolution of the QTL in population 2 
Population 2 was a F2 population (n=372) described previously [1]. It was created by crossing 
high and low bone quality lines produced by divergent selection of the founder breed [1, 2]. 
The files are the input files for the QTL express programme [3] and are  in plain text format. 
The files are; 

1) trait040707-eggs230_finaleggsXHalfsib.txt   this is the file containing the 
phenotypes 

2) map_chr1_240112.txt    this is the file containing the genetic map 

3) geno240112.txt  this is the file containing the genotyped markers 

Files used for identifying the functional consequences in population 3 
Further studies were made and samples were collected from the founder breed in subsequent 
years to characterise the locus and its effects:  
 
Population 3b) Sires and dams were genotyped for marker Ost106225194 and Ost112522587 
and offspring from heterozygous individuals were prioritised for the detection of homozygotes 
by genotyping the same markers. Homozygotic hens (n=78) were sampled at the end of their 
productive cycle at 70 weeks of age. Bones were sampled for RNA preparation and mid shaft 
cross sections of bone taken for measurement of radiographic density. The animals used for 
NGS were selected from these. The genotype and phenotype data is contained in excel file 
‘July2012Data.xlsx’ and was used to construct Table 3. 
 
Population 3c) From the 2013 generation we obtained samples (n=66) specifically for bone 
material properties at 70 weeks of age. Thirty-three animals from each genotype were 
obtained and the concentration of homocysteine in the plasma at the peak and end of 
production measured.  A sub set of these animals, n=19 per genotype, with matching 
physiology in regard to stage of egg formation  were further analysed for bone mechanical 
properties, bone microstructure, chemical composition of the cortical and medullary bone, 
mineral crystallinity and crystal orientation, and collagen maturity using electron microscopy, 
infrared spectroscopy and X-ray diffraction techniques. The genotype and phenotype data is 
contained in excel  file ‘Data2013GenoPhenotype.xlsx’ and was used to construct  Table 5. 

 
Supplementary files for the paper 
Supplementary table 1 contains the markers used to fine map the QTL in population 1  with 
their position on GalGal6. The data is in an excel file ‘Supplementary Table1&2&3.xlsx’ 
worksheet ‘Suppl  table 1 SNP markers used’. 

Supplementary table 2 contains the genetic marker map used to fine map the QTL in 
population 2 and contains similar  information as map_chr1_240112.txt    but in an easier to 
comprehend excel file format ‘Supplementary Table1&2&3.xlsx’ worksheet ‘Suppl table 2 
F2 map’. 

Supplementary table 3 contains the relevant  transitions for the measured amino acid 
derivatives  for the amaZon ETD Ion Trap (Bruker Daltonics GmbH, Bremen, Germany) 
operated in MRM mode. The data is in an excel file ‘Supplementary Table1&2&3.xlsx’ 
worksheet ‘Suppl. table 3’. 

     

Markers were derived from dbEST, sequencing and dbSNP. 
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