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Figure 3. Mean percent coverage of ROH per chromosome.
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• Runs of homozygosity (ROH) are continuous 
stretches of homozygous genotypes and can be 
used to characterize genomic data 

• ROH are correlated with other measures of 
inbreeding and can provide a more accurate 
estimation of individual autozygosity

Background

1. Describe ROH in the turkey genome 
2. Estimate and compare pedigree based 

inbreeding (FPED) with genomic estimates 
based on ROH (FROH) and the genomic 
relationship matrix (FGRM)

Objectives

Materials and Methods

ROH detected using R package “detectRUNS” 

• ROH did not cluster on specific chromosomes 
• FROH and FGRM were greater than FPED with low to moderate correlations 

between respective inbreeding coefficients
• Incorporation of ROH based inbreeding measures in breeding programs will 

allow for closer monitoring of inbreeding levels and maintenance of genetic 
diversity in turkey populations 

Figure 2. Distribution for inbreeding coefficients (FPED=0.14,
FROH=0.27, and FGRM=0.32). 
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Figure 1. Mean number of ROH per animal 
for each class length.

Figure 4. Correlation coefficients of inbreeding 
coefficients for three turkey lines. 

Conclusions
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Results

• Minimum 50 SNP and 1 Mb in length 
• No missing or heterozygous genotypes 
• Maximum gap between consecutive SNP: 1 Mb

Line A
1,778 birds

Line B
2,404 birds

Line C
2,189 birds


