Assessment of runs of homozygosity and estimates of inbreeding in three purebred
turkey (Meleagris gallopavo) lines
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*  ROH did not cluster on specific chromosomes

*  Fron and Fgry Were greater than Fpgp with low to moderate correlations

Form]| 0.68 | 1.0 069| 1.0 0731 10 between respective inbreeding coefficients

* Incorporation of ROH based inbreeding measures in breeding programs will
* No missing or heterozygous genotypes Figure 4. Correlation coefficients of inbreeding allow for closer monitoring of inbreeding levels and maintenance of genetic
* Maximum gap between consecutive SNP: 1 Mb coefficients for three turkey lines. diversity in turkey populations
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ROH detected using R package “detectRUNS”
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