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• Introduction
The objective of this study is to compare the 
genomic inbreeding coefficient (FROH) and 
patterns of runs of homozygosity (ROH) 
between the Hungarian Merino and other 
closely related Merino breeds.

• Material and method
SNP data from Hungarian Merino (n = 26) were 
used in the study alongside other datasets 
retrieved from public repository and published 
in (1). The Hungarian Merino sheep breed 
relatives studied include  Spanish Merino 
Cordoba (n = 7), Australian Merino (n = 24), 
Australian Industry Merino (n = 24), Chinese 
Merino (n = 23), and Rambouilellet (n = 24).
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Abstract: Hungarian Merino had the second highest number of runs of homozygosity (ROH) class of 1-6

mbs after Rambouillet breed. The genomic inbreeding coefficient (FROH) of Hungarian Merinos was
comparable to that of other studied breeds, while Spanish Merinos Cordoba had the highest. The results
can be used to improve genomic management of Hungarian Merino sheep breed.
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The genomic inbreeding level oh Hungarian Merino is
comparable to other breeds studied while that of Spanish
Merino Cordoba is higher than others (Fig 1).

• Conclusions
The presence of different classes of ROH indicates that
Hungarian Merino has a distinct genetic resource as well
as multiple ancestral backgrounds.

Fig 1: Hungarian Merino 
sheep 

Fig 2: Average ROH-based inbreeding levels per sheep breed

The Hungarian sheep breed had the second highest 
number of runs of between 1-6 mbs, trailing only the 
Rambouillet breed. 
Hungarian Merino among others did not have ROH of > 48 
mbs suggesting that they are less inbred (Table 1).
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