
RESULTS. We found that the ancient specimen does not belong to any of the present-day snow sheep groups. In the

phylogenetic tree it formed a sister branch to the currently living populations clade. Apparently, the studied ancient specimen

inhabited the territory of Yakutia and went extinct during one of Pleistocene glaciation periods, while all the modern populations of

snow sheep have the other ancestry. A similar evolution pattern was observed between ancient and present-day arctic ground

squirrels (genus Urocitellus) which have the same habitat area as snow sheep.

CONCLUSION. Our work showed that snow sheep currently inhabiting the territory of Yakutia migrated to this area after

extinction of the group to which belonged the studied ancient specimen.
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MATERIAL AND METHODS. The samples of modern snow sheep

taken for this work cover all major habitats within its current distribution:

Verkhoyansk Range, Chersky, Momsky, Stanovoy, Dzhungzhur and

Suntar-Khayata ridges, Putorana Plateau and Kamchatka Peninsula

Mountains. The sequencing was performed using NGS platform HiSeq

1500 (Illumina). The complete mitogenome sequences of the other Ovis

species, O. candadensis, O. dalli and O. ammon were taken from

Genbank as outgroups. The alignment of the sequences was done using

the MUSCLE algorithm as implemented in MEGA 7.0.26. PartitionFinder

2 was used to select the best partitioning scheme and evolutionary

models. Phylogenetic analysis based on the concatenated datasets of

13 PCGs and 2 rRNAs using the Bayesian inference method was

performed in MrBayes 3.2.6.

INTRODUCTION. The studies of fossils of snow sheep (Ovis nivicola) revealed different morphological characteristics from the

animals of modern populations. To date, three extinct O. nivicola subspecies were described. Here for the first time we compared

the complete mitochondrial genome of an ancient snow sheep with modern samples. The skull of the studied historical specimen

was found on the bank of Amga river in Yakutia and it was carbon dated to be over 50,000 years old.
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Fig.1. Two rams of snow sheep in their natural habitat

Fig.2. Map of the sampling sites of the snow sheep 

individuals included in the study
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Fig.4. Bayesian phylogenetic tree of the snow sheep samples. 

North-American wild sheep and argali were used as outgroups 


