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of change of habitats was warming of a climate on 2 degrees and consequently a major factor of 
increase of a Sika deer numbers was the temperature of summer months. The River otter and the 
American mink habitats were destroyed by typhoons. The most stable ecosystem for water 
mammals is the coast of Sea of Japan. 
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Belugas (Delphinapterus leucas) living in Bering, Chukchi and Beaufort Seas are strongly philopatric 
to their summering areas, but are believed to share a single gene pool presumably mating on 
common winter grounds or during seasonal migration in spring (Brown Gladden et al., 1999; 
O’Corry-Crowe et al., 1997, 2010). Also, the groups known to occupy the same summering area may 
consist of animals of distant philogenetic lineages, which suggests that the pattern of spatial 
distribution is recent compared to philogenetic structure of the species in the region. Belugas 
occupying the Okhotsk Sea are isolated of the main range and seem to have more complicated 
population structure. Whales that spend summers in Sakhalinsky Bay and off the Western coast of 
Kamchatka with almost no exception belong to two distant mitochondrial lineages, and each lineage 
is presented by a set of related haplotypes of a high diversity in each of the two regions. In the 
Shantar region (western part of the Okhotsk Sea) both lineages are present, but the diversity of each 
one is reduced and presented mainly by the most common in the two other regions haplotypes. At 
the same time, analysis of recombining part of genome has shown that belugas summering in the 
Shantar region and in Sakhalinsky Bay belong (as separate genetic units) to one population, whereas 
the whales found off the western Kamchatka coast are notably isolated. Thus, the Okhotsk Sea 
belugas have more evident phylogeographic structure than belugas from Bering, Chukchi and 
Beaufort Seas. 
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The recent and explosive radiation of the Murinae, with > 550 species spread across the Old World 
including Australasia, is without parallel among mammals, nor is it equaled among other groups of 
vertebrates. Molecular studies over the past two decades have provided a robust phylogenetic 
framework for the group, with few gaps now remaining, at least at generic level, while a steadily 
improving fossil record provides increasing numbers of well-dated anchor points to calculate rates of 
speciation and molecular evolution. Murine phylogeography is characterized by: 1) strong 
regionalism, with most Tribes confined to one major zoogeographic province; 2) multiple examples 
of phyletic ‘layering’, produced by successive invasions of peripheral regions and archipelagoes, 
followed by in situ radiations; and 3) numerous instances of sibling parapatry, some of which are 




