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The Bison attracts close attention of the
world community in the aspect of
solving the problem of reintroduction of
practically exterminated fauna. The
restoration of the world population of
the bison to 6,053 individuals is the
result of effective international
conservation of the species, practically
exterminated in the wild.
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Animal sampling. We examined 26
samples from OKZ (Ryasan region). 13
males and 13 females descended from
7 fathers. DNA extraction and
concentration. Genomic DNA was
extracted from tissue samples using
DNA Extran (Syntol, Russia) following
the manufacturer's instructions. SNP
Genotyping. Whole-genome SNP
genotyping was performed using the
GeneSeek® Genomic Profiler Bovine
150k BeadChip (Neogen, USA).
Statistical analysis. SNP quality control
filtering was performed in PLINK 1.9
software. Multilocus heterozygosity
(MLH) was calculated using “inbreedR”
R package. Neighbor-Net tree based on
identical-by-state (IBS) allele-sharing
distances was constructed in SplitsTree
4.14.5 program.

791 polymorphic SNPs were selected for the
analysis after the quality control. Individual
Neighbor-Net phylogenetic tree based on on
identical-by-state (IBS) values a distinct
differentiation of the wisent from other
populations (Bison, Cattle) (Figure 1).

Figure1. Individual Neighbor-Net phylogenetic 
tree based on identical-by-state (IBS) values 

The coefficient of inbreeding calculated from
pedigrees varied from 0.00 to 26.56% and
averaged 8.0%. MLH varied 0.2874-
0.42.98%, an average of 38.04%.

The correlation coefficient between the
inbreeding coefficient and MLH was r2 = -
0.14. This shows that with the increase in
inbreeding the share of polymorphic SNP
decreases. But with a decrease in the
proportion of polymorphic SNP by more
than 0.5 standard deviation and 1
standard deviation from the average
value of MLH, we observed the strong
negative correlation between MLH and
inbreeding coefficient (r2 = -0.84 and -
0.87, respectively). Thus, a high degree of
inbreeding of the individual may be
predicted only, if the proportion of
polymorphic SNP is less than the average
by more than 0.5 standard deviation.
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