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Introduction

Large tandemly repeated sequences (or satellite DNA) are necessary part of higher eukaryotes genomes and can comprise up to tens percent of the genomes. Much of TRs’ functional nature in any genome remains

enigmatic. TR are the most variable among different types of eukaryotic sequences up to species-specificity. The ways of TR fast evolution are not determined yet. The next generation sequencing methods and

increasing number of assembled genome provide the material for the bioinformatics extracting of the nearly full set of TR in any genome. The search for the large TR lead to 62 TR's family found in mouse

genome and only two of them have been known before. The aim of the current work is to compare TR sets in the genomes of closely relates species available.

Materials and methods

Five mammalian genera was used: (1) chinese hamster Cricetulus griseus (Cricetudaeae, Rodentia); (2) syrian hamster Mesocrucetus auratus; (3) guinea pigs Cavia (Caviidae, Rodentia): C. porcellus, C. apperea;

(4) bats Myotis (Vespertilionidae, Chiroptera): M. brandii, M. davidii, M. lucifugus; (5) cows Bos (Bovidae, Artiodactyla): B. taurus, B. mutus, B. indicus. Our pipeline takes into consideration the basic TR

characteristic: monomer length, monomers’ number in the array and the monomers’ degree of diversity in the array. The methods include following steps: (1) extracting the whole TR set with TRF program ; (2)

filters applied to the TR set extracted: arrays length > 3000bp, number of monomers > 4, entropy of array > 1.76; (3) nested arrays and arrays with different monomer length with similar sequences removed (4) TR

set get split into families by Blast defined similarity; (5) TR families compared with Repbase to identify the known ones; (6) the resulting TR set of one species compared with the rest.
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Table 4. Tandem repeats (part) in Cricetulus griseus genome
(assembly Cgrl.0 from sorted chromosome library ). Red —
tandem repeats was seected for FISH mapping.

Figure 2. FISH with probe to 4 tandem repeats of Cricetulus griseus

Conclusion

Figure 1. FISH with probe to 4 tandem repeats of Mesocricetus
auratus

The absence of assembled genome of closely related species put the limitation to the bioinformatics approach. We examined all the genomes available for this aim. The
most exhausting analysis of major TR (one for each species) of ~300 animals and plants display no readily apparent conserved characteristics; individual clades likely differ
in terms of their tendency for closely related species to have TR that share conserved sequence characteristics (Melters et al., 2013). We compared the TR sets. Our data
evidenced that there are species-specific top TR, which are absent in genome of closely related species. In all three genera examined major TRs are species-specific and
hardly exist in other species of genera even as a minor ones. This finding makes the “library” hypothesis of TR evolution questionable.
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