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C nmoBceMeCTHBIM Pa3BUTHEM I'€HOMHBIX TEXHOJOTHH PACIIMPSIOTCS HAIIM 3HAHUS O pa3HOOOpa3uu
NaTOreHOB MOPCKUX MiekonuTaromux. C TOpuMEHeHHeM MeTofa MAacCOBOIO —MapajielIbHOro
CEeKBEHHPOBAHUSI HAMH TPEIBAPUTEIBHO M3Y4YEH COCTaB BHUPYCHBIX METANOMyJIsAUil KacUHCKOro
TIOJIeHS. B pe3ynbrare cekBeHHMpOBaHHMS OHOJIOTMYECKHMX OOpas3loB OT KAaCHHUICKUX TIONEHEH Ha
cekBeHarope Illumina MiSeq nomnyuensr B cpeqnem 1 800 000 mpouTeHuii ¢ KakIoi MpoObI, KOTOpBIE
ObUIM OTCOPTHUPOBAHbI B COOTBETCTBUU C WX YHHUKaJIbHOH MeTkoil. IlocienoBaTenbHOCTH pa3MepoM
6osiee 100 m.H. cpaBHUBAJIUCH C 06a30i JAaHHBIX HYKJICOTHIOB U OenkoB B GenBank ¢ ucronb3oBaHuem
anroputMoB BLASTn u BLASTX cootBercTBeHHO. [TocnenoBarenbHOCTH ObUIN KITaCCU(BHUIIMPOBAHBI HA
OCHOBE TAKCOHOMHUYECKOTO IPOMCXOXKACHUSI KOHTUTOB ¢ HAUOONBIINM coBrageHneM. 3HaueHune E paBHoe
0,001, ucmonp30BaJIOCh B KaueCTBE MpeNeNbHOro 3HaueHus. Kpurepun pasrpaHudeHus BUIOB HE UMENU
YeTKOTo ornpeseneHus. B mpobax kacnuickux ToneHel Bupyc-cnenuduyeckue KOHTUTH ¢ OTHOCUTEIBHO
BBICOKOI roMoJIorueit Obutn 0OHapysKeHbI K BUpycaM ceMelcTB Pneumoviridae, Flaviviridae, Retroviridae,
Poxviridae, Herpesviridae n Papillomaviridae. B o0pa3uax Taxxe NMpHCyTCTBOBAJIM KOHTHUTHU, CXOIHbIE
C TOCJENOBaTEeIbHOCTIMHI BHPYCOB NTHUIL, HO TpeOyrollue AajdbHEUIIero MOATBEpKIAeHUs. DparMeHTh
reHOMa BHUPYCOB 3HTOMO(AYHBI M JPYIMX TPAHCMUCCHBHBIX I'€MOpPpAarMueckux HH(pEKUUud B BHpOME
KaCIHUMCKHX TIOJEHEH, BO3MOXKHO, UMEIOT aIMMEHTAPHOE MPOUCXOXKIEHUE, CBI3aHHOE C MUIIEBOH LIEMBIO:
JUYUHKN KPOBOCOCYIIMX HACEKOMBIX — pPbIObI — TioieHu. Ilpencrosiye aHamu3bl MMO3BOJSAT BBISBUTH
CTeNeHb UHPHUIMPOBAHHOCTH JaHHBIMU BUPYCaMU KaCITUHCKUX TIOJNEHEH 1 ONPEeTUTh TAKCOHOMHYECKYTO
MIPUHAAIICKHOCTD BBISIBICHHBIX BUPYCOB. XapaKTepUCTHKAa BUPOMA KaCIHUICKHUX TIOJEHEH JaeT 0a30BYyIO
SMHM300TOJOTHUECKYIO HH(POPMAIUIO O MTATOT€HAX, YTO MO3BOJISIET OBICTPO UAECHTHU(PHUIINPOBATH BOZMOXKHBIE
MCTOYHUKH OyIyIIUX 300HO3HBIX HHPEKINHA U X MOCIETYIONNI KOHTPOIb.
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With the ubiquitous development of genomic technologies, our knowledge of the diversity of
pathogens in marine mammals is expanding. Using the method of massive parallel sequencing, we have
previously studied the composition of viral metapopulations of the Caspian seal. Sequencing of biological
samples fr om Caspian seals on the [llumina MiSeq sequencer resulted in an average of 1,800,000 reads per
sample, which were sorted according to their unique tag. The sequences larger than 100 bp were compared
with the GenBank nucleotide and protein database using BLASTn and BLASTx algorithms, respectively.
The sequences were classified based on the taxonomic origin of the contigs with the most significant overlap.
An E value of 0.001 was used as the lim it value. The criteria for distinguishing between species were
not clearly defined. In samples from Caspian seals, virus-specific contigs with relatively high homology
were found to viruses of the families Pneumoviridae, Flaviviridae, Retroviridae, Poxviridae, Herpesviridae,
and Papillomaviridae. The samples also contained contigs similar to the sequences of avian viruses but
requiring further confirmation. Fragments of the genome of viruses of entomofauna and other transmissible
hemorrhagic infections in the virome of Caspian seals may have an alimentary origin associated with the
food chain: larvae of blood-sucking insects - fish - seals. The upcoming analyzes will reveal the degree of
infection with these viruses of the Caspian seals and determine the taxonomic affiliation of the identified
viruses. Characterization of the virome of the Caspian seals provides basic epizootic information about
pathogens, which makes it possible to identify possible sources of future zoonotic infections and their
subsequent control.
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