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Momusayus u yenv: Jleryune mbim poma MyotiS npenctaBisitor co0oi OGoraTblit
BUAAMU TAaKCOH JIETYYHX MBIIIEH U HMEIOT IPAKTHYECKHU INI00AIEHOE PacipOCTpaHEHHE.
Oobwuratommias B 3amamHoii Cubupu Myotis petax Hollister, 1912, xapakrepusyercs
UIMPOKUM apeasioM, BKIIOYAIOIIUM OCTPOBHBIE MOMYJISLIUH, U BBICOKOM MIIOTHOCTHIO Ha
3umoBKax. Kpome Ttoro, Myotis petax memMoHCTpupyeT poeHHE — MOBEACHHE, MPU
KOTOpPOM OOJIbIlIMe MHOTOBHIOBBIE CKOIUICHHS COOHMpArOTCsS Ul CHapUBaHUSA. OTO
sBJICHHE HAaOII0IacTCsl B IEPUOJ] C aBI'YCTa MO OKTAOPbh, KOTJa KAy HOYb y BXOJOB
B TIeHmepbl COOHMPArOTCS THICSIYM JIETYYHX MBI pasHbix poaoB [1]. [lanHbie
ocobennocTr aenator Myotis petax uHTepecHbIM 0OBEKTOM C TOYKH 3PEHHS U3yUCHUS
BHYTPUBUAOBOW HM3MEHYMBOCTH. PaHee ObUIM mNpoBeAeHBI pabOThl MO OMHUCAHHIO
TeHETUYECKOTr0 Pa3Hoo0pasus ITOro Bujaa Ha Tepputopuu Bocrounoit Cubupwm [2, 3].
HccrnenoBanusi reHETHIECKOTO pa3HooOpasus Myotis petax Ha Teppuropun 3amaaHoi
CubupH Mo3BOJISIIOT OLEHNUTh, HACKOJIBKO BUJ MaCCOBBIM U IMPOLBETAIOIIMI Ha JaHHON
TEPPUTOPHH.

Memoowr u areopummer: Bela TonydeHa BEIOOPKa, COCTOsImAsA U3 65 obpasios Myotis
petax, coOpanHbIX Ha TeppuTopuu 3ananHoit Cubupu (HoBocubupckas u Kemeposckast
obnactu, Peciyonuka Anrait). Jlns oOpasuos Obuta Beigenena JJHK u merogom TP
MOJTy4Y€HBI TOCJIE0BATEIHLHOCTH KOHTPOJIBHOTO Y4acTKa D MeTiu MUTOXOHpHUATbHON
JHK [4]. Ha cnenyromiem 3Tarie Mbl IpOBeNH QIIIOTEHETHYECKUH aHAIN3, OCHOBAHHBIH
Ha BbIpaBHMBAHUM HYKJICOTHIHBIX IocienoBaTelabHocTel yuyactka MTIHK B
nporpamme MEGA [5]. Jlns aHanu3a JOTOJMHUTEIBHO ObUIM BKJIFOYEHBI IOCIIEIOBA-
TEJIBHOCTH KOHTPOJIBHOTO pervoHa 32 oco0ei, OTJIOBIEHHBIX B pa3HBIX reorpadu-
YEeCKUX pernoHax, u3 6aspl naHHbIX GenBank. ®uorenernueckue OTHOLICHHUS ObLIN
PEKOHCTPYHPOBAHBI C MIOMOIIBIO0 METO/]a MaKCUMalibHOTO npaBaononodus (ML) [5]. B
KadyecTBe BHEITHEH rpyMIibl ObLIH BEIOpaHbl 6 00pa3mnoB u3 Kopen u Kuras. [Tloctpoenue
FarTIOTHIINYECKON CETH OCYIIECTBIEHO C HCToIb30BaHueM mporpamMmmel POPART [6].
Pezynomamer: B pesynbrare paboThl OblIa MOCTPOEHA FAIUIOTUIINYECKAs CETh, KOTOpas
oTnu4anach 3Be3myaTeiM TunoM. Ha teppuropum 3amagHoit Cubupm m JlampHero
Bocroka mnomymsiuu  Myotis  petax xapakTepu3yrTcs BBICOKMM T'€HETHYECKHM
pasHooOpasuem. Ha teppuropun ot HoBocubupckoii odbnactu u 10 JlamsHero Bocroka
He HaONIomaeTcsi KIACTepU3allMd  OTACIBHBIX TPYNI 1O reorpaduyecKkum
XapaKTEepUCTUKaM, MIO3TOMY MBI MOXKEM IPEAIION0KNTE, YTO BHYTPHU BUIA BOCTOYHOMN
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HOYHUIIBI OTCYTCTBYIOT PENPOAYKTUBHBIC mperpaasl. Oopasiel u3 Kopen oOpasoBanu
CWJIBHO TOJJICPXKUBACMYIO KIIany, 0Oojiee OTHAICHHYIO, YeM JallbHEBOCTOYHBIC. DTO
MOJKET CBUIETEIhCTBOBATH O TOM, UTO CYIIECTBYET IOTOK T'€HOB MEXIy 3amaJHoi
Cubupsto u [lansaum Boctokowm, mpu 3Tom momymsiius u3 Kopen umeer TeHASHINIO K
00JbIIEH H30TUPOBAHHOCTH.

Buisoosi: 3Be3muaras cTpyKTypa raluioTHITHYECKOW CETH CBHIAETENHECTBYET O BEICOKOM
YPOBHE T€HETUIECKOTO MOTUMOp(U3Ma y BOCTOUHBIX HOYHHI] Ha TEPPUTOPUH 3aIaTHOM
CubupHu 1 MOXXET yKas3bIBaTh Ha TO, YTO B HeJAaBHeH ucTtopuu Buma Myotis petax me
MIPOUCXOAMIIO PE3KOTO COKPAIIICHUS YNCIICHHOCTH U CHUXKCHHUSI pa3HO00pasusl.
Qunancuposanue: Uccnenopanne noaaepsxano rpanrom PH® (Ne 19-14-00034-11).
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Motivation and Aim: Myotis bats comprise the most species-rich bat genus and have an
almost global distribution. Myotis petax Hollister, 1912, living in Siberia, is
characterized by a wide habitat, including island populations, and high density in
hibernation sites. Also, Myotis petax exhibit autumnal swarming, a behavior where large,
multi-species assemblages gather for mating. This phenomenon occurs between August
and October, with thousands of bats from various genera gathering at cave entrances
each night [1]. These characteristics make Myotis petax a fascinating subject for
exploring intraspecific variability. Previously, work was carried out to describe the
genetic diversity of this species in Eastern Siberia [2, 3]. Studies of the genetic diversity
of Myotis petax in Western Siberia make it possible to assess how widespread and
flourishing the species is in this territory.

Methods and Algorithms: During the study, 65 samples of Myotis petax were collected
in Western Siberia (Novosibirsk and Kemerovo regions, Altai Republic). DNA was
isolated for the samples and the sequences of the control region D loop of mitochondrial
DNA were obtained by PCR [4]. At the next stage, we carried out a phylogenetic analysis
based on the alignment of nucleotide sequences of the mtDNA region in the MEGA
program. The control region sequences of 32 individuals from different geographic
regions sourced from the GenBank database were additionally included for analysis.
Phylogenetic relationships were reconstructed using the maximum likelihood (ML)
method [5]. Additionally, 6 samples from Korea and China were selected as the
outgroup. The haplotype network was constructed using the POPART program [6].
Results: As a result of the work, a haplotype network was constructed, which was
distinguished by a star type. In Western Siberia and the Far East populations of Myotis
petax are characterized by a high genetic diversity. Over the territory from Novosibirsk
to the Far East no clustering of individual groups according to geographical
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characteristics has been observed. We can assume that there are no reproductive barriers
within the species of Myotis petax. Samples from Korea formed a strongly supported
clade, more distant than those from the Far East. This may indicate that there is a gene
flow between Siberia and the Far East, with the population from Korea tending to be
more isolated.

Conclusion: In general, the star-shaped structure of the haplotype network indicates a
high level of genetic polymorphism in Myotis petax in Western Siberia and may indicate
that in recent history of the Myotis petax species there hasn’t been a sharp decline in
number and diversity.

Funding: The study is supported by the Russian Science Foundation (No. 19-14-00034-
I0).
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