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PE®EPAT

Junnomuas pa6ota 40 c., 7 puc., 2 Tabiu., 49 ucroyHuka.

KiroueBble cioBa: (UIOreHETUYECKUM aHalIU3, YEThIPEX-KIACTEPHBIN
aHanu3, neHaporpamma, T (Aphididae), moacemeiictsa.

OobexT uccaenoanus: Tau (Aphididae).

Henwb: ¢unorenernueckuii aHanm3 mied (Aphididae), ¢ momormisio
MOCTPOCHHUSI ICHAPOTPAMMBI C BHICOKON CTAaTUCTUYECKON 3HAUUMOCTBIO.

Marepuanbsl U MeToAbl: B uccienoBaHuu ObUTHM 3a€WCTBOBaHBI 72
KOMITO3UTa MUTOXOH/IPUAJIbHBIX TEHOMOB, TIOJIYYEHHBIX OT 62 BUIOB TJICH.

AHanu3 NpoBOAWICS C HCIOIB30BAHUEM MPOrpPaMMHOro olecreueHus
MEGA u 1Q-TREE.

BrimonHeH TmIaTeNbHBIM CKPUHUHT TE€HETUYECKUX ©0a3 JaHHBIX IS
UJACHTU(DUKAIIMM W TIOCIEAYIONIET0 W3BJICUEHUS IIEJIEBBIX T'€HOB. bbLIO
IPOBEICHO KOHCTPYUPOBAHUE KOMIIO3UTHBIX  TOCJIEI0BATEIbHOCTEM.
[TomyueHHbIE BBIPOBHEHHBIE TMOCIEI0BATEILHOCTU 00paboTaHbl B MpOrpaMme
IQ-TREE ¢ nenpio mocTpoeHus ASHAPOrpaMMBbl, YEThIPEX-KIACTEPHOTO aHaIn3a
(FCLM) u mpoBenenust SH-Tecta, pe3ynbTaThl KOTOPOTO IMPOaHAIU3UPOBAHBI.

SH-TtecT moaTBepIMa  aleKBaTHOCTh BBHIOPAHHOW  BBIOOPKH ISt
¢unoreneTndeckoro aHanuza. OUIOreHeTUUYECKU aHalIu3 MPOAEMOHCTPUPOBAIT
BBICOKYIO CTENEHb JOCTOBEPHOCTH pe3ysbTaTtoB (bootstrap support > 90%),
NOJITBEPAUB TPHUHATOE TAKCOHOMHYECKOE TMOJIOKEeHHE. YeThIpEX-KiaacTepHbIi
aHaNMM3 BBIABWII HU3KUH YpOBEHb (DUIOTEHETUYECKOTO POJCTBA MEXIY
noncemeiictBamu Eriosomatinae u Hormaphidinae, a taxoke Mindarinae (21,7%).



PODEPAT

Jpimuiomuas padora 40 c., 7 main., 2 Tab:., 49 KpeIHIIbI.

KuarouaBbis cj10BbI: (hiTareHEeTHIYHBI aHAJ13, YaThIPOX-KJIACTapHBI aHA3,
nenaporpamma, Tt (Aphididae), moacemeiictsa.

A0'exT maciaenasanns: i (Aphididae).

Mpsra: ¢inareneTsiuHbl aHai3 Tiaek (Aphididae), 3 namamoraii maGy10BbI
JNEHAPOTPAMMBI 3 BBICOKAW CTaThICTBIYHAN 3HAYHACLIKO.

Mampseiaabl i MeTaabl: y JaclielaBaHHl ObUTl 3aJ3eiHIYaHBI /2
KaMITa3iTa MiTaXaHJIPbISJIbHBIX TEHOMAY, aTphIMaHbIX aja 62 Bifgay Tiieh. AHaui3
paBoA3iycs 3 BEIKapbICTaHHEM Iparpamuara 3adecnsudaas MEGA 1 1Q-TREE.

BblkaHaHbl MMIBHBI  CKPBIHIHT TEHETBHIYHBIX 0a3 JaJ3CHBIX  JUIS
IPHTHI(IKAIBI 1 HacTynHara 37a0bIBaHHS MATaBbIX reHay. bbulo mpaBeaseHa
KaHCTPYSBaHHE KaMITa3iTHBIX MaCAAJ0OYHACIAY. ATpbIMaHBIS BbIpayHaBaHBISA
nacisiioyHacii anpanaBanbl Y nparpame |Q-TREE 3 wmpdrait maOymoBbl
JACHIPOTPaMMBI, YaThIpoX-kKiaacTdpHara ananizy (FCLM) i mpaesiuzenns SH-
TACTY, BBIHIKI SIKOTa MTpaaHaii3aBaHbl.

SH-tact  mamBepa3ly — amdKBaTHACIH abpaHaii  BbIOApKiI  JIs
¢inareHeTeiuHara ananaizy. dirareHeThIYHBI aHAII3 MPAJdIMaHCTPaBay BHICOKYIO
CTymleHb JakiamHacii BbiHikay (bootstrap Support > 90%), narBepa3iyiibi
NpPBIHATAE TAKCAHAMIYHBIX CTaHOBIMYa. YaThIpoX-KJIAaCTapHBI aHai3 BBISBIY
HI3KI  y3poBeHb (iareHeThIYHAra CcBasdlTBA MaMDK  TajcsMeicTBaMi
Eriosomatinae i Hormaphidinae, a takcama Mindarinae (21,7%).



ABSTRACT

Diploma work 40 pages, 7 figures, 2 tables, 49 sources.

Key words: phylogenetic analysis, four-cluster analysis, dendrogram,
aphids (Aphididae), subfamilies.

Object of study: aphids (Aphididae).

Objective: phylogenetic analysis of aphids (Aphididae) by constructing a
dendrogram with high statistical significance.

Materials and methods: the study involved 72 composites of
mitochondrial genomes obtained from 62 species of aphids. The analysis was
performed using MEGA and IQ-TREE software.

A thorough screening of the genetic databases was performed to identify
and then extract the target genes. Composite sequences were constructed. The
resulting aligned sequences were processed in the 1Q-TREE program in order to
construct a dendrogram, four-cluster analysis (FcLM), and perform an SH test,
the results of which were analyzed.

The SH-test confirmed the adequacy of the selected sample for
phylogenetic analysis. Phylogenetic analysis demonstrated a high degree of
reliability of the results (bootstrap support > 90%), confirming the accepted
taxonomic position. A four-cluster analysis revealed a low level of phylogenetic
relationship between the subfamilies Eriosomatinae and Hormaphidinae, as well
as Mindarinae (21.7%).
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