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PE®EPAT

Junnomuas pab6ota 50 ¢, 25 puc., 8 Tadmn., 74 uctouHuka.

KiiwuyeBble ciaoBa: MHUKpOOMOM, CEKBEHHPOBAHHE HOBOIO IOKOJEHUS,
16S pubocomanbnas PHK, Beinenenue JJHK, TTLP.

O0bexkT MccenoBanusi: 00pa3lbl OMomaTepuania el B Bo3pacte ot 60
1o 90 ner, aHalIM3 MHUKPOOHOTO TEHETUYECKOro MaTepualia M BHJIOBOTO
pazHooOpa3usi MUKpoOHoMa.

Hean: onpeneneHue  BHJIOBOTO  pa3HoOOpa3us  MUKPOOPTaHU3MOB
KEITyJOYHO-KHUILIEYHOT O TPAKTa U UX CBSI3b C JOITOKUTEIHCTBOM.

MeToabl McCaefOBAHUSI:  CHNEKTPOPOTOMETPUUYECKUE, MOJIEKYJISIPHO-
renetnyeckue (Boaenenue JAHK, ammmudukarnus TP, ouuctka IMIP-ponykTa,
unaekcHas [1LP, anexrpodopes), bnoxumuueckne (IKCTpakus BEIIECTB), a TAKKE
METO]1bl OMOMH(DOPMATHKH.

B pesymprate  uccnenoBaTenbckoil  paboThl  ObUIO  TIPOBENIEHO
cekBeHupoBanue 16S pubocomansHoit PHK mnstHammatu o6pasiios. [lo wroram
UCCclieIoBaHus ObUIO OIpeIesieHO BUIOBOE pazHooOpasue mukpooduoma. Haubonee
npeo0IaaroIuMU ceMeiicTBaMU MUKPOOPTaHU3MOB SIBIIIIOTCS Ruminococcaceae,
Clostridiaceae, Lachnospiraceae, Prevotellaceae u Verrucomicrobiaceae. /lanusie
cemeiicTBa oTHOCATCS K Ty Bacteroidetes u Firmicutes.



PODEPAT

Jeimuiomuas padora 50 ¢, 25 madn., 8 Tad:., 74 KpbIHIIIBL.

KiarouaBbis cioBbl: MikpalOieM, CEKBEHIpaBaHHE HOBara mnakajieHHs,l16S
peibacomanbHast PHK, Beumyusune JIHK, IT1IP.

AO'eKT nacjeraBaHHs: poObl OIIMATIPBISLTY JO/3€H Ba y3pocie an 60 na
90 ranoy, aHaniz MikpoOHara reHeTbluHara MaT3pbIsUTy 1 BiJTaBOM pa3HacTalHacIl
MIKpaOiEMBI.

Mbrta JacjgelaBaHHA . BbI3HAYDHHEC BlJ1aBOM pa3HacTaiHacIli
MiKpaapraHizmay cTpayHikaBa-KillayHara TpakT 11X CYBS3b 3 10YTaKbIXapCTBaM.

MeTtaabl  fgaciaegaBaHHs:  CEKTpadaTOMETPHIYHBIS,  MaJIeKyJspHa-
reHeTelunbla (BeUTyudHHE JIHK, ammmidikaneist TP, ausictka IILP-pagykra,
iHadKkcHas [ILP, snexktpadapa3), OiaxiMiuHbIsS (IKCTPAKIIBISI pIUbIBAY), a Takcama
MeTazabl OisiiHapMaThIKi.

Y BBIHIKY jacieayail mpaibl OBLIO TIpaBea3eHa CeKBeHIpaBaHHE 16S
peibacamansHaii PHK mnsTHanmami mpo6. Ila BeHIKax jgacienaBaHHs ObLia
BbI3HAYaHa BiJaBass pa3HacTaiHacupb MikpaOiémbl. Haitbonbin nepaBakHbIMI
csaimeiicTBami Mikpaapranizmay 3'syisionma Ruminococcaceae, Clostridiaceae,
Lachnospiraceae, Prevotellaceae i Verrucomicrobiaceae. Jlag3enbis csmeicTBa
ajJiHOCHIIa 1a Teiry Bacteroidetes i Firmicutes.



ABSTRACT

Diploma project 50 p., 25 fig., 8 tab., 74 sources.

Key words: microbiome, next generation sequencing, 16S ribosomal RNA,
DNA isolation, PCR.

The aim of the research: samples of biomaterial of people aged 60-90 years,
analysis of microbial genetic material and species diversity of microbiome.

The research methods: determination of species diversity of gastrointestinal
microorganisms and their association with longevity.

As a result of the research work, sequencing of 16S ribosomal RNA of fifteen
samples was carried out. Based on the results of the study, the species diversity of
the microbiome was determined. The most predominant families of microorganisms
are Ruminococcaceae, Clostridiaceae, Lachnospiraceae, Prevotellaceae and
Verrucomicrobiaceae. These families belong to the types Bacteroidetes and
Firmicutes.
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