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Buomapkeps mepudepnyeckoil KpoBU, BBUAY MX HEMHBA3MBHOCTH, MMEIT 0CcO00O0O€ 3HAaYeHUE
IJIST TUaTHOCTUKM HEKOTOPHBIX 3a00JeBaHMII, B TOM 4YHCJe MImeMudeckoit 6onesnu cepaua (MBC).
HccnenoBanue skcnpeccun Hekonupytomux PHK (ncPHK) otkpeiBaeT myTh K paHHel AMarHoCTUKE,
NpOTHO3Y U JieueHUIo 3aboneBanuii. McciaenoBana rpynna ncPHK kak moTeHIManbHBIX OMOMapKepoOB
y nmauueHToB ¢ UBC. YyacTHUKU ABYX c(OpMUPOBAHHBIX I'pymm: KoHTpoJabHOl 1 UBC — mpounu
cobeceqoBaHNe U KJIIMHUYECKOE obcieqoBaHue. Y Bcex ObUIM B3SIThI 00pa3lbl eprudepruyeckoii KpoBU
U BBIENIeHA TUIa3Ma, B KOTopoil MeTogoM KonudectBeHHO# TP ounenuBanu ypoBuu neneBbix ncPHK,
BBIOpAHHBIX Ha OCHOBAaHWM aHajIu3a JIMTepaTyphl U OMonHdopmalimoHHoro aHanu3a. Co3naHHas NaHelb
pkmovana mmHHBIE ncPHK (IncRNA) MEG3, TUG1 u SRALI, a takke omHy MukpoPHK — hsa-miR-21-3p.
BoisiBiieHo cratuctuyecku 3HaurMmoe nosbilieHue ypoBHeit MEG3, TUG1 u hsa-miR21-3p y naiueHToB
¢ UBC o cpaBHEHUIO ¢ y9aCTHUKAMU KOHTPOJIbHOM rpyms (p < 0.01), B To BpeMst Kak 1t SRA1 3amedeHa
CTaTUCTUYECKU He3HAYMMas TeHIESHIIUS K CHIDKeHUIo akcripeccuu (p > 0.05). s uccnemoBanHbix ncPHK
BBISIBJIEHA 3HAYMMast CUJIbHAsT KOpPeEJIsIIs ¢ 3a00J1eBaeMOCTbhI0, BO3pacToM U KypeHuem. [Ipu moctpoeHun
ceTH BbIsIBJIEHA cribHas B3auMocBa3b Mexny MEG3 u TUGI. Ilo pesynsratam ROC-ananuza caenaH
BBIBOJ, uTO hsa-miR-21-3p MoxXHO paccMaTpuBaTh B KauecTBe nepcrnekTuBHoro onomapkepa MbC. bonee
toro, w1t MEG3 u TUG]1 BreIsIBJIcHa 3aMeTHasI TUArHOCTUYECKAask 3HAYMMOCTbh, XOTSI MEHBIIAsI, YeM IS
hsa-miR-21-3p. Paznuuus B ypoBHsix akcnpeccuu atux Tpex ncPHK Mexny rpynnamu MBC u koHTpOs
OBUIM CTAaTUCTUYECKU 3HAaYMMBIMU. TakuM obpazom, ypoBHU MEG3, TUG1 u hsa-miR-21-3p B mna3me
MOXHO pacCMaTpUBaTh B KaUeCTBE MOTCHIMAILHEIX OMOMapKepoB 3aboneBaeMocT U muarHoctuku MBC.

KimoueBble ciioBa: nieMmndeckas 6oje3nb cepana, MEG3, TUGI1, vekonupyroimue PHK, mmmHHBIE HEKO-
nupytomie PHK, 6unomapkepst
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Peripheral blood biomarkers are of particular importance to diagnose certain diseases including coronary
artery disease (CAD) due to their non-invasiveness. Investigating the expression of noncoding RNAs
(ncRNAs) paves the way to early disease diagnosis, prognosis, and treatment. Consequently, in this research,
we aimed to investigate a panel of ncRNAs as potential biomarkers in patients with coronary artery disease.
Two different groups have been designed (control and CAD). All participants were subjected to interviews
and clinical examinations. Peripheral blood samples were collected, and plasma was extracted. At the same
time, target ncRNAs have been selected based on literature review and bioinformatic analysis, and later
they underwent investigation using quantitative real-time PCR. The selected panel encompassed the long
non-coding RNAs (IncRNAs) MEG3, TUG1, and SRA1, and one related microRNA (miRNA): hsa-miR-
21-3p. We observed statistically significant upregulation in MEG3, TUGI1, and hsa-miR21-3p in CAD
patients compared to control participants (p-value < 0.01). Nevertheless, SRA1 exhibited downregulation
with no statistical significance (p-value > 0.05). All ncRNAs under study displayed a significantly strong
correlation with disease incidence, age, and smoking. Network construction revealed a strong relationship
between MEG3 and TUG1. ROC analysis indicated high potentiality for hsa-miR-21-3p to be a promising
biomarker for CAD. Moreover, MEG3 and TUG1 displayed distinguished diagnostic discrimination but
less than hsa-miR-21-3p, all of them exhibited strong statistical significance differences between CAD and
control groups. Conclusively, this research pinpointed that MEG3, TUG1, and hsa-miR-21-3p are potential
biomarkers of CAD incidence and diagnosis.
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