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Caxapnblit guabet tumna 2 (CJ12) u runeprpodus cepaia BXOIIT B IIEPBYIO AECITKY IIPUINH CMEPTHOCTU
Bo BceM mupe. CI2 u runeptpodus cepaiia — TECHO CBSI3aHHbIE APYT C APYTOM XpOoHUYecKue 3aboyieBa-
HUs, BeIyIINe K TAKUM TSDKEJTBIM OCJIOXXHEHMSIM, KaK WHCYJIBT, MH(MapKT MUOKapIa, peTUHONaTusI, Hed-
poraTusl 1 aMmmnyTalus KoHedHocTeil. CtpaTternu, ocHoBaHHbIe Ha aHaiau3e MUKpoPHK (miR), Hapsiny ¢
JIPYTUMM TTOAXOAaMHU, CIUTAIOTCS Hanbosee 3(pOeKTUBHBIMHU IIJISI pAHHETO BBISBICHMS XpOHUTYECKUX 3200~
JIeBaHUI, a TaKXXe MOTYT Mcnoab3oBarhbes B Tepanuu CI2 u cepaeuHoii runeprpoduu. Tak, mpoBeneHbl
KJIIMHU4YecKue ucnbltanus 3¢ dektuBHOoCcT MUKpo PHK B Tepammu ommyxoeit. MukpoPHK nipeacrasisior
coboii ogHoLIeNoYeYHbIe (HEKOAUPYIOIIKE) Mocaen0oBaTeIbHOCTU U3 20—22 HYKJI€OTUIOB, KOTOPbIe KOM-
IUTEMEHTApHO CBA3BIBAIOTCS co cBoeil MPHK-MuIleHbl0, MOmaBiisisi SKCIpeccuio 6eika Ha TOCTTpaH-
CKPUMILIMOHHOM ypoBHe. [J1 MpOBEpKU IeHOB, CBSI3aHHBIX C 3a00J€BaHUEM, Y COPTUPOBKU OOIIUX IS
nByx 3aboneBanuit MukpoPHK, Takux kak miR-30-5p, 101-3p.2, 190-5p, 506-3p, 9-5p, 128-3p, 137, 96-5p,
7-5p, 107, 101-3p.1, 98-5p, 124-3p.2, 124-3p.1, 16-5p, 15-5p, 497-5p, 424-5p, 195-5p, 1271-5p, let-7-5p, uc-
MOJB3YIOT TaKue 6MonH(popMaTuIecKe 0a3nl maHHbIX, Kak OMIM, peectp TectupoBanus reHoB (GTR),
TargetScan u ShinyGO. C nmoMoiibio 3Tux 6a3 JTaHHBIX TPOBOIST Takke moucK MukpoPHK, Muiiienu ko-
TOPBIX HaiiIeHBI 6oJiee YeM B OMTHOM T'eHe, CBSI3aHHOM C 3a00JIeBaHMEM, B KaXKIIOM ITaTOJIOTHYECKOM COCTO-
ssHuM. [1pu runeprpodum cepaua Kk Takum MukpoPHK otHocsitcas miR-19-3p, 183-5p.2, 153-3p, 372-3p,
302-3p, 520-3p, 373-3p, 129-5p, 144-3p, 139-5p, a B cnyyae CI2 — miR-27-3p, 206, 1-3p, 181-5p. Bt
NaHHBIE MOTYT OBbITh MOJIE3HBIMU MpU BbIOOpPe MUKPOPHK 1151 ncciaenoBaTenbckux npoekToB. OnHaKO
5TO MOTPebyeT MOIMOTHUTEIbHON BaJluJallMM C WCITOJIb30BaHMEM aHaim3a aKcrpeccun MUkpoPHK,
npuMeHeHUss MUMeTUKoB MUKpOPHK u antu-mukpoPHK, 4ToOBI IpoBepuTh UX NOTEHLMAT MPU TU-
neprpodun cepmia u CJ12.
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Type 2 Diabetes Mellitus (T2DM) and cardiac hypertrophy (CH) are among the top ten leading cause of
deaths, worldwide. T2DM and cardiac hypertrophy are the chronic diseases, have close association and direct
life-threatening complications like stroke, myocardial infarction, retinopathy, nephropathy, and limb ampu-
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tation. In addition to other medical approaches, miRNAs-based strategy is considered most efficient for early
detection of chronic diseases and also has potential for the treatment of T2DM and cardiac hypertrophy like
it is being used for cancer in clinical trials. MicroRNAs (miRNAs) are single stranded (non-coding) of 20 to
22 nucleotides sequences which bind to their target mRNA upon the complimentary basis, to silence the pro-
tein expression at post transcriptional level. Bioinformatic databases are used like online mendelian inheri-
tance in man (OMIM), gene testing registry (GTR), TargetScan and ShinyGO for validation of disease linked
genes and sorting the common miRNAs in both diseases, such as miR-30-5p/ 101-3p.2/ 190-5p/ 506-3p/
9-5p/ 128-3p/ 137/ 96-5p/ 7-5p/ 107/ 101-3p.1/ 98-5p/ 124-3p.2/ 124-3p.1/ 16-5p/ 15-5p/ 497-5p/ 424-5p/
195-5p/ 1271-5p, let-7-5p. Aforementioned databases were also used for the miRNAs which have more than
one disease linked genes target in each pathological condition. Such miRNAs for cardiac hypertrophy are:
miR-19-3p/ 183-5p.2/ 153-3p/ 372-3p/ 302-3p/ 520-3p/ 373-3p/ 129-5p/ 144-3p/ 139-5p and for T2DM are:
miR-27-3p/ 206/ 1-3p/ 181-5p. This finding would be helpful for the appropriate selection of miRNAs and to
design applicable research project in future. It will require more validation by using the miRNAs expression
analysis, mimic, and anti-miRNA approach to check their potential against cardiac hypertrophy and T2DM.
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