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- ation and Aim: The actions of miRNAs on the cell cycle, apoptosis, '
| mddewlopm@m in animals have been shown. Connections between
Tnd the develo oment of various diseases has been established. miRNA
change oo in cancer and cardiovascular diseases. Metabolic disturbances r

mmlﬁmmﬂm in cells. It is possible to normalize some processes using

The aforementioned roles do not encompass the full list of the biological processes C  causes hazar
miRNAs participate, which proves the importance of their biological functions. Thect - . oma. Direct ac
between the majority of miRNAs and their target genes will remain unknown.

Methods and Algorithms: MirTarget program defines the localization of m ed success rate ¢
sites in the S’UTRs, CDSs and 3"UTRs of the mRNAs; it calculates the free important problem.

‘bridization (AG, kl/mole) and the ratio AG/AG, (%), where AG,, equal to the free HCV RNA _
miRNA binding with completely complementary nucleotide sequence. The bindi . genome
‘miRNAs with mRNAs were selected with AG/AG ratio of 90% or more.
Results: The binding of 2,563 human miRNAs with the mRNAs of 12,175
was calculated. It was established that miR-619-5p, miR-5095, miR-5096 and
bind with high affinity to the mRNAs of the 1215, 832, 725 and 655 genes, '
- miR-619-5p has 1811 binding sites on 1215 target mRNAs. Of these, 1712
binding sites are located in 3'UTRs, 26 sites are located in S'UTRs and 13 sites
-DSs. The mRNAs of 197 genes have completely complementary binding sites
3p (AG/AG, = 100%). The mRNAs of 27 genes have four binding sites. Sev
binding sites, and the mRNAS of the CATAD, ICAIL, GK5, POLH and PRRI' §
sites. The mRNAs of the OP43 and CYP20A1 genes have
y. All of these sites are located in 3'UTRs. miR-2070 1
t mRNAS. Of these, 984 miR-5096 binding sites are located i
S"UTRs and four sites are located in CDSs. mgﬁ&




