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Methods mddlgorirkm MirTarget program defines the localization of miRNA binding
sites in the S’UTRs, CDSs and 3'UTRs of the mRNAs; it calculates the free energy of hy-
bridization (AG, kJ/mole) and the ratio AG/AG _ (%), where AG_ equal to the free energy of
miRNA binding with completely complementary nucleotide sequence. The binding sites of
miRNAs with mRNAs were selected by AG/AG_ ratio of 90% or more.

Results: The miR-1273 family consists of miR-1273a, miR-1273¢, miR-1273d, miR-
1273e, miR-1273f, miR-1273g-3p, miR-1273g-5p, miR-1273h-3p and miR-1273h-5p. It
was found that the miRNAs of miR-1273 family have binding sites on mRNAs of 33 to
ais 1,074 target genes, with a free energy hybridization of 90% or more of its maximum value.
sact 'Wﬁ We found that miR-1273g-3p has 1,330 binding sites on 1,074 mRNAs. Of those, 69

ma fw miR-1273g-3p binding sites are located in S’UTRs, 38 sites are located in CDSs and 1,223
sites are located in 3'UTRs. The mRNAs of seven genes have completely complementary
binding sites for miR-1273g-3p (AG/AG_ = 100%).

The mRNAs of 766 genes contain '886 miR-1273f binding sites. Of those, 45 sites

itial equ: : are located in 5’UTRs, 40 sites are located in CDSs and 801 sites are located in 3"UTRs.
s The mRNASs of ten genes have completely complementary binding sites for miR-1273f
e “I,_ i (WM} = 100%). The mRNAs of 582 general target genes have pair sites for both miR-

miR-1273f. Of those, 24 mRNAs are located in 5’UTRs, 18 are located in
are located in 3'UTRs. miR-1273g-3p and miR-1273f binding sites in all of
 are located at distance of 12 nucleotides.
449 miR-1273e binding sites on the mRNAs of 413 target genes. Of those,
are located in 5"UTRs, nine sites are located in CDSs and 421 sites are lo-
nucleotide sequences of paired miR-1273g-3p and miR-1273e binding
UTR and their adjacent parts have high homology level. The mRNA
it paired miR-1273g-3p and miR-1273e binding sites also have a
y. The paired miR-1273g-3p and miR-1273e binding sites are found
and they have a high degree of homology. The 3'UTR of target |
-3p and miR-1273a binding sites that are also located in the
d nucleotides. N
fing sites of the miR-1273 family are located i
. Fiv mpeanng regions containing some
"UTR genes.
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