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ARTICLE INFO ABSTRACT
Received: August 12, 2025 We report the moderate positive correlation (r=0.52), between low G-C% content and the length of the 3’'UTRs,

as well as moderate negative correlation (r=-0.57) between high G-C% content and the 3'UTR length. The results
corroborate our previous data on the asymmetric distribution of microRNA target sites along the 3’'UTR and
point to the possible influence of nucleotide composition on the cis-acting regulatory elements within the 3’'UTR.
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Short Communication ed the moderate negative correlation between the 3’'UTR length and
the G-C% content in the 3’'UTRs of 38 human mRNAs (in press). In
this study we used the larger dataset of the prevailing transcripts of
824 human genes (RefSeq database [5]). We found the moderate pos-
itive correlation (r=0.52), between the low G-C% content (less than
30%) and the length of the 3’'UTRs, as well as moderate negative cor-
relation (r=-0.57) between the high G-C% content (more than 60%)

The growing number of reports indicate that codon usage bias
and nucleotide content are among the important regulatory factors
influencing gene expression at various levels. They may impact the
nuclear mRNA concentration [1] and mRNA stability [2,3] and alter
the expression of the heterologous genes in bacteria, plants, yeast,
mammalian cells, and transgenic animals [4]. Previously we report-
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and the 3'UTR length (Figure 1). The results indicate some similarity
with the previously obtained data on asymmetric distribution of mi-
croRNA-target sites along the 3’'UTR and suggest a complex interplay

between the nucleotide composition and the 3'UTR regulatory func-
tions, which remain to be elucidated.
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Figure 1: Moderate correlation between the 3'"UTR length (human mRNAs) and G-C% content.
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