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Regulatory mechanism of the gene expression using sUTR

Yamaji, Yasuyuki

4,900,000
Potexvirus Lolavirus Carlavirus SgRNA  5* 5"
UTR short UTR sUTR sUTR 5"UTR
Kozak
sUTR
mRNA UORF
sUTR Kozak
UORF
5"UTR 5"UTR UORF

UORF

In this study, we analyzed the mechanism of gene expression through leaky
scanning usging plant viruses. 5" untranslated region (5"UTR) of sgRNAs encoded by viruses of the
genera Potexvirus, Lolavirus and Carlavirus was found to be significantly short and we named short
UTR (sUTR). Several lines of analyses on the function of the sUTR revealed that the length of the 5°

UTR acts as a regulator of leaky scanning, similar to the known Kozak sequence, and that the length
of the sUTR is optimized for viral infection by regulating and balancing the expression levels of
downstream viral genes.
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