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Recent exhaustive analyses have revealed that a large majority of RNAs
expressed in cells are non-coding RNAs (ncRNAs), which do not code proteins. G-quadruplexes (G4s)
are special substructures that are formed in G-rich sequences, and recent reports say that ncRNAs
may contain abundant G4s. However, it is almost unclear what a biological meaning of G4s is, how
they are conserved among different species, and to what extent they are occupied in the whole
genome. In this study, we developed a classification model for G4s, which will lead to identifying
G4 regions in ncRNAs genome-wide among different species.
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