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Chemical probing data is utilized Alu element secondary structures are unique and do

Slgnlflcance bioinformatically to inform structural predictions not conform to the consensus structure
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Alu elements are a family of largely inactive retrotransposons
that comprise around 11% of the human genome, mostly
encoded in intronic sequences. Over evolutionary time, Alu
elements have evolved into three subfamilies, J, S, and Y.1
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Moreover, there is substantial evidence that suggests a role -
of Alu elements in both normal biology and disease states. EME::.I“'
Their abundance and disease relevance characterize Alu

elements as an enticing therapeutic target. However, a lack of
robust structural information exists beyond a widely
reported, single general structure, despite the diversity in
sequence and function.? By exploring the RNA structure
space assumed by Alu elements and generating robust,
chemical probing-informed structural data, we can open the
doors to novel therapeutic targets.
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There appears to be great structural diversity within
Alu element subfamilies
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A single consensus secondary structure has historically Alulb #1 Alulo

been reported for Alu elements3
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Chemical probing and mutational profiling enable robust RNA structure determination
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