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(57) Abstract: Provided is a method for analyzing the higher-order structure of RNA, the method including: (a) a step for
preparing one or a plurality of RNA probes in which a barcode sequence is imparted to an RNA subject to analysis; (b) a
step for bringing the RNA probe and an RNA modifier into contact; and (c) a step for detecting the frequency and position
of bases modified in the sequence of the RNA probe obtained in step (b), the barcode sequence having a structure in which
reaction with the RNA modifier is inhibited. The method improves the accuracy of detecting mutations, insertions, and
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deletions, etc., of a base introduced when carrying out mutation profiling using an RNA library.
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