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(57) Abstract: Disclosed are a base mutation detection method and apparatus based on sequencing data, and a storage medium. The
method comprises: determining initial frequencies of sequencing data of a plurality of samples to be tested when a study locus is a
specific base; calculating, on the basis of the initial frequencies, an expected value of each sample to be tested when the study locus
is the specific base; using each expected value to update the initial frequencies of the sequencing data of the plurality of samples to
be tested when the study locus is the specific base; using the updated initial frequencies to continue to calculate the expected value of
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each sample to be tested when the study locus is the specific base until the expected value of each sample to be tested when the study
locus is the specific base converges; and determining, according to each converged expected value, a base mutation type and a variation
confidence degree of each sample to be tested at the study locus.
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