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Obtain at least one gene sequencing read corresponding to a genetic variation
candidate site

A

Obtain base arrangement features of the genetic variation candidate site

Determine non-base arrangement features of the genetic variation candidate site
based on non-base arrangement information of the at least one gene sequencing
read within a preset site interval, where the non-base arrangement features
remain unchanged after a base arrangement order changes

v

Identify genetic variation of the genetic variation candidate site based on the
base arrangement features and the non-base arrangement features of the genetic
variation candidate site
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Obtain gene sequencing reads obtained by performing gene sequencing on a
somatic gene

_— 111

A

Compare base sequences of the gene sequencing reads with a base sequence of
a reference genome to obtain a comparison result
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Determine a genetic variation candidate site, at which a gene abnormality exists,
of the somatic gene according to the comparison result
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Obtain at least one gene sequencing read corresponding to the genetic variation
candidate site
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FIG. 2

Determine a preset site interval where a genetic variation candidate site is
located

_— 121

l

Obtain base arrangement features of the genetic variation candidate site
according to base arrangement information of a reference genome within the
preset site interval, where the base arrangement features are used for
representing a base arrangement order
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Obtain non-base arrangement information of at least one gene sequencing read
at each site within a preset site interval
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Determine non-base arrangement features of a genetic variation candidate site
based on the non-base arrangement information at each site within the preset
site interval
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Obtain a feature matrix of a genetic variation candidate site according to base
arrangement features and non-base arrangement features of the genetic variation
candidate site, where first dimension features of the feature matrix correspond
to the base arrangement features and the non-base arrangement features of the
genetic variation candidate site, and second dimension features of the feature
matrix correspond to sites within a preset site interval
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Identify genetic variation of the genetic variation candidate site according to the
feature matrix of the genetic variation candidate site
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Generate a feature vector of each first dimension feature of a preset site interval

according to base arrangement features and non-base arrangement features of a —— 1411

genetic variation candidate site
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Determine base arrangement feature vectors formed by the base arrangement

features in the feature vectors 1412
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Randomly rank the base arrangement feature vectors to obtain a feature matrix
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of the genetic variation candidate site ~
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