DRAWINGS

Obtain at least one gene sequencing read segment corresponding to a gene
mutation candidate site

_— 11

A

Determine a sequence feature and a non-sequence feature of the gene mutation
candidate site according to attribute information of the at least one gene
sequencing read segment, where the sequence feature is a feature related to the
position of the site
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A 4

Identify gene mutation of the gene mutation candidate site based on the
sequence feature and the non-sequence feature

_— 13

FIG. 1

Obtain a gene sequencing read segment obtained by performing gene
sequencing on a somatic gene
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A 4

Compare a gene sequence of the gene sequencing read segment with a gene
sequence of a reference genome to obtain a comparison result
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Y

Determine a gene mutation candidate site of an abnormal gene of the somatic
gene according to the comparison result
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A 4

Obtain at least one gene sequencing read segment corresponding to the gene
mutation candidate site
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Determine a preset site interval where the gene mutation candidate site is
located according to gene position information of the gene mutation candidate
site
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A

Obtain sequence attribute information of the at least one gene sequencing read
segment at each site in the preset site interval, where the sequence attribute
information is information representing a gene attribute and related to the
position of the site
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A

Generate the sequence feature of the gene mutation candidate site according to
the sequence attribute information at each site in the preset site interval
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FIG. 3

Obtain non-sequence attribute information of the at least one gene sequencing
read segment, where the non-sequence attribute information is information
representing a gene attribute and unrelated to the position of the site
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A 4

Determine the non-sequence feature of the gene mutation candidate site
according to the non-sequence attribute information of the at least one gene
sequencing read segment
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Perform feature integration on the sequence feature and the non-sequence
feature to obtain an integrated feature of the gene mutation candidate site
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A

Identify gene mutation of the gene mutation candidate site based on the
integrated feature of the gene mutation candidate site
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