FIG. 1

Extracting cell-free nucleic acid from plasma

Obtaining nucleic acid fragments by massive
parallel sequencing

Aligning nucleic acid fragments with human reference
genome database and determining quality of aligned
data

Calculating end motif frequencies of nucleic
acid fragments

Selecting nucleic acid fragment end motifs specific to
healthy subjects, liver cancer patents and esophageal cancer
patents

Data vectorization of selected end motif frequencies
and lengths of nucleic acid fragments (FEMS table)

CNN (Convolutional Neural Network)

Calculating deep probability index (DPT)

Determining whether liver cancer or
esophageal cancer is present
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FIG. 2
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FIG. 4
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Fragment Size Profile
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FIG. 6

Healthy subjects Liver cancer Esophageal cancer
patents patents
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FIG.
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FIG. 9
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