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The cancer ?enome analysis pipeline for detecting the mutation which existed
in the liver cancer tissue at the low frequency was constructed. Targeted capture sequencing was
performed on DNA extracted from 182 liver cancer tissue samples collected during the study period,
and low-frequency mutations are currently being analyzed.
Liver tissue samples of all 672 hepatitis B patients were newly collected from collaborating
institutes, and a model was constructed to predict the number of days until liver cancer developed.
ROC analysis using cumulative probability of developing liver cancer (One year, three years from
now.) showed that the model including 4 items (Blood test Age, sex, presence/absence of LoglOAFP,
HLA-A*33:03) had AUC=0.862 and 0.863, respectively.
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i) HLADP135-1 Fisher P <0.01 0.05
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1
Dilution (%) Total Mutation FN FP

HLADP135-1 100 129 8 0 0

HLADP135-2 33.33 96 7 1 0

HLADP135-3 11.11 140 8 0 0

HLADP135-4 3.7 106 5 3 0

HLADP135-5 1.23 128 0 8 0

HLADP135-6 0.41 124 0 8 0

HLADP135-7 0.14 105 0 8 0
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h(t) = hO(t)*exp[0.0567*age + 0.601*sex (male=1, female=0) + 0.642*10gl0AFP +
0.714*A*33:03 (carrier=1, non-carrier=0)]
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