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The functional analysis of cancer development and progression
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Since the HNF4A knockout mouse exhibits tumor development in the liver, it
has been suggested that HNF4A loss-of-function mutations triggerliver cancer development and its
progression. However, comprehensive functional analysis for the mutations in human liver cancer have

not been performed. This study allows us to investigate for the first time the importance of HNF4
mutations in liver cancer.Our study has revealed that HNF4 mutations would casue crucial mutations
by loss or reduce of the function of HNF4A.
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Functional Analysis
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Six mutations found in 300 liver cancer samples
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Pink color indicates three mutations in Zn finger region
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