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Development of statistical methods for large scale somatic mutation data mining

Yuichi, Shiraishi
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We_have developed a novel statistical method for extracting characteristic
pattern from somatic mutation data (Shiraishi et al., 2015, https://github.
com/friendlws/pmsignature). Assuming the independence on each factor of mutation signatures and
reducing the number of parameters, more robust and interpretable estimates can be obtained.
Additionally, the proposed model has close relationships with the “ mixed-membership models,” that
have been intensively utilized in statistical machine learning and statistical genetics community.
Furthermore, we have applied this approach to the set of splicing associated variants and identified

several novel patterns (Shiraishi et al., BioRxiv, 2017).
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pmsignature web application:
https://friendlws.shinyapps. io/pmsignat
ure_shiny/

GenomonSV:
https://github.com/Genomon-Project/Geno
monSV

SAVNet:
https://github.com/friendlws/SAVNet
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