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1) Development of cancer genome analysis method and data analysis platform

We provided a data analysis pipeline for not only genetic variant detection, but also whole
genome sequencing, RNA-seq, methylome data analysis. We began to establish an analytical
method for trace amount or degraded DNA, derived from formalin fixed paraffin embedded tissue
or cell free DNA in plasma. To identify high susceptibility group, we generated an information
infrastructure to assess the germline variants using population genomic data from various ethnic
cohorts and exome data collected internally.
2) Identification of novel therapeutic targets and biomarkers for colorectal cancer

We completed whole exome, transcriptome, and methylome analysis of MSI-positive colorectal
cancer specimens. We identified novel therapeutic target candidates and started their molecular
biological analysis. We were able to accelerate data acquisition owing to the additional funding.
3) Identification of novel therapeutic targets and biomarkers for lung cancer

Whole exome and transcriptome analysis of lung adenocarcinoma negative for
EGFR/ALK/ROS1/RET oncogene mutation were performed. Novel therapeutic target candidates
were 1dentified and their molecular biological analysis was initiated. We completed whole exome
analysis of histopathologically distinct EGFR/ALK oncogene negative lung adenocarcinoma cases.
Genetic mutations leading to amino acid substitutions were found to be associated with a certain
tissue type.
4) Identification of novel therapeutic targets and biomarkers for gastric cancer

Transcriptome and methylome analysis were performed on 300 cases of gastric cancer
specimens collected at the University of Tokyo and Yokohama City University Hospital. Owing to
the additional funding, we newly collected specimens from more than 90 cases treated by
chemotherapy and started genomic analysis.
5) Identification of novel therapeutic targets and biomarkers for ovarian cancer

Clinical specimens of serous carcinoma and clear cell carcinomas of ovary (original and
recurrent rumors, normal tissues) were collected and were applied to exome and RNA-seq
analysis: tumor tissues from 15 matched cases before and after chemotherapy and 8 cases with
original and recurrent tumors. Ascites samples were collected from 3 cases with clear cell
carcinoma. Meanwhile, we analyzed the previously obtained data to elucidate association

between genomic mutations and subgroups based on transcriptome and methylome data.
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