©
2020 2022

Elucidation of genotype-phenotype relation in pituitary tumor through novel
proteomics analysis
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We performed RNA-sequencing and non-targeted proteomics using pituitary
adenoma tumor samples. mRNA and protein expression in the tumor tissue showed a positive
correlation, and no differences were observed between tumors. Analysis using UMAP confirmed that
both RNA-sequencing and protein expression were divided into well-known lineages, suggesting that
the molecular and cellular biology basis of metabolic and biological functions in the tumor tissue
of pituitary adenomas may affect the correlation between mRNA and protein expression. However, it
was also found that there are limitations to multi-omics data analysis using "bulk samples” of the
entire tumor tissue.
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