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Reporting for specific materials, systems and methods

The CCLE publicly available RNA-seq data used in this study are available in the Sequence Read Archive (SRA) database under accession code PRJNA523380 [https://
www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA523380][1]. The RNA-seq data of the HPA cell lines generated for this study have been deposited in the Gene
Expression Omnibus database under accession code GSE240542 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE240542]. The Genentech RNA-seq data
is available under restricted access, access can be obtained by request from the European Genome-phenome Archive (EGA) under accession number
EGAS00001000610 [https://ega-archive.org/studies/EGAS00001000610][2]. The TCGA data are publicly available at https://portal.gdc.cancer.gov/. The processed
gene expression data for CCLE and HPA cell lines are available to download on the Human Protein Atlas resource download page [https://v22.proteinatlas.org/
about/download]. The remaining data are available within the Article, Supplementary Information or Source Data file.
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In this study, a total of 69 cell lines from HPA and 1,019 cell lines from CCLE were analyzed by RNA-seq. Cell line RNA-seq dataset from
Genentech (n = 610) was used for the validation of pathway and cytokine scores. In Figure 3d, statistical analysis was made to estimate the
differences between the correlations between primary cancer cell lines (n = 322) and the correlations between metastatic cancer cell lines (n
= 447). Each group in Figure 3d has around 7,000 data points. The same holds for Supplementary Figures 3b (on average 19,909 data points in
each group) and 7c-d (n = 461 and 21,060 data points in the two groups, respectively). Given that sufficient cell line samples and data points
were used in these analyses, the reliability of the statistical analysis is assured.

No data were excluded from the analysis.

The results can be reproduced by running the scripts.

This study is not relevant to clinical trials and animal experiments. All the RNA-seq data are derived from human cell lines and are publicly
available. No randomization is performed in this study.

This study is not relevant to clinical trials and animal experiments. All the RNA-seq data are derived from human cell lines and are publicly
available. No blinding is performed in this study.




