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- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Public data used in this work can be acquired from the TCGA Research Network portal (https://portal.gdc.cancer.gov/) and Gene Expression Omnibus (GEO, http://
www.ncbi.nlm.nih.gov/geo/).

TCGA-CRC: https://portal.gdc.cancer.gov/

GSE17536: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17536

GSE17537: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17537

GSE29621: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE29621

GSE38832: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE38832

GSE39582: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE39582

GSE72970: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE72970

GSE31595: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE31595

GSE92921: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE92921

GSE143985: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE143985

GSE161158: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE161158

GSE19860: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE19860]

GSE19862: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE19862

GSE28702: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE28702

GSE62080: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE62080

GSE69657: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE69657

GSE45404: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE45404

GENCODE: https://www.gencodegenes.org/

The datasets involved in this study was determined by specific clincial information (e.g., overall survival, relapse-free survival, fluorouracil
treatment and bevacizumab treatment) and the same annotation platform (the Affymetrix® GPL570 platform). The sample sizes were
determined based on previous publications.

no data was excluded.

All attempts at replication were successful. How many times each experiment was performed and which statistical analysis used is indicated in
the figure legends.

Samples were allocated to groups based on the immune-related lncRNA signature score, immune status, and drug-sensitivity if applicable.

This study aimed to systematically established a novel score system link to immune-derived lncRNAs to optimize precision treatment and
further improve the clinical outcomes of individual patients. Thus blinding was not relevant.




