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All microRNA (miRNA) sequencing data that support the findings of this study have been deposited in the European Genome-Phenome Archive (EGA) under
restricted access with the accession code: EGAS00001005030. The data are not publicly available due to restrictions of informed consent. All other relevant data are
available within Supplementary information, or are available on reasonable request from the corresponding author (H.B.).

No sample-size calculation was performed. For both the discovery and prospective sets, we used all available samples from colorectal cancer
(CRC) cases. To maintain a 50% cases and 50% controls ratio, we used an almost equal number of samples from controls.

We excluded hemolytic samples and for the development of a miRNA risk score, we excluded samples in which any of the normalizer/
informative (Cq values <40 in at least 99% of the samples) miRNAs was not expressed.

Twenty miRNA candidates selected from analysis of the NGS experiment were evaluated by qPCR experiment in an independent cohort of
cases and controls. Of the twenty candidates, one was identified as an informative miRNA for which the findings were replicated.

Not applicable since the samples are derived from fixed experimental groups.

All laboratory analyses were performed blinded with respect to disease status or findings at colonoscopy.




