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- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Research involving human participants, their data, or biological material
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All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

All LC-MS/MS raw data has been deposited at the PRIDE repository 131, available under proteo-meXchange.org with the identifier PXD041268 [http://
proteomecentral.proteomexchange.org/cgi/GetDataset?ID= PXD041268] (cohort data), PXD041733 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?
ID=PXD041733] (method experiments) and PXD041873 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD041873] (method experiments setup
#1). Postprocessed data is available via an interactive web interface at www.cancerproteins.org. Source data are provided with this paper.

Several publicly available datasets were used in this study: TCGA bladder cancer RNAseq, mutation and CNV data (www.cbioportal.org/study/summary?
id=blca_tcga) 9; mRNA/protein correlation data for TCGA reclassification (www.embopress.org/doi/full/10.15252/msb.20188503) 34; cell line mRNA expression
data from the Cancer Cell Line Encyclopedia (www.ebi.ac.uk/gxa/experiments/E-MTAB-2770/Results) 121; corresponding protein abundances (www.cell.com/
cms/10.1016/j.cell.2019.12.023/attachment/3709dedc-3a01-4e1d-ab4c-82597295c5d2/mmc2.xlsx) 123; COSMIC data for mutation filtering (via
www.opencravat.org) 118; chromosome positions in GRCh38.p14 (www.ensmbl.org) 120.

Sex was included as clinical variable in regression analyses.

There was no analysis based on race, ethnicity, or other socially relevant groupings

German population, median age 73 years (interquartile range 66-78 years), 4:1 male:female ratio as there is a known
increased prevalence in men (higher professional exposure to risk factors).

Retrospectively from a continous case series: To ensure an unbiased clinical cohort, we reviewed a continuous series of 877
UC cases including all UC submissions during a five-year period. After exclusion of external patients without clinical data, 627
cases were pathologically reviewed. 271 cases had sufficient material and matching healthy mucosa from the same case.

Ethics Committee of the University of Luebeck (19-321)

Sample sizes were not specifically calculated. Instead, to ensure an unbiased clinical cohort, a continuous series of 877 UC cases of the urinary
bladder, including all UC submissions over a five-year period, was reviewed. After exclusion of external pa-tients without clinical data, 627
cases were reviewed pathologically. 271 cases had sufficient material and matching healthy mucosa from the same case. After SMRD
processing, peptide concentrations were sufficient in 84 % of all samples. 435 samples were submitted to labelling and LC-MS/MS analysis,
comprising 242 tumor samples from 196 patients and paired healthy tissue of 193 cases. 434 samples (99.7 %) demonstrated sufficient
peptide intensities for quantification, with one healthy sample being excluded from further analysis, leading to n=192 sample pairs (CONSORT
diagram in Supplementary Fig. 2).

Please see above.

Methods setup comparison: All replicates were included in the analysis and the data shown in Fig. 1.All replicates were successfull.

In vitro validation: All replicates are shown in Fig. 6. All replicates were successfull.

Not applicable, as there were no experimental groups.

Investigators were blinded, as the study IDs were random and did not reference the original tumor group.




