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Antibodies
Antibodies used

The WES data generated in this study have been deposited in NODE (The National Omics Data Encyclopedia) database (https://www.biosino.org/node/project/
detail/OEP002535, accession numbers OEP002535) and the NCBI Sequence Read Archive (SRA) database (https://www.ncbi.nlm.nih.gov/bioproject/PRJNA701236,
accession numbers PRJNA701236). The gene expression data reported in this paper were deposited in the Gene Expression Omnibus (GEO) database (https://
www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE167573, accession numbers GSE167573). The transcriptome data of TCGA KIRC, KIRP and KICH were collected
from the following web-links https://portal.gdc.cancer.gov/projects/TCGA-KIRC, https://portal.gdc.cancer.gov/projects/TCGA-KIRP and https://
portal.gdc.cancer.gov/projects/TCGA-KICH, respectively. The remaining data are available within the Supplementary Information.

No statistical methods were used to determine the sample size. As TFE3-translocation renal cell carcinoma is a rare subtype of renal cell
carcinoma, the sample size was determined by the access and availability of patient samples and materials.

No data were excluded from the analyses

The detected FUBP1-TFE3, SETD1B-TFE3 and ZC3H4-TFE3 fusions by RNA sequencing were validated by PCR-Sanger sequencing.

This is not relevant since we did not use different experimental groups or conditions in our study.

This is not relevant since we did not use different experimental groups or conditions in our study.

Anti-TFE3; clone: MRQ-37; dilution: 1:100; host species: rabbit; application: immunocytochemistry; MXB biotechnologies; cat#
RMA-0063

Anti-PDL1; clone: 22C3; dilution: 1:50; host species: mouse; application: immunocytochemistry; Dako, Agilent; cat# M3653

Anti-CD8; clone: C8/144B; dilution: ready to use; host species: mouse; application: immunocytochemistry; Dako, Agilent; cat# IR623

Anti-HIF1A; clone: NA; dilution: 1:5000; host species: rabbit; application: immunocytochemistry; Novus Biologicals; cat# NB100-479

Anti-CD31; clone: UMAB30; dilution: ready to use; host species: mouse; application: immunocytochemistry; ZSGB-BIO; cat#
ZM-0044




