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Sample sizes of 10 mice per group were utilized to determine treatment efficacy. For the experiments requiring longitudinal measurements of
tumor growth, we have consulted with Dr. Katherine Panageas of the MSKCC Biostatistics Service and determined that experimental groups of
10-15 animals are necessary to demonstrate a >50% improvement in tumor-free survival between treatment and control groups without
overlapping confidence intervals. The primary endpoint in these experiments is tumor-free progression and time to # 2 cm tumor size. We
have shown in our reviewer responses that measurement of tumor size by area and volume yield similar data and relationships. For
experiments that require cells from various tissues (spleens, lymph nodes, tumors) for phenotypic/functional analyses we estimate that at
least 5 mice/group are needed to allow for assessing differences between groups and generate enough cells to perform T-cell assays.

Animals with no tumors at the start of treatment or analysis were excluded from experiments.

All experiments were replicated and the number of times experiments were repeated is indicated in the associated figure legends.

Mice were randomized prior to starting treatment to ensure the same average tumor size across treatment groups.

The investigators were not blinded to allocation or outcome assessment during experiments.

Anti-TGF!1 (clone 13A1, mouse IgG1-k) and anti-TGF!3 (clone 1901 mouse IgG1-k) were provided by the Van Snick laboratory at the
Ludwig Institute, Brussels. These antibodies were also custom-ordered from Bioxcell. Anti-PD-1 (clone RMP1-14, catalog # BE0146),
anti-CTLA4 (clone 9H10, catalog # BE0131), anti-CD8 (clone 2.43, catalog # BE0061) and anti-TGF!1,2,3 (clone 1D11.16.8, catalog #
BE0057) were purchased from Bioxcell for use in this manuscript.

An ELISA was used to determine the binding specificities of the anti-TGF!1 mAb clone 13A1 (IgG1) and anti-TGF!3 mAb clone 1901
(IgG1) (Uyttenhove, C. et al. 2011) and the specificity of these antibodies is shown in supplementary fig. 1a. These antibodies are not
commercially available. For all antibodies purchased from Bioxcell, the manufacturer's website indicates >95% purity as determined
by SDS-PAGE for each antibody.

The B16F10 mouse melanoma line was originally obtained from I. Fidler (MD Anderson Cancer Center, Houston, TX). The 4T1
mouse breast cancer cell line and CT26 colon carcinoma were purchased from ATCC (Manassas, VA). WG492 is a melanoma
cell line derived from a tumor from the BRAFV600E/PTEN-/- transgenic mouse.

We have authenticated all cell lines used (B16F10, CT26, 4T1 and WG492) in the manuscript via STR profiling and can provide




