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Methods
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and FUT8 expression was assessed using Pearson’s chi-square test. The results presented as the mean ± SD were analysed by a unpaired
Student’s t test, or one-way ANOVA with Dunnett’s multiple comparisons test, or one-way ANOVA with Tukey’s multiple comparisons test, or
Wilcoxon matched-pairs signed rank testusing GraphPad Prism. All the statistical tests were two-sided, p< 0.05 was considered statistically
significant.

Kaplan-Meier analysis of OS, RFS, and DMFS based on B7H3 mRNA levels were performed using the data from Breast cancer Gene-Expression Miner v4.4 (http://
bcgenex. centregauducheau.fr/BC-GEM) and KM-plotter breast cancer database (http://kmplot.com/analysis). TCGA mRNA expression data were retrieved from
Gene Expression Omnibus (GSE62944). TCGA protein expression data were downloaded from CPTAC data portal (https://proteomics.cancer.gov/data-portal). The
nano LC-MS/MS raw data of N-glycosylation sites of human purified B7H3 proteins from B7H3-WT re-expressed and B7H3-8NQ re-expressed in MDA-MB-231-
B7H3KO cell lines has been deposited to the ProteomeXchange Consortium via the PRIDE64 partner repository with the dataset identifier PXD024672. All the other
data that support the findings of this study are available from the corresponding author upon reasonable request. The source data underlying Figs. 1e, 2a-2g, 3a-3f,
4e-4f, 5c-5d, 5f-5g, 6a, 7a, 8b, 8d and Supplementary Figs. 2b, 3b-3e, 4b, 4d, 5a-5c are provided as a Source Data file. Source data are provided with this paper.

We also have deposited our original research data in the Research data deposit platform of Sun Yat-sen University Cancer Center.

Sample size was chosen based on the need to have sufficient statistical power.

No data were excluded from the analyses.

Most Data were representative of three independent experiments. All attempts at replication were successful.

All cell samples and the animals were randomly allocated to experimental groups. All animal experiments use mice with matched age.

The IHC staining results were reviewed independently by two pathologists blinded to the clinicopathological information. The investigators
were blinded to group allocation during data collection and/or analysis.
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Flow Cytometry

Plots

Confirm that:

The axis labels state the marker and fluorochrome used (e.g. CD4-FITC).

The axis scales are clearly visible. Include numbers along axes only for bottom left plot of group (a 'group' is an analysis of identical markers).

All plots are contour plots with outliers or pseudocolor plots.

A numerical value for number of cells or percentage (with statistics) is provided.

Methodology

Sample preparation

Antibodies used in immunoblot and immunoprecipitation were listed Supplementary Table 4. Antibodies for immunoblot were used
at a dilution of 1:500~1:1,000. All antibodies used for flow cytometry analysis were listed in Supplementary Table 5.Antibodies for
flow cytometry analysis were used at a dilution of 1:20~1:50.

All of the antibodies in the study were bought commercially . We provided the validation of the antibodies for the species and
application in our experiments, as well as the validation statements on the manufacturer’s website.

Human HEK293T, MDA-MB-231, and mouse mammary carcinoma 4T1 cells, were bought from the American Type Culture
Collection (Manassas, VA)

All the cells were authenticated using short-tandem repeat profiling.

All cell lines were tested negative for mycoplasma contamination.

No commonly misidentified cell lines were used in the study.

Female BALB/c mice and BALB/c SCID mice were obtained from SLAC Laboratory Animal Company and were 6-10 weeks old. All mice
were kept under specific-pathogen free conditions in Animal Facility of Sun Yat-sen University Cancer Center. They were kept in an
animal room with a 12-h light-dark cycle at a temperature of 20-23 °C with 40-60% humidity.

No wild animals were used in the study.

No field collected samples were used in the study.

All procedures involving mice and experimental protocols were approved by Institutional Animal Care and Use Committee

(IACUC) of Sun Yat-sen University Cancer Center.

For human TNBC breast tumor analysis, 150 paraffin blocks of human TNBC breast lesions were selected for this study. These
samples were histopathologically and clinically diagnosed at the Sun Yat-sen University Cancer Center. Clinical information of
the samples was summarized in Supplementary Table 6.

These samples were selected from patients with available follow-up data, no distant metastasis and no neoadjuvant therapy
history.

All samples used in this study were approved by the medical ethics committee of Sun Yat-sen University Cancer Center.

For cell surface staining, cell suspensions were washed twice in PBS and stained with indicated fluorescent labeled antibodies
for 30 min on ice, followed by washing by PBS prior to Flow Cytometry analysis.




