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Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 

Reporting on sex and gender

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository with the dataset identifier
PXD036940 and 10.6019/PXD036940.

The raw HGSOC count per million (CPM) RNA-seq dataset (GSE71340) collected in a previous study, was downloaded from the NCBI Gene Expression Omnibus
(GEO) database and protein mass ratios (PXD0040601) from the PRIDE database. Corresponding HGSOC cellularity data, obtained by manually counting six major
leukocyte subtypes was obtained from the CanBuild site (canbuild.org.uk).

only tissue samples from females were used in this work.

Patient age, chemotherapy status, tumour stage and BRCA status is recorded within supplemental dataset 5.

n/a study based on existing samples.

Metastatic ovarian cancer patient samples were kindly donated by women undergoing surgery at Barts Health NHS trust
between 2010 and 2017. All tissue obtained was deemed by a pathologist to be surplus to diagnostic and therapeutic
requirements and was collected under the terms of Barts Tissue Bank (HTA license number 12199. REC no: 10/H0304/14).
Each patient gave written informed consent. The work was conducted in accordance with the Declaration of Helsinki and
International Ethical Guidelines for Biomedical Research Involving Human Subjects (CIOMS).

The sample size was based on power calculations from previous data collected (Pearce et al, Cancer Discovery 2018). We estimated a
minimum threshold of 28 tissues.

We have excluded sample data in two places within the main manuscript where the reason for exclusion is explained. Briefly, in one case this
was due to the proteomics data for one sample that clustered far away from all other samples, and one sample was not used for immune
infiltrate analysis because there was not enough material to conduct all research on this tissue.

In general each experiment had a minimum of two technique replicates (usually three) and three experimental replicates. For the proteomics
analysis the tissue samples were run in duplicate and the value averaged.

Tissue samples were grouped based on hierarchal clustering extracted from the proteomics dataset.

No blinding of the data was used because this was an investigatory study.
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Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

Validation

Eukaryotic cell lines
Policy information about cell lines and Sex and Gender in Research

Cell line source(s)

Authentication

Mycoplasma contamination

Commonly misidentified lines
(See ICLAC register)

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. The following antibodies were used for immunohistochemical analyses: anti-PAX8 (clone BC12, ab124445; 1:1000;
Abcam), anti-FOXP3 (clone eBio7979 (221D/D3), 14-7979-82; 1:1500; Invitrogen, UK); anti-CD4 (clone 4B12, M7310; 1:300; Dako),
anti-CD8 (clone C8/144B, ab75129; 1:500; Abcam), anti-CD68 (clone PG-M1; GA613; 1:12000; Dako), anti-CD163 (clone 10D6,
MA5-11458; 1:1000; Thermo Fisher), anti-CD20cy (clone L26; M0755; 1:400; Dako), anti-VCAN (polyclonal, Ab202906; 1:200;
Abcam), anti-COL1A1 (polyclonal, HPA011795; 1:500; Sigma Aldrich), anti-FN1 (polyclonal, Ab23750; 1:500; Abcam), anti-CTSB
(ab125067; 1:50; Abcam), anti-CS (clone CS-56, Ab11570; 1:600; Abcam).

The following antibodies were used for monocyte-derived macrophage flow cytometry analyses: CD206 (FITC, 1:100, Cat: 321104,
Biolegend), HLA-DR (AF700, 1:100, Cat: 307626, Biolegend), CD45 (PerCP, 1:100, Cat: 368506, Biolegend), CD209 (APC, 1:100, Cat:
330107, Biolegend), CD47 (AF700, 1:100, Cat: 323125, Biolegend), CD36 (BV421, 1:100, Cat: 336229, Biolegend), CD38 (BV605,
1:100, Cat: 356641, Biolegend), CD86 (BV650, 1:100, Cat: 305428, Biolegend), CD163 (PE, 1:100, Cat: 333606, Biolegend), CD11b
(AF594, 1:100, Cat: 301340, Biolegend), CD14 (PE-Cy5, 1:100, Cat: 15-0149-42, Invitrogen), and CD204 (PE-Cy7, 1:100, Cat: 371907,
Biolegend).

K562 cells were centrifuged and resuspended in RPMI at 5 x 105 cells/mL and plated onto an ultra-low attachment plate at 25,000
cells/well and incubated with anti-CD47 antibody (Cat: 16-0479-85, ThermoFisher).

The following antibodies were used for T cell flow cytometry analyses: CD223-FITC (1:50, 3DS223H, ThermoFisher), CD8-APC (1:100,
SK1, Biolegend), CD366-APCCy7 (1:50, F38-2E2, Biolegend), CD4-BV711 (1:100, SK3, BD Bioscience), CD3-PE (1:100, UCHT1,
Biolegend) and CD279-PECy7 (1:20, EH12.1, BD Bioscience).

T cells were activated with 1 µg/ml anti-CD3 (Clone: OKT3, Cat: 317326, Biolegend) and 5 µg/ml anti-CD28 (Clone: CD28.2, Cat:
302943, Biolegend).

All antibodies were validated for their use in the application and species according to manufacturer's websites. IHC antibodies were
validated as compared to an isotype control. Flow antibodies were validated by titration.

K-562 (ATCC CCL-243) cell line originally supplied by ATCC.

STR profiling performed by ATCC.

All cell lines tested negative for mycoplasma contamination.

None.

For flow cytometry analysis, monocytes were isolated from anonymised blood samples and cultured on decellularised tissue
to educate a macrophage phenotype. They were initially washed using PBS and then stained with 1:1000 Zombie NIR in PBS




