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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

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

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 results of the sequencing experiments are being uploaded to the appropriate repositories in NIH GEO; links will be available by the next submission.

All the rest of the data supporting the findings of this study are available within the paper and its Supplementary Information.

Use the terms sex (biological attribute) and gender (shaped by social and cultural circumstances) carefully in order to avoid 
confusing both terms. Indicate if findings apply to only one sex or gender; describe whether sex and gender were considered in 
study design whether sex and/or gender was determined based on self-reporting or assigned and methods used. Provide in the 
source data disaggregated sex and gender data where this information has been collected, and consent has been obtained for 
sharing of individual-level data; provide overall numbers in this Reporting Summary.  Please state if this information has not 
been collected. Report sex- and gender-based analyses where performed, justify reasons for lack of sex- and gender-based 
analysis.

Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic 
information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study 
design questions and have nothing to add here, write "See above."

Describe how participants were recruited. Outline any potential self-selection bias or other biases that may be present and 
how these are likely to impact results.

Identify the organization(s) that approved the study protocol.

Sample sizes > 3 were chosen to give statistical significance.

No data was excluded in this study,

Describe the measures taken to verify the reproducibility of the experimental findings. If all attempts at replication were successful, confirm this 
OR if there are any findings that were not replicated or cannot be reproduced, note this and describe why.

Describe how samples/organisms/participants were allocated into experimental groups. If allocation was not random, describe how covariates 
were controlled OR if this is not relevant to your study, explain why.

Describe whether the investigators were blinded to group allocation during data collection and/or analysis. If blinding was not possible, 
describe why OR explain why blinding was not relevant to your 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

Instrument

Software

Cell population abundance

Cell Signaling Technologies 3739S Anti-Myc-546 (EQKLISEEDL)

Cell Signaling Technologies 15008S Anti-FLAG-488 (DYKDDDDK)

Abcam ab45688 Anti-Fibronectin

BioLegend 136401 Anti-VEGFR2

BioLegend 136405 Anti-VEGFR2-APC

Sigma A7811 Anti-!-Actinin (Sarcomeric)

ThermoFisher A-11030 Anti-Mouse IgG AlexaFluor 546

Abcam ab150153 Anti-Rat IgG AlexaFluor 488

ThermoFisher A-2144 Anti-Rabbit IgG AlexaFluor 647

ThermoFisher A-21235 Anti-Mouse IgG AlexaFluor 647

ThermoFisher H10294 HSC NuclearMask Deep Red

All flow cytometry and cell sorting antibodies were validated with stained vs. unstained controls

All Immunofluorescence staining were validated with samples stained only with secondary antibodies (no primary) to confirm
specificity.

L929 mouse fibroblast cells (ATCC# CCL-1), HEK293 cells (Takara 632180), C3H/10T1/2 Clone 8 (ATCC# CCL-226), NIH/3T3
(ATCC# CRL-1658), C2C12 (ATCC# CRL-1772), and bEnd.3 (ATCC# CRL-2299)

Cell lines were not authenticated.

All cell lines were tested for mycoplasma contamination and were negative.

Name any commonly misidentified cell lines used in the study and provide a rationale for their use.

Cells were detached using TrypLE (ThermoFisher) and washed once prior to incubation with fluorescently-tagged antibodies
in PBS+5%FBS for 30 minutes-1 hour at 4°C. Following, cells were washed twice with PBS+5%FBS and filtered through 35"m
cell strainer prior to analysis with ARIA II.

Aria II (Beckton-Dickinson)

FlowJo was used to analyze data

Percentage of positively-expressing or positively-stained cells were calculated based on the percent compared to a gated
single cell whole population




