


2

n
atu

re
p

o
rtfo

lio
|

rep
o

rtin
g

su
m

m
ary

M
a

rch
2021

Data
Policy information about availability of data

All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

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.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

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

This study was approved by the ethics committee of the SIR RUN RUN HOSPITAL NANJING MEDICAL UNIWERSITY. The 10 × Genomics datasets generated during this
study is publicly available via Genome Sequence Archive (GSA), under the Accession number: HRA002151.

No sample size calculation was performed. Cell capture for single cell analysis was aimed to obtain as many cells as possible for each run,
which maximum is theoretically 50-60% of 10,000 input cells. The number of cells analyzed (one patient) totalled over 12,000 cells and thus
provided robust statistical analysis on clustering and differentially expressed genes.

For single cell analysis, multiplets or fragmented cells and dying or stressed cells were excluded. Multiplets or fragmented cells during
filtration were defined using the numbers of genes and unique molecular index (UMI) counts. Dying or stressed cells were defined by
percentages of mitochondrial genes. Thresholds for exclusions in each dataset are defined in Supplementary Fig. S2.

For in vitro studies, three biological replicates were performed and experiments were repeated at least twice.

No randomization was performed.

The investigators were not blinded.

SMA (unnecessary dilution, ZM-0003,ZSGB-BIO), CD68 (unnecessary dilution, ZM-0464, ZSGB-BIO), Ki67 (1:100, ZM-0166, ZSGB-

BIO)�CD34 (unnecessary dilution, ZM-0046, ZSGB-BIO)�Desmin (unnecessary dilution, ZA-0686, ZSGB-BIO), EMA (unnecessary
dilution, ZM-0095, ZSGB-BIO), S-100 (unnecessary dilution, ZM-0224, ZSGB-BIO), BCL-2 (unnecessary dilution, ZA-0536, ZSGB-BIO).
Servicebio blinded to clinical data independently assessed staining results for CD3 (1:250, GB11014, Servicebio), CD4 (1:400,
GB11064-1, Servicebio), CD8 (1:200, GB11068-1, Servicebio).

All of the above antibodies have been documented and validated by the manufacturer to be specific for the indicated molecules.




