


2

n
atu

re
research

|
rep

o
rtin

g
su

m
m

ary
A

p
ril2020

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 list of figures that have associated raw data
- A description of any restrictions on data availability

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

Public data used in this study include 1000 Genomes Project (https://www.internationalgenome.org/data-portal/data-collection/phase-3), HapMap 3 (https://
www.sanger.ac.uk/resources/downloads/human/hapmap3.html), dbSNP (ftp://gsapubftp-anonymous@ftp.broadinstitute.org/bundle/b37/dbsnp_138.b37.vcf.gz),
and ExAC (ftp://ftp.broadinstitute.org:/pub/ExAC_release/release0.3.1/subsets/ExAC_nonTCGA.r0.3.1.sites.vep.vcf.gz). TCGA mutation data were downloaded from
https://www.cbioportal.org/datasets. TRACERx data can be obtained from https://www.cbioportal.org/study/summary?id=nsclc_tracerx_2017. The supplementary
data of lung adenocarcinoma and lung squamous cancer can be obtained from https://www.nature.com/articles/nature13385 and https://www.nature.com/
articles/nature11404, respectively. A complete list of somatic mutations and copy number variation can be found in Supplementary Data 2-5. The raw sequencing
data generated in this study has been deposited in the GSA-Human (Genome Sequence Archive for Human in BIG Data Center, Beijing Institute of Genomics,
Chinese Academy of Sciences, http://gsa.big.ac.cn/gsa-human) under accession code HRA000441 (https://ngdc.cncb.ac.cn/gsa-human/browse/HRA000441). Source
data are provided with this paper. The data supporting Figures 1, 2, 4, and 5 and Supplementary Figures 1, 2, 3, and 4 of this study are available in the Source Data
files.

No sample size calculation was performed. We collected 120 tumor samples from 40 stage I-III SCLC patients between September 2009 and
September 2018. These sample sizes are sufficient for a descriptive study about SCLC-ITH.

No data were excluded from the analyses.

In order to improve accuracy and reproducibility of the results we used two mutation calling algorithms for those somatic mutations to
remove artifacts. This method has successfully identified the recurrent somatic gene alterations in SCLC samples.

Treatment response, biomarkers were not the goal of this study and therefore randomization was not necessary.

Treatment response, biomarkers were not the goal of this study and therefore blinding was not necessary.




