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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

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

All data used in the study are publicly available. The DNA methylation (Illumina Infinium 450k array) data generated in this study have been deposited in the Gene
Expression Omnibus under accession code GSE211668 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE211668). TCGA CESC DNA methylation (Illumina
Infinium 450k array) and RNAseq data are available from the TCGA data portal. TCGA mutation data are available from the MC3 project on SAGE Synapse
(syn7214402). RNAseq data for the Uganda cohort are available from the TCGA data portal and DNA methylation (Illumina Infinium EPIC array) and mutation data
from National Cancer Institute’s Genome Data Commons Publication Page at https://gdc.cancer.gov/about-data/publications/CGCI-HTMCP-CC-2020. DNA
methylation (Illumina Infinium 450k array) and gene expression (Illumina HumanHT-12 V4.0 expression beadchip) data from the Oslo cohort are available from the
Gene Expression Omnibus (GSE68339). RNAseq data were obtained for the Bergen cohort from dbGaP (phs000600/DS-CA-MDS ‘Genomic Sequencing of Cervical
Cancers’) under the authorisation of project #14589 "Investigating the mechanisms by which viruses and carcinogens contribute to cancer development". Source
data are provided with this paper.

N/A - entire cohort female (cervical cancer).

Detailed sample-by-sample information on all patients is provided in Supplementary Table S1 (TCGA patients) and

Supplementary Table S6 (validation cohort patients). Key clinicopathologic characteristics of each cohort are also summarised

in Table 1.

All patients gave written, informed consent before inclusion. Samples from Bergen were collected in a population-based

setting from patients treated at the Department of Obstetrics and Gynaecology, Haukeland University Hospital, Bergen,

Norway, from May 2001 to May 2011. Samples from Innsbruck were collected and processed at the Department of

Obstetrics and Gynaecology of the Medical University of Innsbruck. Samples from Oslo (n = 268) were collected from patients

participating in a previously published prospective clinical study.

The Bergen study was approved by the Regional Committee for Medical Research Ethics in Western Norway (REK 2009/2315,
2014/1907 and 2018/591).

The Innsbruck study was reviewed and approved by the Ethics committee of the Medical University of Innsbruck (reference

number: AN2016-0051 360/4.3; 374/5.4: ‘Biobank study: Validation of a DNA-methylation based signature in cervical

cancer’).

The Oslo study was approved by the Regional Committee for Medical Research Ethics in southern Norway (REK no. S-01129).

All analyses were performed using the maximum number of samples for which the necessary molecular and clinicopathologic data were

available.

Samples were only excluded from analyses if necessary data were not available and this has been stated in the manuscript.

The study is based on a discovery cohort (TCGA, n = 236), in which we made observations that we then demonstrated were reproducible in

independent validation cohorts (Europe combined, n = 313, Uganda, n = 94).

Randomization was not relevant to the analyses performed in this study as no experiments were performed in which patients were separated
into groups (this was not an intervention study).




