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Data analysis

For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.

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

Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.

Reporting on sex and gender

Reporting on race, ethnicity, or
other socially relevant groupings

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

GraphPad: https://www.graphpad.com/

Galaxy: https://usegalaxy.eu/

https://usegalaxy.org/

https://usegalaxy.fr/

https://usegalaxy.org.au/

BWA:https://github.com/lh3/bwa

DeepTools: https://deeptools.readthedocs.io/en/develop/

FastQC: https://github.com/s-andrews/FastQC

freeBayes: https://github.com/freebayes/freebayes

VCFtools: https://vcftools.sourceforge.net/

Rstudio: https://posit.co/download/rstudio-desktop/

Sequences used in this study have been deposited in the EMBL-EBI European Nucleotide Archive, accession number PRJEB75366 (ERP159943); MFA-seq data is
available in the NCBI Sequence Read Archive, accession number PRJNA1108605.
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n/a

described in legends

no exlcusions

all experiments were performed in at least two independent biological replicates; all were succesfsul

described in figures

n/a
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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

Clinical data

Dual use research of concern

Plants

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)

Novel plant genotypes

Seed stocks

Authentication

Plants

ChIP-seq

Data deposition

Confirm that both raw and final processed data have been deposited in a public database such as GEO.

Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

Data access links
May remain private before publication.

Files in database submission

Mouse anti-HA (1: 5000, Sigma), mouse anti-EF1! (1: 40 000, Merck Millipore), anti-BrdU clone B44 (1: 500, BD Bioscience), and anti-
DNA-RNA hybrid clone S9.6 (1:500, Sigma) primary antibodies were used here. Goat anti-Mouse IgG HRP-conjugated (ThermoFisher),
goat anti-Mouse IgG Alexa Fluor 488-conjugated (ThermoFisher) and goat anti-Mouse IgG Alexa Fluor 594-conjugated (ThermoFisher)
secondary antibodies were also used

All antibodies are commercial

All cell lines in this work were derived from Leishmania major strain LT252 (MHOM/IR/1983/IR)

Cell lines were validated via PCR, whole genome sequencing and RNA-seq

Cell lines did not test positive for Mycoplasm

Leishmania major strain LT252 (MHOM/IR/1983/IR) is not a commonly misidentified cell line

n/a

n/a

n/a

Raw sequencing data files have been submitted to European Nucleotide Archive, accession number PRJEB75366
(ERP159943). Processed files have been submitted to GEO and accession numbers will be available soon.

-bedgraph files for DRIP-seq and RNAse H1 ChIP-seq

-bed files with DRIP-seq peaks coordinates




