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- 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
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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

All relevant data supporting the key findings of this study are available within the article and its Supplementary Information files or from the corresponding author
upon reasonable request. All ChIP-seq data and bed files are accessible at GEO Accession viewer under the number: GSE180812. The updated version of MitoTrack
is available at: https://github.com/ant-trullo/MitoTrack_v4_0. The distance measurement software is available through this link: https://github.com/ant-trullo/
DNA_FishAnalyzer.

Sample sizes were determined accordingly to typical sample size in the field (Dufourt et al. 2018, Pimmett et al. 2021). Experiments were
replicated to ensure statistical validity.

For FRAP, data were excluded when they could not be accurately fitted by the analytical model (based on RMSE and chi2 test). For FCS,

correlograms were discarded when the fluorescence trace (intensity fluctuation over time) was subjected to photobleaching. Photobleaching

was monitored by changes in the average fluorescence value at long time compared to the average fluorescence value at the initial time of

the recording. We used the same exclusion criteria as in Dufourt et al. 2018.

Each experiment was perfomed in 2-6 independent biological replicates. All attempts at replication were successful.

Randomization is not necessary or applicable to our study as all of our data were well-controlled wild type vs mutant comparisons. Embryos
were allocated based on genotypes.

No blinding was performed in this study since our experiments did not require this (experiments are ran regarding genotypes).

anti-GAF (gift from Dr. G.Cavalli, Schuettengruber et al. 2009)

anti-rabbit Alexa 488-conjugated (Life Technologies, A21206)

anti-mouse Alexa 488-conjugated (Life Technologies, A21202)

anti-rabbit Alexa 555-conjugated (Life Technologies, A31572)
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Validation

Animals and other organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research

Laboratory animals

Wild animals

Field-collected samples

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

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

Genome browser session
(e.g. UCSC)

Methodology

Replicates

Sequencing depth

Antibodies

Peak calling parameters

Data quality

anti-sheep Alexa 555-conjugated (Life Technologies, A21436)

H3 (Ser10) antibody (Cell Signalling #9701)

anti-H4K8ac, abcam 15823

Anti-mouse and -rabbit IgG-HRP (Cell Signaling #7076 and #7074)

Anti-tubulin (Invitrogen, GT114)

All antibodies were validated by the manufacturers indicated above. The validation of these antibodies can found in the respective
vendor websites.

All reported experiments were performed on embryos from transgenic and/or mutant variants of the Fruit Fly Drosophila
melanogaster.

There were no wild animals used in this study.

There were no field-collected sample in this study.

No ethical approval was required

GSE180812.

GSM5471314 ChIP_GAF_interphase_1

GSM5471315 ChIP_GAF_interphase_2

GSM5471316 CHIP_GAF_interphase_3

GSM5471317 ChIP_GAF_mitosis_1

GSM5471318 ChIP_GAF_mitosis_2

GSM5471319 input_GAF_interphase_1

GSM5471320 input_GAF_interphase_2

GSM5471321 input_GAF_interphase_3

GSM5471322 input_GAF_mitosis_1

GSM5471323 input_GAF_mitosis_2

GSM5471324 ChIP_H4K8ac_interphase_1

GSM5471325 ChIP_H4K8ac_interphase_2

GSM5471326 ChIP_H4K8ac_mitosis_1

GSM5471327 ChIP_H4K8ac_mitosis_2

GSM5471328 input_H4K8ac_interphase_1

GSM5471329 input_H4K8ac_interphase_2

GSM5471330 input_H4K8ac_mitosis_1

GSM5471331 input_H4K8ac_mitosis_2

No browser session has been created but all the data and the bed files are available under the accession number GSE180812.

Each conditions was done at least in duplicates.

Reads were pair-end (75bp). Total number of reads range from 10 330 357 to 20 473 302. Number of pair reads after quality
trimming was between 10 211 499 to 20 298 184. Overall alignment rate was between 58,8% to 94%. Any extra information are
available upon request to mounia.lagha@igmm.cnrs.fr

anti-GAF (gift from Dr. G.Cavalli, Schuettengruber et al. 2009)

anti-H4K8ac, abcam 15823

Peak calling was done with a threshold of 100 for GAF-ChIP-seq and 22 for H4K8ac-ChIP-seq, minimum run of 50 bp and maximum
gap of 200bp.

We estimated a good correlation between replicates, therefore to call the enriched peaks from the final wiggle files, we used




