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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.
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Laboratory animals

Wild animals

Field-collected samples

Ethics oversight

No statistical method was used to predetermine sample size. For snRNA-seq on the 10x genomics system, 15 167 nuclei were collected that
had passed quality filtering. For snATAC-seq, we used 6500 nuclei that had passed quality filtering. The number of nuclei encapsulated in the
10x genomic machine has been determined according to the parameters recommended by the company 10x to reduce the number of doublet
of nuclei encapsulated.For RNAscope experiments we used three or more animals per condition, and counted a minimum of 50 fibers.
Significant differences between mean values were evaluated using two-way ANOVA with Graphpad 6 software and student t test.

The snRNA-seq and snATAC-seq samples of low quality were excluded as explained in the "Methods" section . Essentially, we excluded nuclei
that had few reads or few associated features.

For snRNA-seq and snATAC-seq, data from thousand of cells were collected for each condition, providing replicate measurements for all
different conditions/cell sub-populations. For FISH experiments, three biological replicates were used for each condition.

Experiments have been performed randomly.

The investigators were not blinded in regard to allocation of samples during experiments and outcome assessment. For snRNA-seq and
snATAC-seq analysis, unsupervised machine learning was applied, and no prior knowledge was used to determine different clusters.

Target Antibody reference Suplier Species dilution

Myh7 BA-F8 DHSB mouse IgG2B 1/40.

Myh2 SC-71 DHSB mouse IgG1 1/200

Myh1 6H1 DHSB mouse IgM 1/40.

Myh4 BF-F3 DHSB mouse IgM 1/200

Laminin L9393 Sigma Rat 1/500

The antibodies have been validated by several studies as specified by:

PMID: 22530000 for Myh antibodies

PMID: 29733324 for Laminin antibodies

6-8 weeks old C57bl6N females were used in this study. Mice were maintained at temperature 22+/-2 °C, with 30 to 70% humidity
and with a dark/light cycle of 12h/12H.

No wild type animals were used

No field collected samples

Animal experimentations were carried out in strict accordance with the European STE 123 and the French national charter on the
Ethics of Animal Experimentation. Protocols were approved by the Ethical Committee of Animal Experiments of the Institut Cochin,
CNRS UMR 8104, INSERM U1016, and by the Ministe"re de l’e$ducation nationale, de l’enseignement et de la recherche, n°
APAFIS#15699-2018021516569195.




