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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.
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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
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Eukaryotic cell lines
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Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Excel (version: 16.0.11727.20222);

Origin (version: 8.5.0 SR1 b161);

MestReNova (version: 14.0.0-23239);

XPS Peak Fit (version: 4.1);

CaseViewer (version: 2.0);

Adobe Photoshop CC (version: 20.0.6);

ImageQuant LAS 4000 Control software (version: 8.1).

Data that support the findings detailed in this study are available in the Supplementary Information and this article. Data is available from the corresponding author.
The Source data underlying Figures. 3b, c, d, e, f, 4b, d, 7c, Supplementary Figures. 4, 6b, c, d, 8b, c, d, e and 9 are provided as a Source data file.

No sample size calculation was performed in advance. Samples size was determined based on the reproducibility of the experiments to ensure
confident statistical analyses.

No data were excluded from the analyses in this study.

In vitro experiments were reliably repeated at least two times. In vivo wound healing experiments were performed once. For in vivo
experiment, reproducibility was verified by similar results for individual animal within the group. IACUC approval requires that the minimum
possible number of animals be used that yield statistically significant results.

Randomization used for in vitro and in vivo study.

Cell adhesion experiments were blinded, other experiments were not blinded because the first author who prepared the samples also
participating these experiments.




