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Figure S1. The amino acids sequence of integrin α 11- I domain with the UniProtKB code Q9UKX5. 
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Figure S2. Visualization of the surface hydrophobicity of the integrin α11-I domain was displayed using the surface coloring feature of the UCSF Chimera tool (v.1.10.2), with blue representing the most hydrophilic regions, transitioning to white, and red for the most hydrophobic.
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Figure S3. The Hydropath/Kyte & Doolittle diagram based on the sequence of integrin α11-I domain with UniProtKB code Q9UKX5, developed by Expasy (https://web.expasy.org/protscale).
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