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Supplementary Information 9 (SI 9): Python script of fig 1-3
Supplementary Information 10 (SI 10): The Python script used for (ESM -2) PLM result curation and dataset
Supplementary Information 11 (SI 11): The python script of layer wise analysis 
Supplementary Information 12 (SI 12): The python script of statistical analysis of EVE and PLM model
Supplementary Tables: All the supplementary tables.
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