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Figure S1: Workflow of methodology.
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Figure S2: SNP distribution within the PTEN gene.



Figure S3: Predicted functional partners of PTEN.
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Figure S4: 3D Structure of wild type PTEN and its Mutants
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Comparative Box Plot Analysis of Radius of Gyration in Wild Type and Mutants
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Figure S5: Box plot analysis of hydrogen bonds, SASA, and Rg in wild-type PTEN and its
mutants, highlighting structural variation(a) Reduced hydrogen bonds in G129E, R130Q, and
R173H suggest destabilization. (b) Increased SASA in G129E and R130Q indicates altered
solvent exposure, while L70P and R173H show reduced SASA, suggesting compaction. (c)
Higher Rg in G129E and R173H implies expansion, whereas L70P and G132V exhibit greater

compactness.



