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Supplementary Fig. 1 Ramachandran plot (A) TNF-a (B) IL-6.
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Supplementary Fig. 2 b2b results of TNF-α (A) Prediction via multiple tools (B) PSP analysis.
[image: F:\papers 2023\muneeb sir papers\rheumatoid paper\eeeeeeion1\Slide23.TIF]
[image: F:\papers 2023\muneeb sir papers\rheumatoid paper\eeeeeeion1\Slide24.TIF]
[bookmark: _GoBack][image: F:\papers 2023\muneeb sir papers\rheumatoid paper\eeeeeeion1\Slide25.TIF]
Supplementary Fig. 3. b2b results of IL-6 protein (A) Prediction via multiple tools (B) PSP analysis.
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