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Introduction

* What is template-based modeling
(TBM)?

* Why do we need TBM?

* How does it work?




Motivation

* The need for optimal method for protein structure prediction using
sequence data
* Improving TBM
— Shift focus to accuracy
—>Alignment quality is crucial
—>Focus on improving alignments
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Outlook

* Improving the proposed method
—> Reduce execution time

* Use of higher performance models like CNN

* Development of advanced methods of protein structure prediction



The End

Thank you for your attention




