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a How does the structure of a protein affect its function?

@

Proteins are essential for the proper functioning of living
organisms, and their structure plays a crucial role in their function.
The structure of a protein is determined by its amino acid
sequence, which in turn affects its folding and stability [6]. The
interactions between charged amino acids significantly influence
the structure and function of proteins [1]. The number of
hydrophobic methylenes linking the backbone to the charged
functionality of amino acids affects protein structure stability [1].
Protein secondary structures, such as f-sheet structures, are the

fund | three-di ional building blocks of protein
structures [1]. Intrinsically disordered proteins (IDPs) are a family
of proteins that fail to form rigid 3-D structures under physiological
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Und ing protein non-folding

conditions, either along their entire lengths or only in localized
regions [2]. IDPs exist as dynamic ensembles within which atom
positions and backbone Ramachandran angles exhibit extreme
temporal fluctuations without specific equilibrium values [2].
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