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Protein Structure

e Peptide Bonds

* Primary Structure

* Secondary Structure

» Tertiary Structure

e Quaternary Structure
a. Globular Proteins
b. Fibrous Proteins

* Protein Folding

* Protein Denaturation
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A Polypeptide Chain

Peptide Bond

R2
(Glycine)

R4

(Serine)

R1
(Valine)

Aspartic acid)

Valine & Glycine in Trans Configuration




Peptide Groug
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Trans Peptide Group
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bond

Cis Peptide Group




drance between adjacent peg




) Trans & Cis Configurat

Aa o Fg

=9
I/m el (3

Trans Cis



cteristics of the Peptide

 Partial Double-Bond
* Rigid & Planar

* Trans Configuration
e Uncharged but Polar
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