


Common Superfolds
Ø Structural stability - amino acid packing, 2nd structures

Ø Functional efficiency - create binding/active sites
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Protein Classification
• SCOP (Structural Classification Of Proteins)

• URL: http://scop.mrc-lmb.cam.ac.uk/scop/



Protein Classification

























Jelly Roll Immunoglobulin (Ig)





• Ig Fold

Ø Found in immune system molecules (Ab, TCR, MHC) and
other recognition molecules

Ø Based on the β-sandwich motif

Ø Antibodies: 2 heavy chains + 2 light chains

Ø Antigen binds to loops
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Antibody Antigen

• The immunoglobulin (Ig) fold

Ø Binding specificity result from shape complementarity
and electrostatic interactions



• The immunoglobulin (Ig) fold

Ø The antigen-binding site has very low evolutionary
conservation ® allows variability despite common structure











Rossmann P-loop



Rossmann Folds Have a Variety of Functions
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Proteins Contain Various Modifications

Phosphorylation (Ser/Thr/Tyr) O-glycosylation (Ser/Thr) 

N-acylation (Lys) N-alkylation (Lys)




