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What is Staphylococcal Due to its affinity to IgG, ﬂ

Protein A? Protein A is utilized in the

e SpA is a component of the cell wall of Purification of Monoclonal _ 25
the bacteria S. aureus. Antibodies 1gG 2 0.

e The significance of SpA is its high _ : ﬂ__,_,_ ,.;:_'-j,_j'if:#v
affinity and exceptional specificity to 1 Antigen-coated beads 2 Addition of serum Egj <ot AR T e e
antibodies IgG. Lo ‘); ‘ o

e SpA has 5 homologous domains that oY ( ) (\% " 5-
can bind to the Fc fragment of IgG. 5 L0 94 0.
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While the Individual domains are

Slaphylechecal proteinA well-studied, a detailed structural and smo . 1 | - m
thermodynamic characterization of the ; | =
— full-length SpA has been elusive, due to . ks on
the predominant intrinsic  disorder _ |
SpA Binds to the Fc fragment of Antibody between the folded domains.
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