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Proter Preclpivaion

Hofmeister Series
F~ ~ SO} > HPO; > acetate > CI~ > NO; > Br~ > ClO; >1" > ClO; > SCN~

NH} > K* > Na® > Li* > Mg*" > Ca’" > guanidinium
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Large particles cannot enter
gel and are excluded.

They have less volume to
traverse and elute sooner.

and have more volume to

’ Small particles can enter gel
traverse. They elute later.
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Sample proteins pass

aroundresin beads Salts and small molecules
Xflow throughresin beads

Proteins flow fasterthrough the column
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Desalted proteins
are collected
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The pool of protein
containing target protein
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other proteins

travel down
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target protein
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__glucose binds
the target protein
cleave it from
the residues

A concentrated solution
of glucose then is added

The demonstration of the steps in Affinity Chromatography
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BL21 bacteria
expressing protein
of interest

v N

—
*

peotein of Interest

lysed cell matter

¢

s 1

(67 cell lysis to
e ) release protein

il

»’
»
&

70\1\\ ¢k dwe
wd AVOoa\ M &“3

Incubate with
Nickel-NTA
agarose beads
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Wash with salt
solution

) | | SS—) SDS-PAGE Gel

Elute using
imidazole
competitor
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Separate protein
bands
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MS spectrum MS/MS spectrum





