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2-step purification — IMAC/SEC
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1-step Purification Feed: tibody)
Protein A - SEC clean Step 1: IMAC (immobilized metal affinity capture).
Step 2: SEC (Size exclusion chromatopgs
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IMAC/SEC is a method suitable for the purification of ol
His-tagged proteins. An integrated size exclusion step
3-step Purification means that the protein is polished and immediately
ready in a stabilizing buffer.
Step-1: The supernatant containing a His-tagged protein
is first applied to the IMAC column through the sample
pump or loading loop. The IMAC resin is washed and the
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3-step purification - Protein A/CIEX/desalting

Conditions

Feed: Clarified cell culture supernatant (monaclonal antibody)
Step 1: Protein A (Affinity capture)

Step 2! CIEX (Polishing)

step3 Desalting (Bufer exchange)
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Protein A/CIEX/desalting is @ method is suitable for the
purification of monoclonal antibodies or Fe-fusion
proteins with an isoelectric point > pH 7. The CIEX
polishing step is valuable for users who require very
high monomer content for sensitive applications.

Step-1: The supernatant containing your antibody of
interest is first applied to the Protein A column through
the sample pump or loadina loop. The Protein A resinis  ~
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