Caplillary Electrophoresis as a Powerful Tool In
Therapeutic Protein Production Analytics

deltaDOT Ltd. London BioScience Innovation Centre, 2 Royal College Street, London NW1 ONH
iInfo@deltadot.com, www.deltadot.com

deltaDOIT

See the molecule

Capillary Electrophoresis is a powerful and versatile analytical tool that can be used to address many aspects of bio-
processing analytics. deltaDOT’s High Performance Capillary Electrophoresis (HPCE) system benefits from its core Label
Free Intrinsic Imaging technology (LFII® system), which allows improved resolution, quantification and reproducibility.
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Advantages of LFII® in Capillary Electrophoresis over traditional techniques include: are shown.
Accuracy and Precision / Efficient separation / High resolution / Rapid analysis / direct on-capillary
Quantitation of unlabelled molecules/ Economy (small sample and reagents requirement) and
Automation.
It also provides a Versatile analytical platform where multiple parameters of the biopharmaceutical SR\ g
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assessed based on peak area of interest

Single-stranded DNA binding protein (SSB) — DNA binding
data . Kinetic parameters of the binding event can be derived

Thermal denaturation data of Hen Egg White Lysozyme
(HEWL) . Thermodynamic parameters of the unfolding
event can be derived



