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Fig 1. Biacore assay principle. (A) Anti-higG (green) is pre-immobilized on a Sensor ' ' ' ' ' :
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° Speciﬁc protein QUOﬂtiﬁCOtiOﬂ increased confidence Fig 4. LOQ was determined as average response for [0 ng/mL] + 10 SD, n = 10. In agreement
in data.
e Robust assay: ~ 1000 process samples analyzed on
the same surface. Quantification of antibodies from cell culturing
e Master standard curves: in-process results in less Results from quantification of monoclonal antibodies during cell culturing are shown in Figures 6 and 7.
than 10 min.
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1. Frostell, A., Mattsson, A., Eriksson, A., Wallby, E., Karnhall J., lllarionova,
N.B., Estmer Nilsson, C. Nine surface plasmon resonance assays Fig 6. Standard curves of purified mAb binding to Sensor Chip Protein.A. Overlay of Fig 7. Concentration determination of a mAb using Humoh Antibody Capture Kit.
: : L : two standard curves from fed-batch CHO cell culture. Up to 1000 antibody samples Crude samples from each day of a CHO cell culture. Analysis of all samples (n = 270)
for specific protein quantitation during cell culture and process S . . . . . .
_ _ _ and standard injections can be run on the same chip. Samples injected at two was performed at 4 occasions during a time period of 12 days.
development. Analytical Biochemistry 477, 1-9 (2015). dilutions typically show a CV < 2% in calculated concentration.
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