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Abstract Figure 1. PAT integration schematic Figure 4. CLS model performance on lab  Figure 7. CLS vs PLS performance
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1. Model setup
y = Xb + e where,
X represents the preprocessed Raman
spectra
y represents calibration concentration
(93.56 mg/mL).
b is the CLS regression vector estimated
during calibration.
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A monoclonal antibody (93.56 mg/mL) in a
histidine, arginine, and sucrose buffer was
flowed through a Thermo  Scientific™
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