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Size heterogeneity (%) Combined standard uncertainty (%) Size heterogeneity (%) %CV
Monomeric Purity (nonreduced) 98.47 1.03 98.18 0.09
Thioether (reduced) 0.30 0.03 0.40 6.35
Glycan Occupancy (reduced) 99.39 0.07 99.30 0.02
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