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Distribution of key harmonized assays
Internal antibody-level subset (n=326)
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Format-associated differences
Only format groups with usable n in the harmonized subset were retained
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Pearson correlation structure

Pairwise-complete correlations on harmonized antibody-level values
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PCA of the harmonized assay space
Complete-case antibodies n=243; PC1=32.7%, PC2=20.8%
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