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Supplementary 1. Peptide-level DKK1 modification in candidate epitope region. (A) Log2 fold-change was calculated from the percentage modification of DKK1 bound to the unbound control. Decreases in modification are shown in pink and increases in modification are shown in green. (B) The structure of DKK1-domain 2, CRD2, [C189-H264] is shown; peptides with significant protection are highlighted in red, and peptides with significant deprotection are shown in green. Amino acids that significantly contributed to peptide-level changes are shown as sticks. The Pi-pi interactions are indicated by dashed lines. (C) Log2 fold-change was calculated from the percentage modification of DKK1 bound to the unbound control. Colors represent individual antibodies. The structure of DKK1-domain 1, CRD1, [C86-S140] is shown, and peptides with significant protection are highlighted in red. Statistical significance was calculated via t-tests between the two conditions, bound or unbound, by asterisk (*p<0.05, **p<0.01, ***p<0.001, n=4 per condition). The residues were numbered using the human DKK1 UniProt canonical sequence. The structures were obtained from AlphaFold (AF-O94907-F1).
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