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Figure 1. NSCLC study using the Proteograph Product Suite. Number of subjects in NSCLC study including I i
healthy controls and early NSCLC samples (1A). Protein groups detected across 141 subjects in control vs.
early NSCLC plasma samples (1B), across a percentage of the subjects in the NSCLC study. 2499 protein
groups are found across all subjects and 1,992 in 25% of the subjects. Number of peptides for each protein
group in the NSCLC study (1C) shows, 21,959 peptides are detected in total with a median 8 peptides per
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= Figure 2. Overview of the putative protein isoform identitication strategy. From 1,992 proteins we filtered Figure 5. BMP1 exon map and peptide intensity. BMP1 peptides
O to proteins present in at least 50% of subjects from either heathy or early cases and searched from NSCLC early and control subjects mapped to four BMP protein-
O for peptides that had differential abundance between controls and cancer (p < 0.05; Benjamini- coding transcripts (5A) and corresponding peptide intensities (5B)
O Hochberg correct_ed)_._ Next, we filtered for prot_e_lns comprising sets of peptlc_jes where at least shows; two of the peptides (purple shading) are more abundant in
Z DlgeSUOﬂ one peptide had significantly higher and another significantly lower plasma abundance in healthy controls vs. NSCLC and five of the peptides (teal shading) are more abundant in
§ early NSCLC. healthy controls.
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