Vincent et al. Supplementary Figure S1.

A. Relationship between the molecular weight (MW) of the protein standards analysed and their sequencing results by top-down
proteomics. B. Schematised sequence coverage for each of the four standards; length is not to scale (see Figures 3D and 4B for
fragmentation patterns).
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Vincent et al. Supplementary Figure S2

Mascot search results of protein standards MS/MS peak lists using (A) a homemade database and (B) Swissprot database.
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Vincent et al. Supplementary Figure S3
Distribution of cannabis proteins according to their accurate masses (3-70 kDa).
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Vincent et al. Supplementary Figure S4

Multivariate statistical analyses using LC-MS data from cannabis protein samples. (A) Principal Component Analysis (PCA); (B)
Hierarchical Clustering Analysis (HCA).
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Vincent et al. Supplementary Figure S5
Statistics on parent ions from cannabis proteins analysed by LC-MS/MS. (A) Distribution of deconvoluted mass according to their

charge state; (B) Distribution of deconvoluted masses according to their base peak intensity; (C) Distribution of deconvoluted
masses according to their elution times.
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Vincent et al. Supplementary Figure S6
Top-down sequencing result from Mascot for C. sativa Cytochrome b559 subunit alpha (AOAOC5ARSS). (A) Protein view; (B)
Peptide view.
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