
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).

A B
Myoblobin (16.9 kDa, 153 AA residues)

β-lactoglobulin A (18.6 kDa, 162 AA residues)

α-S1-casein-8P B (23.6 kDa, 199 AA residues)

BSA (68.5 kDa, 583 AA residues)

1 88   91 100  102 153

Covered at 73% (111 AA residues fragmented)

74  7649  53 27   30 

1 82  88 105  115 127                162

Covered at 56% (90 AA residues fragmented)

56    64  7149  51 120  123

2 139          148  152          168     174         199

Covered at 41% (81 AA residues fragmented)

5947    53 77  78

Covered at 6% (35 AA residues fragmented)
3 33 569 576



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).  



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.

0 0

A B C



Vincent et al. Supplementary Figure S6
Top-down sequencing result from Mascot for C. sativa Cytochrome b559 subunit alpha (A0A0C5ARS8). (A) Protein view; (B) 
Peptide view.
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