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Figure 4: (A) The number of proteins and peptides identified with different cut-off after 
removing contaminants, reverse proteins and q-value with more than 0.05. (B) The plot 
represents the distribution of the identified protein and Andromeda Score10. (C) The scatter 
plot illustrates the sample-to-sample correlation. The Spearman's rank correlation measures 
the strength and direction of association between two ranked variables. (D) Box plots 
depicting the run-to-run variation. (E) Sample-wise distribution plot representing the data 
quality of replicates.

All Peptides

Unique Peptides

Protein with ≥ 1 unique peptide

Protein with ≥ 2 unique peptides

Surface Proteins


