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Supplemental Figure 1. Drop in the number of (A) unique peptides and (B) sequence coverage per protein with
the increase in proteolytic digestion time. Results are shown for the top 250 proteins, matched by the largest
number of unique peptides, from the 7 min experiment. (C) Depiction of possible tryptic peptides generated
from a larger nucleolin (P19338) peptide with 5 missed cleavage sites. The number of missed cleavages in each
subset of peptides is indicated on the left.
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3644 (15 %) 2602 (21 %) 1092 (55 %) 919 (66 %)

Supplemental Figure 2. Venn diagram of overlapping peptides and proteins in combined tryptic and
Lys-C enzymatic digestions (7 min).



