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Supplementary Figure 1. UDMSE peptide fragmentation efficiency is higher than HDMSE. a)
Boxplots of the number of matched product ions for rhGH proteolytic peptides, as identified by HDMSE
or UDMSF analysis. b) Comparison of peptide high energy spectra acquired by HDMSF and UDMSF
modes. Data has been combined over the same retention time window.





