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Figure. Peptide mass error and peptide length. (A) All the identified peptides were examined by
mass error distribution. The mass errors were concentrated in the range below 5 ppm, indicating
that they met the requirements. (B) The lengths of most peptides were between 8 and 20 amino acids,
consistent with the typical lengths of trypsin-digested peptides and indicating that the sample
preparation method met the standard.



