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S2 Supplementary Information.  De novo performance summary from the commercial monoclonal antibodies (mAbs) samples A. Number of matching peptides extracted from each sample type across all models; B. Number of extracted peptides for each deep learning model; C. Length distribution for the mAbs matching peptides across all considered models. The color scheme for the samples and models is at the bottom. 

De novo decoded MS data show that the mAbs samples digested with chymotrypsin and elastase produced more easy-to-decode MS spectra than the remaining sample types. On the other hand, Giga+ and Giga MEM models were superior to the rest of the deep learning models, extracting over 10000 confirming peptides. Furthermore, they also extracted more peptides across a wide range of peptide lengths.  
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