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Next-generation Protein Sequencing Utilizes N-terminal AA Recognizers To Decode Peptide Sequences
Binding Kinetics Fluorescent Lifetimes Sequencing+ =

Sequencing Runs Are Limited To LysC Peptides C-terminal Azidation Could Eliminate This Barrier

Enzymatic Azidation of Lysozyme C Determined by Mass Spectrometry and UV-Vis Spectroscopy 
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    ion          w/o Mod     w/ Mod

[M+3H]3+    511.5859    675.1113

[M+4H]4+    383.9414    506.5854

[M] =  1531.7339
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+ Fast & Easy to Setup
+ Reliable Chemistry
– Bottom-Up Only
– Peptide Proteoforms Only
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“Base-hacking” the Catalytic Triad
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*Previously treated with DTT/IAA

Enzymatic Additions of C-terminal Azides to Polypeptides (ENZ-A-CAP) on Quantum-Si Platinum
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– Inefficient Cutting
– Folding on Chip

+ Chip Loading
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– Poor Alignment Matching
– Unoptimized Search for Non-LysC Peptides

+ Chip Loading
+ Sequence Initiation




