Single-molecule protein sequencing on the Quantum-Si platform:
Advances in protein and proteoform identification and comparison with mass spectrometry
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Single-molecule protein sequencing is a transformational tool for protein Different amino acids are distinguished by the distinct fluorescence New recognizers increase the number of amino acids detected
science that will unlock new insights into the function of proteins in health properties and pulsing kinetics of the recognizers
and disease. Direct sequencing of single protein molecules offers the
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Real-time sequencing is carried out in nanoscale reaction chambers. 027s 4.09s 0.29s 149
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Recognizers reversibly bind to exposed N-terminal amino acids "WW“
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Aminopeptidases sequentially cleave one AA at a time from - tim;?‘;m) RS mean PD (s)
the N-terminus.

Binding kinetics distinguish NAAs.
Fluorescence lifetime differentiates dye-labeled recognizers. Detection of SCAN TO LEARN MORE

Automated signal processing and sequencing data analysis. Oxidation . PP
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