P-SCOPE: Carrier-enabled low-input phosphoproteomics by mass spectrometry

Albert Tian Chen'?, David H. Perlman', Edward Emmott'?, R. Gray Huffman'2, Nikolai Slavov'-43
‘ \ ‘ Northeastern University
College of Engineering

1 Department of Bioengineering, Northeastern University, Boston MA 02115, USA
2 Barnett Institute, Northeastern University, Boston MA 02115, USA
3 Department of Biology, Northeastern University, Boston MA 02115, USA

Summary P-SCOPE preserves protein phosphorylation
» Cellular signaling pathways are primarily mediated by phosphorylation, and 0’ 0 minutes 10 minutes 45 minutes
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» P-SCOPE’s carrier design can be extended to other post-translational >3 1% 10t 100 10! 102 102 107 10 10! 102 10z 107 10 10! 10°
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» Phosphorylation motifs in small samples are not lost during realistic cell sorting timelines
Dysregulated signaling pathways can lead to (< 45 min, suspended in PBS, on ice), compared to cell lysis on plate
diseases such as cancer Measuring differential expression of phosphopeptides
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