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Figure 3: Addition of KGG Control Peptides across a dilution range does not impact Figure 4: Recovery of KGG Control Table 1: List of all Control Peptides developed and demonstrated compatibility with existing

the yield or specificity of recovering endogenous KGG modified peptides from 1mg of = Peptides across three independent  respective PTM enrichment workflows, including both agarose and magnetic-bead based
AC KN OVVLE DG M E NTS input mouse liver sample peptides using PTMScan® HS Ubiquitin beads. The PTMScan® HS Ubiquitin formats (i.e. PTMScan® HS and IMAC). Each set of Control Peptides for a particular PTM is
We thank Jason Reynolds and the rest of the CST Peptide Lab for recovery of the KGG Control Peptides was proportional to the amount added, and a experiments using 1mg of human comprised of at least 3 unique peptide components.
purification and quantification of the control peptides. We thank members 20nM stock concentration was determined optimal for all Control Peptides. In this HEK293 sample peptides. Data
of the CST Proteomics Department and Production Team 11 for their Figure, “Rep” refers to duplicate injections of a single peptide sample. Data were were acquired on ThermoFisher
EEWIED EINT SIS SRS EILM) e SEVEIBEmE @f 11D Comial D9 es. acquired on ThermoFisher Q-Exactive instrument. Fusion Lumos instrument.
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