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• Biological sample pooling enables high sample throughput
• Real-time search (RTS) increases proteomic depth (Ref. 1)
• Fractionation with TMT can quantify >8,000 proteins per compound
• Fractionation-based deep proteomic profiling with TMT is being used to profile compounds (Ref. 2)
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The Orbitrap Ascend Tribrid Mass Spectrometer

• Designed for greater sensitivity and speed
• Sensitivity + speed  proteomic depth
• Sensitivity  quantitative accuracy and precision
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Proteomic Profiling of Novel Covalent PIN1 Inhibitors

Biological Effects of 
PIN1 Inhibitors

Four-Cell-Line Experiment: Orbitrap Ascend Quantifies More Proteins in Less Time
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Quantitative Precision

Top GO Pathways enriched in CL41 and CL71 
changes:
• Gene expression
• RNA processing and metabolism

Top GO Pathways enriched with CL41 only:
• Translation
• Proliferation and development

Low-abundance proteins are revealed

Higher MS3 signal-to-noise

PIN1: phosphoprotein cis-trans isomerase
• Promising cancer target via covalent inhibition (Ref. 3)

Instrument Proteins Up Proteins Down Total Changes
Eclipse 817 575 1,392
Ascend 949 618 1,567

Protein 
change 

overlap:

*FGFR not detected by 
Orbitrap Eclipse

FGFR1: same 
oncogenic 

pathway as 
MYC

• Yeast peptides combined at defined ratios
• Human peptides at 1:1 compress yeast ratios 

with interference

More 
reproducible 
ratio 
measurements
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