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FAIMS: High field asymmetric waveform ion mobility spectrometry 
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Coupling ultraFAIMS with TriVersa Nanomate 
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LESA: Liquid extraction surface analysis 



Workflow 
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Visualisation: Total ion transmission maps – mouse liver 
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Visualisation: Total ion transmission maps – mouse liver 



DF 270 Td 

Visualisation: Total ion transmission maps – mouse liver 



Visualisation: Total ion transmission maps – mouse liver 
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Contact LESA: Liquid extraction surface analysis 
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Visualisation: Total ion transmission maps – E. coli 
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Visualisation: Single ion transmission maps, LESA-FAIMS mouse liver. 
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Static Analysis 
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Sequence coverage: 
CID 19% 
HCD 15% 
ETD 25% 

Total: 42% 
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Liver unknown protein  
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Conclusions 

• Interfaced Advion Triversa Nanomate with 
Owlstone uFAIMS – LESA-FAIMS-MS 

 

• Separation of different molecular species 

 

• Reduced analysis time 

 

• More information per spectrum 

 

• Greater sequence coverage from MS/MS events 
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