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Ionisação 

 MALDI 

 Matrix Assisted Laser Desorption Ionization 

 

 ESI 

ElectroSpray Ionization  

Fonte Selector Detector 



Koichi Tanaka 

2002 Nobel Prize for 

Chemistry 

(Development of 

MALDI ionisation for 

biological analysis)  
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TOF – Time of Flight 
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Peptide mapping 
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 Ionização robusta 

 Espectros simples (1 carga) 

 Limite de detecção (amol) 

 m/z > 1000 

MALDI 



ESI 

John Bennet Fenn 

2002 Nobel Prize for 

Chemistry 

(Development of ESI 

ionisation for 

biological analysis)  



Mechanism: 

Electro 

Spray 

Ionisation 



Analisadores de Massa 

 Quadrupolo 



Analisadores de Massa 

 Paul’s trap 

W. Paul 

1989 Nobel Prize for 

Physics 

(Development of the 

ion trap)  

http://nobelprize.org/nobel_prizes/physics/laureates/1989/paul.html


ESI – Proteína (15 kDa) 
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ESI – Peptide mapping 



Algoritmos e software... 

 Charge deconvolution 

Maximum entropy methods 

 

 Average / Monoisotopic 

m/z 

SNAP 



ESI 

 Ionização sensível a contaminantes 

 Espectros muito complexos (m/z>1) 

 Mantém interacções não covalentes 

 Supressão de sinal 

 Optimização de condiçoes 

 pH 

 Solvente 

 Concentração 

 



Conceitos 

 

 Fundamentais! 
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Resolução 
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Resolving power 
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Resolution = 200 Resolution = 500 

Resolution = 2000 Resolution = 50,000 


