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General stuff … 

HT Omics, 18.10.2010 

• 1 proteomics OR 1 genomics paper 

• Questionaire for audience 

• 5 to 10 questions for each talk 

• Short summary [2-3 pages] 

 

• Feedback sheet 

 

• Camera [optional] 
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Grading & Attendance 
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• >= 80%  (of 13) 

 

• Final grade: average of talk & short summary 
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Proteomics 

„Proteomics is defined as the study of the ensemble of proteins at a given point in 

time, especially their expression pattern, structure and function.” 

HT Omics, 18.10.2010 

Identification Quantitation 
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Proteomics 

Identification & Quantitation methods: 

 

- 2-D electrophoresis (isoelectric point + mass(SDS-PAGE)) + WesternBlot | Staining 

- ELISA 

- Liquid Chromatography (LC) (i.e., HPLC | CE) 

- Mass Spectrometry (MS) 

 

HT Omics, 18.10.2010 
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Basics 
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Basics 
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Protonation (H+) 
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Basics 
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m/z 

[Th] 

abundance 

mass(„DPFINA“) = 700 Da = 700 u 

charge = 1 

100 700 1300 

701 

SumFormula: C31H45N7O10 

Isotopes: 12C and 13C 
 

702 

703 
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Basics 

HT Omics, 18.10.2010 

Mass (Da)          500                  1800                 6000 
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Basics 
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m/z 

[Th] 

abundance 

mass(„DPFINA“) = 700 Da = 700 u 

charge = 2 

100 700 1300 

701 

SumFormula: C31H45N7O10 

Isotopes: 12C and 13C 
 

702 

703 

351 

351.5 

352 
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Basics 
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gaussian 

Lorentzian 

Gaussian 

„noise“ 
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Talk: Isotope Distribution 
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Talk: Decharging 
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Talk: Identification [PMF] 
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Talk: Identification 
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Talk: Multiplexing using iTRAQ 

Isobaric tag for relative and absolute quantitation 
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Peptides! 
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Talk: Multiplexing using iTRAQ 
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Quantify reporter ions 

Remove outliers 

Compute protein ratios 

Protein p-value 
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Identification: ETISEQ 

m/z RT 
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Identification: ETISEQ 
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MS scans 

(schematically) 
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Identification: ETISEQ 
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? 
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Talk: Experimental Design 
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