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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, M

Quantitation |dentification
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Basics

mass(,DPFINA®) = 700 Da = 700 u SumFormula: C;,H,:N-O,,
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Basics
mass(,DPFINA®) = 700 Da = 700 u SumFormula: C;,H,:N-O,,
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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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Isotope Distribution
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Watch & Learn

http://www.youtube.com/watch?v=dq7xKVvXWew
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Isotope Distribution Computation

The probability that a molecule composed out of one atom of element E and one
atom of element E’ has a total of n additional neutrons is

n
TTEEf[n] = Z 7TE[f] WEr[n — l"] .
=0
Note that 7gg/[¢] = O for £ > kg + k.

This type of composition is very common in mathematics and known as a convolu-
tfion operation, denoted by the operator x.

Using the convolution operator, we can rewrite the above equation as
TEE = TTE * TE/ -

For example, a hypothetical molecule composed out of one carbon and one nitrogen
would have oy = ¢ * T,

meN[O] = m[0]7n[O0]
menl[1] = melOlmn[1] + me[1]7 (0],
monl2] = mol0lmn[2] + me[1]an[1] + mel2]mn[0] (= me[1]mn(1] ) -

HT Omics, 18.10.2010 16
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Isotope Distribution

Largest n that needs computation?

meer[f] = 0 for £ > kg + kL.

> melil =2
i=0

Speed up computation?! (Kubinyi)

Mgc
e« Mic=Mye

Mo« My = Tae

o« Moo = Ty
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Nomenclature

BASE PEAK
highest peak in a spectrum
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Nomenclature

BASE PEAK
highest peak in a spectrum
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Accuracy & Precision

Reference value
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Talks

- How to:
- slides
- timing

- Preliminary discussion

- Preliminary slides & questions
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