Chapter 3
Exploring Proteins and Proteomes

The Proteome is the Functional Representation of the Genome p. 66
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3.1 The Purification of Proteins is an Essential First Step in Understanding Their Function
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Proteins Must Be Released From the Cell to be Purified pp. 67-68
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Break the cell open
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~ Purification according to solubility size, charge, and binding affinity
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Proteins Can be Separated by Gel Electrophoresis and Displayed pp. 71-74
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How can we tell if our purification worked?
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A Protein Purification Scheme Can Be Quantitatively Evaluated pp. 74-75

Protein purification evaluation
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Ultracentrifuation is Valuable for Separating Biomolecules and Determining Their Masses
pp. 76-77

S\,
When being centrifuged molecules will move through the medium depending on severa! factors.
b , |
1. The mass — moce mass moves Prowph gorder

2. Shape — because of ohrerg— 2@ 10n gabeth. moves slower— Yhom sphesiea))
3. Density of the molecule — meore  okense move Faster (@ombo of 152)

4. Density of a solution — £ moleuli. (5 less olerca Maan far sl NP
n
wo't inope Hhrow g

Sedimentation coefficients are unique to molecules. WUsually /s Svedbowyg  @ashent (<)
~seen w/ VThespes (55165, ske)

3.2 Amino Acid Sequences Can Be Determined by Automated Edman Degradation pp. 78-
84
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3.3 Immunology Provides Important Techniques with Which to Investigate Proteins pp. 84-
90

Antibodies to Specific Proteins Can be Generated
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