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2. ZEEREHEREDTEE (monoclonal antibody) FREZ5FkHTAS (polyclonal antibody) fEEZ: EHY
R < (10 53)

3.Describe the levels of protein structures and the factors that influence protein folding and

stability. (15 473)

4.Briefly explain the feedback inhibition. (7 43 )

5.Briefly explain catabolic and anabolic pathways. (10 47 )

6.Describe the mechanisms by which enzymes lower activation energy. (10 43 )

7.Please answer the 4 metabolic pathways of Glucose metabolism. (8 47)
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