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Growing bacteria
Constructing the plasmids with A-chain or B-chain mini-genes fused to the back
of lacZ gene, respectively

Forming the disulfide bonds linking A and B chains

Cloning human insulin cDNA

Transforming 2 plasmids into E. coli, respectively

Purifying A and B chains, respectively

Making 2 mini-genes for insulin A-chain and B-chain

Splitting fused proteins with cyanogen bromide

Genetic engineering of insulin gene to stop formation of hexamers
J Purifying fused proteins
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4. Please describe the role of o factor in bacteria transcription cycle. (7 43)

5. Please describe how does FACT (facilitates chromatin transcription)
facilitate the transcription of RNA polymerase through the histones. (7 43)

6. What is mutually exclusive splicing? (4 43) Please briefly describe the
mechanisms responsible for that. (7 43)
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1). Genetic imprinting
2). Enhancer
3). Histone code

12, So#fAE: HHNEFAAM PEZL-FBHEE (10%)

1). Histone acetyl transferase.

2). Peptidyl transferase

3). Aminoacyl tRNA synthetase

4). DNA maintenance methyltransferase
5). RNA helicase

A. Responsible for tRNA charging

B. Removes the amino acid from charged tRNA

C. Functions in RNA secondary structure unwinding

D. Plays a role in mRINA half-life

E. Catalyzes peptide bond formation during translation

F. Links two polypeptides covalently

G. Functions in chromatin remodeling; transfers phosphate groups to histone proteins

H. Functions in chromatin remodeling; acetylates conserved lysine amino acids on histone proteins

L. Functions in chromatin remodeling; removes acetyl groups from lysine amino acids on histone
proteins

J. Removes the formyl group from the N-terminus of methionine

K. Removes the N-terminal methionine as well as one or two additional amino acids from a
polypeptide

L. Functions in hemi-methylated DNA; adds methyl groups to DNA when one strain is already

methylated

M. None of the above v e
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