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— MELENW (S8wy  AX1+4):
| 1. Deuxyribqnucleic acid

2. Transcription

3. Translation
4. Alternative splicing

{ 5. Open reading frame
6
7
8
9

. Operon
. Antsense RNA

. Intron
. Resfriction enzyme l
10. Northern hybridization
11, Oncogene

12. BLAST®

13. Oligenucleotide array I
14. Prion

i I5. Contig

= mEa (58+9 Zuwtd):

1. Draw the structure of a peptide bond. Draw the structure of a dATP |
| (deoxyadenosine-5’-triphosphate).

2. Describe the Sanger dideoxy method of DNA sequencing.
3. What do we mean by primary, secondary, tertiary, and quaternary structures of proteins?
4. Compare and contrast “CDNA” and “genomic DNA.”
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