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I.	 Shine-Dalgamo sequence ~ T 1'J1JlI-hlfl.51f n~ ? (A) reverse transcription (13) 

transcription (C) translation (D) replication 0 

2.	 Okazaki fragment ~ JJ!.m- (A)leading strand (8) lagging strand (C) sense RNA (D) 

anti-sense RNA 0 

3.	 SLl ~ Il~ - M promoter It-l core-binding factor ? (A) Class r (8) Class II (C) Class 

11/ (D) ~), 1:. 'ir ~~ 0 

4.	 TBP j;a"T9HHt DNA JH'J.~1l-(A)TATAbox(8)-10region (C)GC box (D) 

TC box 

5.	 ± -t.#.(U;- RNA',lQm- DNA j,- Jtz~H,.~(A) adenine (8) uracil (C) guanine (D) 

thymine 0 

6.	 m-~Ut~t lit '!' ' guanine iIi. 't;fa(A) adenine (B) thymine (C) cytosine (D) uracil: 

!!jurt 0 

7.	 T 1'J1"f~ b., palindromic sequence (A) AGGTCC (8) CCTCC (C) GAATCC (D) 

GGATCC (R !!lUi'<" '!' - fl'l.:)0 

8.	 T 1'J 1l~J!.~ 0"-'f-1-~ DNA replication? (A) DNA polymerase (B) RNA polymerase 

" (C) primase (D) DNA helicase (;iV!"!)0 

9.	 n~m- central dogma' T 1'!fOJlf.iE-Gl? (A) transcription (DNA~RNA)(8) 

Translation (RNA~protein)(C) reverse transcription (RNA~ DNA) (D) replication 

(DNA~RNA)(;iii!JI!) 

10. T 1'1 1JlI *' 'ri--'f-*-* RNA splicing? (A) U1 (B) U2 (C) snRNP (D) ligase (;;iil! J!!) 

I. transposase	 2. nonsense mutation 3. bromodomain 

4. bioinformatics 5. larit structure 6. proofreading 

3-	 - r.~$JI! : (ft- 4,,! • ~ 10 'J)-) 

1.	 1"f.KR?1f~fl.5mft.?~~.~o 

4.	 ..,~ 1: '!' 1f glucose (0"-'f- f: 180) - NaOH ('ri- -'f- i: 40) - I M MgCb ~ 5 N NaCI 

!f'~,!j'I' 'HlhU?>~ 100 ml % 10% glucose-u.l M NaOH -O.OIM MgCb ~ 0.05 

MgCb 1! 5 N NaCI t>\ ft'] ? (-t. tt aJl' fl'r) 


