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(1). (£ 20 3, FFRE4 7)
a. (4 4) Epitope
b. (4 4) Reverse transcriptase
¢. (44) RNA editing ‘
d. (443) Krebs cycle
e. (443) Alu sequence

2).(10 4) 4 DI—E¥ESIFF5] DNA fragment Y 3 affinity column - AL
nuclear extract fE&#i{k1%, #& SDS PAGE 471415 Z| & peptide bands
AB.CD  SERAA L E A B R E 1 peptides RTEEREH? ATE—S
FEEIH A,B,C,D FUFERESE] DNA fragment Y 7

- (3).(104) TEAB, {A]3 55 competitive inhibition > {a] & £ noncompetitive
inhibition » fEEERHA -

A B.
inhil{oitor inhibitor,
\ ‘,/
X
1% o inhibitor w / \No inhibitor
present / present
0 TIIS] | ° el
double reciprocal plot of enzyme kinetics in the presence and absence of
inhibitor.

(4).(10 4) EEHEI peptide folding 7F in vivo HIIAEST -
(5).(10 4) FEHETATMEREAHES - AL 4 TEATIIERE TR lipid 5253 -

(6).(10 43 Use acetylcholine receptor as a model to answer following criteria for ion

channel action:
a. (3 4)Cation selectivity
b. (4 43)The sense of ligand and open the channel.
c. (3 4)Inactivation.
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(7).(10 %) EHALER 5 4 ketone body , SRV SIS A B IRAVEE
(8).(10 4>) E&#t DNA replication [RF7E replication fork KEEZEAME (ie., helicase,
single strand binding protein, primase, DNA polymerase I, DNA polymerase III

holoenzyme, DNA ligase, DNA gyrase) &z DNA replication FALHE o

(9).(10 43) & RNA splicing 2 H4% -
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1. #&3E () =B H(cell cycle)T 45 HFFLEREE (3%), (b) 4= 58 H7 2 F 4
4 # (mitosis) Mz B#E (4%), (c) B 4afl (apoptotic cells) R ém b
AR (2%)?

2. FHT 7| 4= e junctions Z Zh AE:
(2) tight junction (3%) £ (b) gap junction (3%)

3. FHMHETHHEEIEEE:
(a) mitochondria (2%), (b) lysosome (2%), (c) nucleus (2%), (d) ribosome (2%)

4, 3753 (a) oncogenes $L tumor suppressor genes 2 {a] (4%)? (b)t 3F4 il

)

tumor suppressor gene p53 1 oncogene src Z 4 I zhE (8%).

5. $H4kuif &8¢ acetylation $2 methylation 842 % QAR FHEEZBE (4%)

 (DERBEBELEE 8%)

6. i (a7 % alternative splicing? (.4%) (bjalternative splicing # X H £ 2 &
(genetic complexity)Z %% (2%)

7. #if polymerase chain reaction (PCR)Z.: (a) B3 (4%), (b BEE E X 45
R (4%), F(PCR 2 f& F (32 =41; 4%) |

8. #%Ajil RNA 'T‘#%(RNA interference)# #if2.: (a) R (4%) & b)ER (4%)

9. 5 3l A$ERRBS $ 4= BB (embryonic stem célls)z: (@ RIR (3%), (D)4 (4%),
£ (OER (4%)

10. 43l 3 &80 #4500 8 K (telomerase) X () R &EH#H (4%) 8 (D)4 mshre (4%)

11. th#% glycolysis £ oxidative phosphorylation #&# (8%)




