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1. ##5 DNAFE2EE] > A
(A)retrovirus (B)herpesviruses (C)reoviruses (D)parvoviruses

2. F %!7% i DNA replication origin 474 & 7
A)FERNTERE B) AM oMk EB-E —BC)5H 5 BmuEHEF (D)
BEASHE Alrich 89 B & :

3. 4 mRNA processing B F » FIFT R BR 7
(A) exons (B)non-coding sequences (C)RNA cap structure (D)poly A tail

4. BgiAtE hormones £ 14+ 77 R 7% b transcription
(A4 mink @HE% B (B)protein kinase phosphorylation (C)4 A% %% 5 %
(D)¥p 4| histone deacetylase

5. FHlMT#& % & K degradation &M ?
(A)protease (B)ubiquitin (C)proteasome (D)chaperonin

6. MmN EaE &Ry ek
(A)carboxyl to amino ¥ (B) amino to carboxyl 3% (C)3’to 5’ (D)5to 3’

7. 4m B % operon BF F Iz 45 - 47 Ak |
(A) % 18 transcription start sites (B) % 18 cistrons (C) % 18 ribosome binding sites (D) %
{8 genes H & My 5948 B X A4k

8. DNA that is transcriptionally active
(A)A 5 # DNase I digestion (B)#v histones & Z 424 (C)E % unacetylated histones
(D)4 % condensed Hk #&

9. AMitafb B telomerase » {2m 44 » XA A EMa b LA
(A) linear % &8 B)%Z @M% &4 (C)éwiaix (D)% 18 DNA polymerase

10.DNA damage i zg, cell cycle arrest Z29REFE B 7
(A)G1 and S (B)G1 and G2 (C)S phase (D)S and M phase

11.cell cycle + & B cyclin 4k it A JE
(A) CDK &% cyclin & B4 &M (B)A MPF théa ik 4--F (C)&E & F 4 cell cycle &
BA& € (D)TH AL

12.F #)FT Atk H 7T 45 B — gene & £ $ 8% & | #) isoforms
(A) alternative splicing (B) capping (C) polyadenylation (D) RNA interference
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HEEEARAA (2) % LBARKFL BEFFRAR  SARETFOMAESH A £ (2) &

13.promoter ¥ 4% 4% %] & methylated cytosine & & #4824
(A) hypersensitive regions (B) CpG islands (C) TpG mutation sites (D) none of the
above

14 tmla & a /G mBEERN?
(A)lysosome (B)proteasome (C)ribosome (D)nucleus

15.FR BB EHERE ﬁ‘;‘ﬁ’-;ﬁa protein dimer 7 g%, & B » {2 Fv protein-DNA & 425 ?
(A)helix-turn-helix (B)homeodomain (C)leucine zipper (D)zinc finger

= B (B o) (3 25%)

1. siRNA

2. SDS-PAGE T F Rk & K 49t %2

3. Gilinter Blobel #% &3 &9%& & B 4 a A8 B 49 signal hypothesis 2 477

4. GFP (green fluorescent protein) & 4 %7 8 248 B 895 5 89 JE B & 417
5. proteasome &k A B 1 ?

= FAA T (BARLS 9) (34 30%)
1. F& B HRA celleycle 93 e » ERBEFBEN A -
2. 4738 4a U8 < apoptosis » BN A A > RAEAEEBRE M4 -




