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1.

B s ER &4 5 744 inverted repeats BF > 34 7 A% hairpin 3% stem-loop &34
%o FRTIME  RAEF MR '
(A) fRNA
(B) miRNA
(C)5’-TACAGCCTTAGTTAAATCTAAGGCTGGT=3’ -
(D)5’-GTTAAATCTAAGGCTGGTTCAGGGTT-3’

A3 DNA &) melting temperature (Tm)& 35

(A)DNA BB B i 8iFe 3 E B)DNAGREL EIRAETHIE
(C) 100% DNA ¥ i EMAE EWMBRE (D)50% DNA w4 Ak & % B A% AT
e %‘éfl] fmf“;'

T F| R 8 B F %A% B 5 1 ak condensed nucleosome fibers?
(A) hypermethylated DNA  (B) Acetylated histone  (C) active histone
acetyltransferase (D) inactive histone deacetylase

F 74T 2 Fu PCNA (proliferating cell nuclear antigen) #& B ?
(A) a sliding clamp (B)£-#i translation (C)Z‘»ﬁi DNA replication (D)4 #1 DNA
nucleotide excision repair

TIMTE R R EBA RGBT HG?
(A) multi replication bubble  (B) semiconservative (C) semidiscontinuous (D)
single origin of replication

F F R — 482 35 W & ] DNA replication 89 & & sh e R — 42
(A)MCM #v DnaB (B)RPA #Fv SSB (C)DnaA #v ORC (D)RFC #v primase

%14 DNA # # 69 DNA polymerase IIl & 24 holoenzyme &4 X, 7242 » F F|4
# & % DNA polymerase III holoenzyme &47& 47

(A)HE4L 5378 DNA 44 B)E#H 5'—3 exonuclease #9754  (C)E 4 sliding
clamp #17&M (D)E A clamp loader 44 7F &

LA T %18 B transcription initiation 8% » RNA polymerase é%% #| promoter 1% 3 4
G988 9.4 10 nucleotides R .7 gk closed complex 1.7 sk open complex
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I11.

12.

13.

14,

15.

T . promoter clearance

(A) 9%NT (B) gr19C (C) rNycik D) Tigny

T %47 2% 7R f£ 4p 41 bacteria transcription?
(A) ActinomycinD  (B) Rifampicin  (C) c-amanitin (D) Acridine

T 247 - F 45 A AE F R4F 4ok B 8y E.coli sigma factor 4% 2] K ] 2 B &3 promoter
L7

(A) co-immunoprecipitation (Co-IP) (B)electrophoretic mobility shift assay (EMSA)
(C) chromatin immunoprecipitation (ChIP) (D) DNA footprinting

TFIMTRETAFERRFT0ARR AR OGNS ERE?
(A) real-time PCR  (B) northern blotting (C) western blotting (D) southern blotting

T A M RNA 9 FHATERRF L L AR N?
(A) capping (B) polyadenylation (C) degradation (D) splicing

T Z1 % B tRNA &) $Lifi ] & F#E?

(A)F g, cloverleaf & — & 4538 - A — 189 LAPFE mRNA #) codon arm
(B)FF 4% % 64 4} JE amino acid » &4 t(RNA # 5°-P L

(C)##3%k mRNA Fv3 % ¢4 amino acid ZR{x# tRNA # 3-OH £

(D)7 3% % 49 ¥ & amino acid & & aminoacyl-tRNA synthetase 484t4-% &4

T %1% B translation &4 4 3 a7 2% & F#£ 647

(A)translation initiation 89 3 — 5 B& & & 508 ribosome &4 16S rRNA $#3 mRNA E
&) ribosome-binding site

(B)E 4 mRNA _E &y Kozak sequence & 3A3¥ Ao translation &9k 3%

(C)4 elongation #9884+ » £ & ribosome L Asite &) amino acid %4 2] P site &)
amino acid k7 g%, peptide bond

(D)AUG & termination codon

FEH AR e protein BAAMPBEMNMERMBES > BE B4 amino acid
sequence b EFEH —E ke A 7= (A)signal sequence  (B)signal recognition
particle (SRP)  (C) Kozak sequence  (D)sequence tagged sites (STSs) ‘
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= B (20%):

1. RNA editing

2. nonsense mutation

3. RNA interference (RINAT)
4. epigenetic inheritance

= B (35%) |
1. (1) B & central dogma of biological information flow? (10%)
(2) #b— central dogma & & drzkR E? - (5%)

2. (1)3FEB AT A B 49 DNA 70 % R E — B K K85 E.coli expression vector » 3t &) #
FHEAEZHAEEME -

DNA 7% 4 F: Ori, Ter site, penicillin resistant gene, Shine-Dalgarno sequence,
promoter, operator, Rho utilization (rut) site, multiple cloning site which is recognized by
several restriction enzymes, short tandem repeat (STR) (109%%)

(2) AL FEEHMERGDNAAF WAL AT EEZEEAEBLE? (10%)




