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T %] B T Watson-Crick DNA model | 894% 3k » 47 & E2k 9

¥ .DNA x £ & 5t double helix & 45; ¢ .DNA $[G]% =[C]%; . Nucleobase fir#
double helix 89 g ¥; T.7T R £ Z-FORM DNA; &.# ﬁ ribose & OH JT/ A £,
$2 R #:3%F double helix 44%. : :
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T 7] 42 B 4 b DNA replication #9% & £1 5 oy fE 94t » 478 E5% 9

F.. DNA Pol(alpha) B # primase 7&}£; Z.Replication protein A % single strand binding
protein; #.DNA Pol(gamma)# * & #4T7 R 416 898 %, T .Replication factor C
= 1% By DNA Pol(delta) 2| E#E 694 &; R.FEN1 B& DNasc #97&H. 7

(A)FzmE ®)zaT ©OFCT D) ¥ A%

T 7] 4~ $2 F 3% 4a g Initiation of DNA replication #5%& & » E 4k B IBF BT 7

¥ . Replication protein A; Z .Minichromosome maintenance protein; % .Jelicase;
T .Origin recognition complex; s%.RNA primase.

TF 7] 42 T Base excisionrepair | 9% % + E/EBIES BT 7
¥ . AP endonuclease; - Z.DNA glycosylase; 7 .DNA polymerase; 7T .DNA ligase.
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F % 28 UF coli mismatch repair | #98% » EAEBNEAE AT ?
¥.MutH; Z .MutL/MutS; /& .Endonuclease; T .DNA ligase;
7%. DNA polymerase.
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T 7 B+ T SOS response | é’ﬁii fa] AR 7
¥ .LexA % RecA #) repressor; Z.RecA T LA & 4 %] single strand DNA; #.7&{6#y
RecA =] tA4-#% LexA; T .Damage 1ndu01ble protein & #7#] RecA 6975, /&R .LexA
4 ¥ RecA A4 —AT,
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7. F R BRIl DNA L - # RNA transcription 4 M &9 42 % &
B R L THER BT ? '
¥ .Specific regulatory element; 7 .CAT box; & .TATA box; 7T .Start site;
7%,.Terminator element. ' _
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8. T %I Nucleotide 2 L # B ey R#HMH A &2 Mk » 7 Ee ?
¥ . ATP-Energy metabolites; Z.. GTP-mRNA capping precursor; _
7% . FMN-oxidoreduction coenzyme; 7T . CDP-glucose-Activated intermediate; J%,.
UDP-platelet aggregation.
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9. F#Bi# " Theophylline ; #948 B4t » 475 E#8 ?
W& ¥ pyrimidine &y 58440, T Hopoedf B 64 4R 3R ) AE 4L
7. R AR B E COPD; T .9 I3 4] DNA Pol(delta);
5% TR H e P9 cAMP 89 R .
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10.F Z 4% 3B F » {75 & nucleoside a4 ?
¥ Hydroxyurea; <. Acycloguanosine; &.AZT; T.Tiazofurin, s%.Azaserine.
(AF & B)YLAET OF Tix D)T % %
E)T Tk
%K
—  ERIEA (52 5) (509)
ILFITERRGEREEAE ZREHBZ N E?
(A)RERRSE BFAkEAR (O DALBELAH
1256 E# £ R RUR B T oT#e A7
(A)Tyrosine (B)Tryptophan (C)Lysine  (D)Histidine
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(A)helix turn helix o (B)zinc finger '
(C)leucine zipper ~ (D)xL L% 3
14.73 82 :8 i & #7(gel filtration chromatography) = B # 8| £ & & T {14547
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16.35 ] Lac operon (FL#2#R¥E7) » AT HRE T TR AL LEHER?
(A)lactose 154 , glucose R 77 (B)glucose #7542 F ,lactose R4  (C)lactose & glucose
#7774 T (D)lactose & glucose #F AR ZA T

|17.4% % 7 2% JE(the Bohr Effect) » F 7| AFB 8 & 548 ik 7 CO, 82 H,O 3 4 5z H,CO,?

(A)acetyl transferase (B)carboxylase '
(C)pyrubute dehydrogenase (D)carbonic anhydrase
18.5% R =T A AR 48 s & (nm) 2 8 2 NADH 84 & 4 » 3 F - 48 & Dehydrogenase B % 7& 14
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(A)420 : (B)280 (C)340  (D)260
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(A)Vinax (B)Kym (C)Vima/ K (DYL/ Ky
20.7F ZIAMME B B B 0 R R AR R A BR?
(A)#E Bz 8% (Lysine) (B)#% B% B (Arginine)
(C)#a %z 8% (Histidine) (D) BBz 8 (Cysteine)
213 B R A— 45 F6) DNA > &% PCR RJE 20 B 2% , 4T 454289 DNA M K& 427
- (A)10,000 (B)100,000 (C)1,000,000 (D)10,000,000
22,3 B T 3 — B A8 7T A &9 DNA | R K?
(ABAC ‘(B)plasmid (C)lambda phage vector
(D)Cosmids _
23.35 M PCR #4T R JEW » RAZ T 5T HE AR AY?
(A)RNA polymerase (B)DNA polymerase
(C)deoxynucleotides (D)Mg* -
0.5 6mFr THAEGLETRERLEEREE > 2B08F5H?
(A)rRNA (B)IRNA (CmRNA (D)shRNA -
5HEE - RTT U R TSRS BRRY .
(A)4 (B)3 (C)2 (D)1
205 5 B EEBELBETESBIERAEENGHEE » T H{T4E
AR YRS EERS RSB TERESHNEN T
{(A)cysteine (B)alanine (C)phenylalanine (D)proline

27.5 -AAACGTGGCTTAG-3" : b DNA 2 Z#M% > ERHEBA
A F-Tow |

(A)S" -AAACGUGGCUAG-3" (B)S’ -ATGCTAAGCCTAA -3’

(C)S" -CTAAGCCACGTTT-3 (D)5 -TTTGCACCGAATC -3’
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MHEEARBA(L TR PERAEFL ) BEHHRAL  FRVRFHUEIHE- £( 4 )R

N REBEEER BB LN AZIER > a.3] T4 DNA Bir &
4A-(annealing) b.DNA Zt 4# (extension) ¢. DNA ## 44 (denaturation) > T
Pl EFE? |
(A)c—a—b (B)a—b—c . (COb—a—c (D)c—>b—a
2055 BT SIARIE £ 4334, — A% A 2R 48 B RNA?
(A)#& # £ 25k (Southern blot)  (B)4k 7 & g 7% (Northern blot)

(O)RF Bk (Esternblot)  (D)& F £ 854 (Western blot)
30.3% B4 H #8) & 4% BLI B FI6(MALDI-TOF)# 45 £ 8 Al i& A 77
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V=V 51 Vo= [8] [S1H vy S V=18 Tt

(A) [SFKy (B) Ve (C) ™ (D) 1=l
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(A)0 (B)1 (C)3 (D)5

BHFAF—BEANH LT AR ERELNERT ARG E—F
a " mR?
(A)prion (B)myoglobin (C)albumin = (D)collagen
34 AR — 185 55 F mRNA €4 & & polypeptide?
(A)transcription  (B)translation (C)replication (D)mutation
35.8 —REFR4RBB AR A |
| Met-Leu-Tyr-Met-Gly-Met-Cys-Val-Met-Ala-Ser-Cys © 3% B sbBt Bk 4
T A RS ARG MR AR Y
(A)3 (B)4 (C)5 (D)6




