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1.4 b % 38t & JE (biochemical reaction) % & /> #.42 & F 7144 7
{A)% & ¥ (protein) {B) 4a #i(tissue) (C) 4 405 (organism) (D) #as B (cetl)
2F Fl4T 5 & B & i (membrane) el ik 7
(A 4% B4 (mitochondrion) (B)4% #% 2 (ribosome)
(O)i& & &4 (Golgi complex) (D):E - B (lysosome)
3.F ST B B A% A& 4 be B {eukaryotic cell)Fr 2% Z #it & /L # (trace element) 7
{(A)#(sodium) (B)é7(potassium) (C) 4% (zinc) (D)4%{calcium)
4T IMTREER A BRESE  HBEE ST LSBT AEN Y
(A) .t (hydrogen bond) (B) &k F4#(ionic bond)
(C)#R 74 4% A #1 (bydrophilic interaction) . (D)AAF KL # 4k B 7 (van der Waals interaction) -
5. FL AR 4 Mrdar Bl AT 1R A 8E R B B T FUAT A% i i SR (ribonucledc acid) 7
(AY3N 8 A% 4% B (messenger RNA) (B)3dh #2 4% #5488 {transfer RNA)
(O 1s 4% <5 3% 58 4 88 (small nuclear RNA) - (D)AZ bE AR A% 4% 4% B (ribosomal RNA)
6.°F 7 BE #.8% (amlino acid)ff 248 ¥ 125 (pH=7) ¥ & # £ B 7§ (positive charge) 7
{A)R Y} A8 (aspartic acid) (B)&& B 8% (tyrosine)
{C) % B pz 8% (cysteine) , (D) &k Bk 5% (lysine)
7. 477 3% B H 8% 7% & (amino acid residue) T H EHA A EBU A LB B Ea TRE IR ?
(A) % B 8% (serine) (B)# 5 84 (arginine) (%) &Rz # (tryptophan) (D) 5# B & (proline)
8.% & % + = peptide bond £ & £, (amino group)fe T F MM sh it LA RE AL 7
{AYE A (oxygen group) (BY4 & (alkenyl group)
(C)y# A (carboxyl group) ' (D) & & Z(free radical)
9.F 77 & & & K24 4w 30§ 5% 4 A (translation) 2 & & £ 4 4% (nonsense codon} ?
(AYUAA . (BYUGA (©)AUG (DYUAG
10. 4% A2 BB (gtycolysis) &5 & #r(product) & 47 7
(A)Z. 88 3% 85 Afactyl CoA)(B)ATP (C) & &7 & (pyruvate) (D)3l &k (lactate)
11.TF 7 8% % (8% + enzyme) F I ¥ B ETA R A0 8 £ — 8 % 2 42 88 % ¥ (substratey 7
(A)Km {4 {(BYKd 4 {C) Vmax & (D) Kcat {&
12 5 bz % (hemoglobinyfe ALéz f(myoglobin)sh e L 2 2 B F X R R UMEMHEET S FEH L 2
£?
(A)En 48 #& 8 (primary structure) (B) = #8 # #(secondary structure)
{C) = 48 & #¥ (tertiary structure) (D) e7 48 4 HE(quaternary structure)
13.°F ) 4e1 & & A5 b5 65 & 8 ¥ 1A (lipogenesis) F& #1 25 B (rate-limiting step) &) #5412 8% & (regulatory
enzyme) 7 o ,
{A)acetyl CoA carboxylase {B)pyruvate dehydrogenass

{Cipyruvate carboxylase ‘ {DYHMG-CoA reductase
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147 7 f.16 BB (oxidation) F 7 {7 4 77 E2E 7
(S RERETF (B)=T & f.1b84 (oxidase) A 1L
(C)T b % §.84(dehydrogenase) Fi 1 16 DY ERERERT
3R EIGT E RN PR EERARAB ALK FHMELMEEMBEEEERARTY
(A) —FAbak (BYifiE C)—Ffuut (D)—F.E &
16. Z 5% #(pentose) T KA AL P BEM S F 7
(A E| (B)*18 (€)= 18 (D)— 4@

17.4 4o X BB A7 & & &) NADH %o FAD A of R 5244 T #3885 ¥ F 2y ATP(adenosine
triphosphate) ?

(AWNADH 3 23 . FAD:3 %% (BNADH : 3 £X¥ FAD ' 2 £ &

(CNADH: 2 £X ' FAD '3 ¥ X DNADH: 2 £ 5 ;FAD 12 £ %
1844 F B AFH4 T RIAEHOCN) R H T PR T ITRZAE?

{A)Complex [ (FMN, FeS) © (B)YComplex II (FAD, FeS)

(C)Complex II1 (Cyt b, Fe§, Cytcl) (D3yComplex IV (Cyt al, Cu, Cyt a3)

19.mRNA (5’-UAGUUUGAUGGCCAGUUCUUGCAAAGGCUAUUAGAGGLCAA SNTHER ’%ﬁ %
4 {8 A% %85 7% & (amino acid residue) &) & i£ Bk (oligopeptide) 7

(A)13 (B (B)L10 1@ (C)8 18 (D)6 1@
20.F 9 i H 0% 2 B (T & B0k AT 48 B {t(glycosylation) 7

{A)Ef B% & FJ A 8% (asparagine) (B) ¥ B B (proline)

(C) &% B 8# (serine) (D) @k a8 (threonine)
21. ¢ A% & BL{cholesterol) & 5t 1% tft (bile acid) & 47 #& 4 & F(vitamin) i 85 7

(A& A (B)# 4 % Bl (Ot % C (D)se& £ D
T IHTH Aisat f bz 2R H A7

{A) y-oxidation (B)B-oxidation (C)6-oxidation . (D)o-oxidation
23.F 54 & 2 5% B 85{cholesterol) & 4 H e i 4B & 7 '

{AYHMG CoA oxidase (BYHMG CoA redtictase

{(OEMG CoA synthetase {D)YTa-hydroxylase
24.F P47 K & 88 2 4F A (translation) 85 A7 T a4 B F 7

(Adaminoacyl-tRNA (B)peptidyl transferase  (C)puromycin {IHtranlocase
25.°F P47 & £ & K% 4% 4 DNA 4% % (replication) e i & e £ 7

(A)helicase {(BYDNA polymerase & (C)DNA polymerase o {D)ribonuclease
26.F P 4 R & #% @ (nucleotide) Z s AL A& 4 7

(A}+ §.42 ##(deoxyribose) (B)ig % °x (cytosine)

(C)#fi 84 A% (phosphate) {IHATP

27 FFMHT#ER B S ik £ & NADPH?
(A) 7 55 45 54 B 1% 4% (pentose phosphate pathway) (B)& malate #3E & & 82 8% (pyruvate)
(C)88 & #1 £ K & (gluconeogenesis) (Déa A F & isocitrate &45 & o-ketoplutarate
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28.F 7 # % % E 85 & & (high-density lipoprotein)z # L7 & 2 843047 7
(AYE- & apo Al T 31t LCAT(lethithin:cholesterol acyltransferase)
(BYE A apo Al 7 7% it ACAT(acyl-CoA:cholesterol acyliransferase)
(C)B-# CETP(cholesteryl ester transfer protein)
(D)T 42 # apoC, apoE # VLDL & chylomicron
20.°F Fl4 R & AR 845 3 (Citric acid cycle)igfe v 22 45 7

(A)YNADH (B)FADH,
(C)ATP (IHGTP
30.7F 5| 47 2 B B 67 4 gk B8 (glycogen synthase)x % ¥ (substrate) ?
(A)glucose-1-phosphate {B)glucose-6-phosphate
(CYUDP-glucose (D)glycogen
31.7F $] 38 — 18 apolipoprotein f & %, IS o) B OF 4k Al h P SRR (tnacylglycerol)j% b4 34
%7
(A)apoB48 . . . (B)apoE (C)apoCH (DapoAll
T HMTEFNRBERA AR & bm i ¥ (cytosol) T AT 49 RIE 7
(A)oxidative phosphorylation (B)gljrcogenolysis
(O)lipogenesis {D)pentose phosphate pathway
BT A EANEAS 2 AR 7
(A)amido black {B)commassie blue (Q)ninhydrin (D)phenol red
34.F F4% 348 A {1 & B F amphibolic ?
{A)urea cycle {B)cori cycle
(Cleitric acid cycle {D)malate cycle
35.°F §| 45} & R 4 #LoR 4 &) F #74 A (purine de novo synthesis) ?
(AYCO2 : (B)alanine -
(C)glycine (D)glutamine .
36.% B ) w5 %, B #(okazaki fragment) 4% i 477 2 2k ?
(M) m A ad Vi {BYA£ lagging strand &) —4F 4
(C)E leading strand &7 —4F %~ (D& m A7 EE RNA &5 80
3T ASEEFHERAT, THSfaEsEE?
(A)AT 4% 75 8% 7% M (glycogenolysis) i (B)a 4% £ a4 B (ketogenesis)g
(C)H5 85 443 & A (lipolysis) ¥ fa (D) & E (insulin) 5 i & 38 4w
38.w9 Cl8: | &F2EATITHAMEAN?
(A)d 7 % B ke C9 fo CL0 RIH — 84t (Bydr 3 2% Fde C9 4o C10 M F — 44t
(CY5 JEob B RSB BE (D)4 Fefo BEAF B
39.TF A EMERF R ERB Az A & k(free radicals) & i 7
Ay £ % C BYEEEE

(Cye4+ %D ‘ (IN#A 8 & & (B-carotene)

m
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40.RNA & @B os et ah £ F 54678 7
{A) B ox C (BYRoBx (CYH M AB g (D) & # Rt
41.7F BT R & o 8 B5 Wy Bk (essential fatty acid) ?
{A) 1t % va 5§ Bt (arachidonic acid) (B) & g% 5% & (linoleic acid)
(C) a - 28 AR A5 85( a -tinolenic acid) (D)5 #8 8 (palmitic acid)
42.F F47 & K & 8% % A% 2§ Be(coenzyme) 7
(A)e £ F D(calcitriol) (B)# 8% (folic acid)
(C)#e % ¥ B12(cobalmin) (D) 4 4% (biotin)
43.F B fo7 B R A L S B0 8k 45 VE A (transcription)$ 2 #5454 A (modification) 7
(A)Av ¥E 4% A (capping) (B34 i A% H B2 o A% 4 A (polyadenylation)
(CY¥ 4 & A (splicing) .(D)&4 85 445 A (phosphorylation)
44.°F 5|47 £ $ vitamin K-dependent carboxylation 2 il & FE 2w 7 _
(A)¥E F # & % & &k & B -F(clotting factor) BYEZEAPLCO2LREE
(O)F & ATP 45 (D) B M1z & & glutamate &9y-carbon -
45.DNA 2 RNA Z b8 F AT £ 258 7
(A)EE R B (B, AL 45 78) By ez EELF A
(Clik e, F 2. 4& LML R ) (D)Ar &z B e H IR T B
=R 4

18 % o 4% H B (nucleotide) 2 £ B h L « (24
2.4 38 $3.5% & B (transcription) ? 4% 3§ #4 3%4% A (translation) ? (=.47)
3AKE M & A R % (hormone ¢ $EH) WA F B2 W BT 7 (T 5)



