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—| (A)Cyanobacteria

BAFAR(FE - B2 =)

{A) Lysine

(C)Aspartate

(A)Proteins {B)Lipids
(A)Urea cycle

(CYGlyoxylate cycle

(A)Phosphodiesterase

{C)YPhosphofructokinase

{A)Lysine

{C) Tyrosine

(CYs K # # & A (lipolysis)

(a) 18 : 1%

(Cy16:0

(A)88 < 7R (cytosine)
(C)A4 B =2 (thywnidine)
9.F 3|7 & B ik iE ik F(enzyme) 2 iE M ?
(A)# £ & A(retinal)
(C)# £ 4 B2(riboflavin)

10.7F 374 B F A L& f= R (nucleus) 7

(B)Thermophile

6. 7 BB A7 48 7 72 4 4% 2 (mitochondrion) # i 47 7

(A)E.% H#55% B R /& (pentose phosphate pathway)

LT 5 Ak 4 8% (amino acid)er £ 4 #8422 R (pH=5.00% & # § & i7(negative charge) 7
{B)Gliutamine
(D) Tryptophan

2.F 54 R B E 4 F(macromolecule) £ 47k St o f.% 7

(C)Nucleic acid

TR R P A 2 4 1R oh i SR B 4% B (citric acid cycle)a #R 4 7

{B)Cori cycle

(DYPurine salvage cycle

4, F 47 #5 8% 7T w4 44 o 8 (serum glucose) (% @ & s B iy 7

(B)Glycogen synthetase

(D)Hexokinase

5. 4% fm A0 38 3R 4 A (translation) 2 A8 4& % 45 (start codon) & AUG + Rt i A ash 7

{B)Methionine

{D)Histidine

(By# 34 & A& R ME (ketogenesis)
(D4 #7 £ R K (gluconeogenesis)

7.5 4% 4 M T ta BB RS AF 8 4 AL BE(fatty acid synthase)4 LR M= & 4 B {7 ?

(B) 16 : 1%

(D)20: 0

18. T #)4o1 78 b 2 (base) T & JL 44 45 4% 4% B (transfer RNA) $ 1 5, 7

(B) G ## = (uracil)
(D} &, # &4 (guanine)

(B):¢ B4 (pantothenic acid)

(DY & # C ( ascorbic acid)

#® "

{C)Fungi (D)Bacteriphages

(D)Polysaccarides
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1.FTHITHEF A& a~-H HE(aq-amino acid) M A K& 7

(A)#& % (amino group) (B)#% #t. 4+ % 4#(side chain)
(C)# & (carboxyl group) : (DYR 4 F(02)

2. F ol s K& HERF?
(AYHE & % K(phylloquinone) (B)# 4 % B!(thiamin)
(C)# 4 % B12(cobalmin) (D)# 4 % D( calciferol)

13,35 .8 1% 28 (citric acid cycle) R & & £ F Al § ?
(A)CTP (B)GTP
(C)CoA-SH (DYCO,
1 «Mﬁ % # (insulin) 2%, 7 8 ¥ (glucagon) ¥ i% i# F #4745 4T R @42 hormone sensitive lipase 87754 7
(AYGTP {(B)cAMP (C)Ca? (D)MAPK
15.4% 3% 1% A (translation) &5 A2 44 B Bt (initiation) T & F F)47 48 4% 3 8k (nucleotide) & % s % ?
(A)GTP (B)ATP (QuUTP (D)CTP
16,50 #% B 3k s (peptide bond) F 54 # 4 ifi 2 6428 4 7
(A) & -F & & H(planar structure) (B) & # #4¢(double bond)
(CY£ # ¥ ét(single bond) (D)£ A 4 s (disulfide bond)
17.F 5| 4% ¥& 4% 8 (ribonucleic acid)fT 4 B # 8 K 49 A #k 7
~ (A)Transfer RNA (B)Messenger RNA
(C)Ribosomal RNA (D)Micro RNA
18.Glycolysis #u lipid B-oxidation &5 & #1357 A F 54X 8 K& 7
(A)Glyoxylate cycle (B) Cori cycle
(C)Tricarboxylic acid cycle (D) Urea cycle
D HEBEHHEHERRATILARSGRESTHED T CEARAMBAEY ?
(A) CO, ] (B) Proton(H")
(C) Bicarbonate(HCO5 ) (D)2,3-bisphosphoglycerate(BPG)
20.DNA #4 8 (replication) B8 — A& (strand) &5 & 8, % & DNA ligase #9452 7

{A)Leading strand {B)Coding strand

(C)L.agging strand {D)Template strand > ‘k
%
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21.°F 5|7 & 4% & Bt (amino acid )& & ¥ # (benzene ring) &% 7
(A) & B B (serine) (B) & B& & (tryptophan)
(C)#% B& B (arginine) _ (D)R# 8% 8 (proline)

(A)B (B)C (C)D (D)E
LpHEEHHH R ERIFRMEFESTOTHERE Y

(A)$7 48 # # (primary structure) (B).—#% & #% (secondary structure)

(C)#1, 7k # (hydrophilicity) (D) 7k 1 (hydrophobicity)

24.7F 7| B5 & @ {lipoproteinM{7 3 At 42 £ & Az & A3 & A% B 8 {cholesterol)?

(CY& 8 & A5 & & (low-density lipoprotein) (D)4 BE 4 (chylomicron)
25.F ¥ BLAE A5 & G ( apolipoproteinHT £ TR B G B ES & G R LR B 2h e
(A)ApoA-1 (B)ApoB-100
{C)ApeC-1 (D)ApoE
26.F AT HF ;"EAB—iscpsntenyl pyrophosphate #3 %7 4 4% (derivatives)?
(A)Vitamin A (B)Vitamin K
{C)Bile acid ' (D)Palmitate
278 F T S AR T PUTAE R & AR R 2 477
{A)Standard free energy (B)Binding energy
{C)Activation energy {DYBiochemical standard free energy
28.°F 915 o8 7% S (amino acid residue} T ET B A A MiEMmiE €& & % RiA7
{A)Cysteine {B)Glutamate
(C)Serine (D)Cystine
29 $& 4% 4F A (transcription)i$ 2 1% 45 K M (post modification) & 8 i #4545 8 £ M 7
{(A)RNA(ribosomal RNA) (B)RNA(transfer RNA)
(C)snRNA(small nuclear RNA) (D)stRNA(small temporal RNA)
30. &k FAEE ARG GE T T A RS amilEn e N

{AYHMG-CoA reduciase

{C) HMG-CoA lyase (D} HMG-CoA cachoxylase

22.A 81 BCDE m# 5 F2 Km 423 & Sx10M; 1x107M; S107°M 40 2x10°M B M A ik fe H B £ 7

(A)#& ¥ & B5 & G (high-density lipoprotein) (B)4 18,8 £ 85 & & (very low-density lipoprotein)

(B) HMG-CoA synthetase i% jﬁ? @
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- (A)Y& & & (albumin) (B)a bz & & (myoglobin)
(C)# % @ (globulin) , (D) e f. # (hemoglobin)
32.Allosteric modulators # & 3B F R ARV FFEZTHIER 7
(A)% H ( substrate)48 4
C)R Bz % (Dyex k% JF

BARZLERABRTRA TR &S 7

(B)&¢ ¥ &% #h(conformation)

{A)Gel filtration {B)lon exchange chromatography
(C)SDS-PAGE {DYUltracentrifugation
34.F 1457 4 F 5 S $E4F A (translation)?
(A)RNA(ribosomat RNA) (B)IRNA(transfer RNA)
{C)ssDNA(single strand DNA) (D)mRNA({messengerRNA)
35.F 4 & R A8 R & K & (gluconeogenesis) 2 £ & #f 188 K7
{A)Glucokinase {B)Fructose-1,6-bisphophatase

{C)Phosphofructokinase- {D)Pyruvate kinase

36. 1 ¥ 34 12 18 carbon 2 fi5 8% Si{fatty acid)&® R-oxidation £ T & 4 % ¥ £ F ¢ acetyl CoA?

{A)1 (B)2 (C)6 mi2

37.55 17 B -5 i (fatty acid biosynthesis)2 3832 8 % & acetyl CoA carboxylase » P8 £ @b R EEMATT

(A)Propionyl-CoA {B)Malonyl-CoA

{C)Succinyl-CoA {D)Methylmalonyl-CoA
BTFITRRMHZART P ESRATF 248+ 2% 8 ATP 24 K7

(A)Carboxin {B)Cyanide

(C)Oligamyein (D) Amobarbital

39.Brown adipose tissue 2 i1 524 B B A F 7K & 4 R oF B4 7 & £ 2 H (proton)# 1t A # gk (heat) @ 4 ATP?

(A)Carnitin frnasporter (B)Thermogenin
{C)Acyl-CoA synthetase (D)Ubiquinone
40. do i 2 pH B 2 7.4 + 35 BT 5| 47 §& 48 fr g (buffer) & 8440 2 M4 K7

{A)Bicarbonate buffer(pKa=6.37) (B)Acetate buffer(pKa=4.76)

(C)Phaosphate buffer(pKa=7.2) {D)Lactate buffer(pKa=3.86)

# Rk B
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AT RS FRIZERARES N T H&R? —
(A)Hydrogen bond (B)Hydrophobic interaction -
{C)vander Waals forces . (D)London dispersion forces —

42.F 3] 86 % (organelle)z 3 33 47 & & Bt M (acidic)? — 5
(A)Peroxisome (B)Lysosome —
{C)Ribosome {D)Chromosome —

43. 5 & 4 F(monosaccharide) B # 4 {F B (mwarotation}d £ 2 &9 & 4 (isomen)fg 2 &7 -
(A)Epimer (B)Anomer —
(C)Enantiomer (D)L L% 3k 10

44-5f\ #E(sucrose) & ¥ & & (glucose) T T A AT & A2 W45 F7 -
(A)Glucose (B)Galactose {C)Fructose {DYMannose -

45.Cori cycle $t Glucose-alanine cycle 25 & #] i Al i 47 F AR R B AT R A 8) 7 —
(A)Glycolysis (B)Ketogenesis
{C)Amino &cid synthesis (D)Gluconeogenesis - 15

46.Pyruvate dehydrogenase complex 7 & {7 #6 # &#(coenzyme) £ 92 K& 7 —
(AYThiamin pyrophosphate(TPP) (B)NADH —
{(C)Coenzyme A(CoASH) {(DyA L% & —

47.F 5188 B T4 A7 A % 2 B b K (free radicles)® £ 7 -
{A)Mitochondrion {B)Golgi apparatus — 20
(C)Endoplasmic reticulum (D)Nucleus “*'

A B AR NIRRT T F it Mas K7 I~
{A)Carboxy-biocytin {B)Flavin mononucleotide(FAD) I~
{C) Pyridoxal 5'-phosphate(PLP) {D) Tetrahydrofolate(THF) -

49.3% 48 4% H #i(ribonucleotide)dd 1k At & Fis 48 45 ¥ # (deoxyribonucleotide) & & F #47H = 5|7 25
(A)Ribonucleotide reductase (B)Thioredoxin reductase —
(C)NADPH DA LA -

50.F M & & ot & Bt & # (essential amino acid)? -
(A)Histidine | (BYProline XA R A S n

] (C)Alanine (DYt b % 3k 30






