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1. 4 i 443 8% (repair enzyme) 7T % & F 5] 4748 7 X & 4~ DNA £ # & 2 parental swrand #v daughter sirand ?
{(AMethylation( F £1L)80 % & (B)Glycosylation(# £ 4b)&) 4 &
(C)Phosphoryiation(#i s ft )60 % & {(D)Acylation(8h £ ALY H &

2.F #1447 % 18 §. 10 BB (peroxidation) & 34 s & 408 B (ancidity) & & & K {iree radicals) £ 4 = * 8 & § 7
(A)Proteins {B)Lipids (C)Nucleic acids {(D)Polysaccarides

3Tl E AR B NET BN ?

{A)Cholersterot (1% Bl ) {B)Bile acid(#% &)
{CYTrincylaiycerol( = &b & H i) (D)Phospholipid(# s )

4.4 4t B fE 4o £ 2 modified standard free energy change (AG™)> 0 8+ FT LA 7

(AYdedh 4k B (BY&##E R
(CrA 2B AR (D)E B & ik 4T

5.F Fi47 & AR A M dm A8 3845 A (translation) 2 4 sk # 25 (stop codon) 7
(AYUAG (BYUAA
(CHUGA (DYUAC

6. 57148 475 B_JE (ketogenesis) ¥ £ 5 45 49 %8 46 4% &, # ¥ (mitochondrion) ¥ #4T ¢
(AYFFB(liver) (B} B (pancrease)
{C)As B 48 8% (adipose tissue) (DL A 48 48 {muscle)

7.Arachidonic acid(# 1t & 8%, 20:4;5,8,11,14) & B # T T 22 B B5ag 7
(A)w3 B)wb
(Cw? Dyw?

8. CO #¥p#! T 5l A — 104 bp A+ R 42 % & R (complex)E F 424 & 7
{A)Complex TV (Cyt al, Cu, Cyt a3) (B)Compiex 1 (FMN, Fe§)

(C)Complex II (FAD, FeS) {D)YComplex 1L (Cyt b, FeS, Cytcl)

O.F 5 éf 4 F 48 ab 4815 38 % A8 (recepton) KU AT K 4 o 2 7
(A)He & % A B {retinoic acid) (B)# % % K(menaguinone)
(C)#: % % E (tocopherol) (D)4 4 % C ( ascorbic acid)
10.F 34473 F & o B (cell membrane) 2 X & 48 5, 7

(A)Glycolipid (B)Phospholipid {C)Cholesterol {D)Cholesteryl ester
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DA A e s £ 5 i2%7 E

LT AT HBE 8 65 254 F 24 A (transiation 2 #47) 7
(A)Hr & 5% (initochondrion) (BYPy B #{endoplasmic reticujum)
(C)i% /) 5% (lysosome) (D)% # K 88 (Golgi complex)
12.F 47 45 B R Ak BESR (cytosol) & 47 ?
(A)B-oxidation (B)Peintose phosphate pathway
(C)Gluconeogenesis (D)Cori cycle
V3 AF AR 85 4% 4R (citric acid cycle) R & & &£ T lirsih K 7
{AYNADPH (BYGTP
(C)FADH, (DCO,
1430 B (niacin) 7T 4 38 F P45 5T 2 383% hormone sensitive lipase &4 754043 B FR & A B BE 2 g 2k 9
(A)}Glucagon (BjcAMP ©ica™ (DMnsulin
1507 %% 4 B B JE (glycogenesis) & & T 7474845 H B (nucleotide)dg L 8 7
(AYGTP (B)ATP (CYUTP (D)CTP
16.— 3% F = 5 gy 85 (19 18 carbon)i f46(B-oxidation) T & 4 % /b ¥ F 2 2.8 #88 Alacetyl CoA) 7
(AY (B)6
(C)8 (15
17.7F 3 4% 4% 8% (ribonucleic acid) & € 3 4] 832 1£ A (translation) = # 47 9
{A)small nuclear RNA(snRNA) (B)Messenger RNA(MRNA)
(C)Ribosomal RNA(rRNA) {D)Micro RNA(miRNA})
[8.F P94 4% 3 BJE o7 18 45 % A9 2 2 HE 1% 3 (catabolism) AL 48 g, 4% # (anabolism) 7
(A)Glyoxylate cycle (B)}Uronic acid pathway
(C)Tricarboxylic acid cycie(Kreb cycle) (D)Sorbitol metabolism
9.8 L & F B A A Pe T R R B, R RURBHE R R 3 Ae?
(A)CO (B)2,3-bisphosphoglycerate(BPG)
(C) Bicarbonate(HCO; ) (D) Proton(H")
20. mRNA (5"-UAGUUUGAUGGCCAGUUCUUGCAAAGGCUCAUUAUAGGCAAT-3 )/ 84 3% i 2 K B AK
(oligopeptide)4-# % /48 Bk %8 7% 2 (amino acid residue) 7

(A)14 48 (B) 13 @ (©) 918 (D)8 1@
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B B .
. ¥ o ﬁ- 5 E . % 3 E
LTS E S € E mRNA p& 4 7
{(AYPuromycin (B)o-amanitin
(C)Streptomycin (DYAmpicillin

DTFHBERETRTY, A TAHBF AT LR A ?
(A)Km (B)Kcat (CYVmax (D)Ki
23 F HEAER AT FHE B F R ?
(A)pH fi ey B g (B 2 4 i 4
(Chdtp il Bl (inhibitor) &) # & (Dy&s Fik AL
24.F 3485 % ¢2 (lipoprotein) {7 & 45 3 7% 1V 48 % 4% 1B #%(cholesterol) s B £.7
(A)& & J 5% & (high-density lipoprotein) (BY& AR & B & & (very low-densily lipoprotein)
{CMe, & B A5 & & (Jow-density lipoprotein) (D)L AE 44 42 (chylomicron)

25.°F BT & R L B8 85 B RS & & ( apolipoprotein) sy & E o 557

{A)Receptor ligand(% f2 80 7E) {B)Lipid carrier(fs ¥ i& i 4¥)
(C)Secondary messenger{-— &k .5 ) {D)Enzyme activator(&# 4 &L 1))
26. 8 B B (lysine) 2 pK,=2.18, pKy=8.95, pKp=10.53 3#PI4E pH E=8.95 2 AGEH + S ir ot 48 F € T4 7
(AVE T4 (BY® Tt
(OFFEH (D)t b 3F
27 B H T AT 5 e E M pobh KB 2 27
{A)Standard free energy {B)Activation enetgy
(C)Binding energy (INBijochemical standard free energy
28. F P B AP RRB SN E & £ & Blgout)?
(A)Guanosine (B)Cytosine
{C)Ribose (D)Cystine
29.RNA B 35 1% B (RNA splicing) & T FITHM AR 2 = 438 ) 487
(AYRNA (ribosomal RNA) (BysnRINA (small nuclear RNA})
(ORMNA(transfer RNA) {D)miRNA(micrc RNA)
30, F BIBE F 4 5 4w 5 79 5 4 2 B B) B2 (free cholesterol)4- & 49 4% £ R7
(AYHMG-CoA reductase {BYAcyl-CoA: cholesterol acyltransferase(ACAT)

{C)Lecithin:cholestero! acyltransferase(LCAT) (DA L% &
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FHE 0 AdIuP e # 5 5z24 7

3B 4 & (myoglobin) i i . (hemoglobin) E H S AR L B R ER WA ?
(A)YFr 48 4 ¥ (primary structure) (B) =& & ¥ (secondary structure)
(C) = 48 45 3 (tertiary structure) (D) # 4 H(quaternary structure)
32, Allosteric modulators %4 BB H i §H P F o TfE L g 7
(A)#% & ( substrate)#E 35 (B) % % i H# (conformation)
(CYBLIE & 5 Dy k¥R
33.F Pl A WA TR Ao F AR kR 7
(A)A2 5 i # 0 k (ultracentrifugation) (B)x- 3,45 4% B #{x-ray diffraction)
(CYE Sz (electrophoresis) (D)% #3838 74 (gel filtration)
34.F 7 8 F 47 2 1 3% 3845 H (translation) & B 7
(A)Aminoacyl-fRNA synthetase (B)Peptidyliransferase
(C)Translocase (DYPrimase
35.F AT 4 R FF 88 4 518 (lycogenolysis) 2 I ] 4 M rate-limiting ) 4 o 47
(A)Debrancing enzyme (B)Phosphoglucomutase
{C)Glycogen phosphorylase (D)Glucan transferase
36. | 3 F 89 acetyl CoA BB MUEE(TCA cycle)ih B2+ RMZ EFHBETAL L D R F ATP?
(A)12 (B}L5 (C)24 (D)30
37.85 85 8 4 A (Lipogenesis) z s fE £ A7
(A)Propionyl-CoA carboxylase (B)}Acety! CoA carboxylase
{C)Pyruvate carboxylase {D)Methylmalonyl-CoA cabox ylase
38.F P4 £ K & & 4 & o4 (purine synthesis de novo)fr & E e 417
{A)Glycine (B)Glutamine
{CYCO; (D)Folic acid
39.7F B4 4 4 M F(hormone) 52 o 4 o 38 87 B 77
{A)Insukin {B)Glucagon
{CYGrowth hormone (D)Epinephrine
40, F F4T 4 I A B 2 R R 240-300mm) AR E & Fx £ &7
(A)Tryptophan {B)Asparagine

{C)Cysieine {D)Arginine
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gage - 39 Ik 39
FE A EmS £ 5 A28 5 &
4L Fis ez pH=9, BT ST 4 B s iR AT 4 2 AR ST 5K L7
(AYNH'1=1*10 "M (B) [H'1=1*10 °M
(OOH=1*10 "M (D)OH J=1*10" M

42 %0 [ 8 BT PR R4 64 b 48 R 48 R dee B P9 BE B 69 HK B (energy status)?
{A) Acetyl-CoAl/ [Conl) (B) [ATP]/[ADP}
(C) {NADH] / [NAD"] (DA bR

A3 AR PR & K P74 2 Bk S B8 (amino acid) R F #4748 B A7
(A)L~o~amino actd (B) -a-armino acid
(C) D-a-amino acid (D) d-g-amino acid

44T F|{a7 4 48 5 8 Tollens, Fehling’s % 8.8 5 &7
(A)# # 48 (glucose) (B)# & (sucrose) (C)Trehalose(# # 48) {D)Lactose{ 3L4%)

45. CHD==AIB Rt = FiEE & % 7
{(A)[AJ[B]/[C][D] (B) [A]+[B] / [C1+[D]

(QICHD]/ [A)B] (D) [CIHDY/ [A}]B]

46, 7 BRI B (pyruvate) B A AZH 85 78 32 (TCA oycle) R & 2 (48 4 & F (vitamin) ey 5 917
(A)Thiamin (78 %) {B)Riboflavin(# # %)
(C)Cobalamin(4 # % B12) {ID)Pantothenic acid(i5 &%)

AT TF 5 B EAT A & & 2 B & K(free radicles) & £ 9
(A)Lipogenesis (B)Glycogenolysis
(C)Urea cycle (D)Respiratory chain

48 38 45 B (carboxylation) ¥ & B F 7l (#5085 &7
(A)Biotin(4 # %) (B)Flavin mononucieotide(FALY
(C)Pyridoxal 5’-phosphate(PLP) (D)Tetrahydrofolate{ THE)

49.F PIE & B AR BB 4 5 T B8 — M b b B A T o5 B B8 55 0% (carbox y-end of methionine) . B Bk 47
(A)Chymotrypsin (B)Cyanogen bromide
{C)Carboxy peptidase (D) Trypsin

50.7F #) b 4 8% 5% A (aminc acid residue T # &k 4 A M9 A T5 A7
(AYLysino( &k B 8 ) (B)Tryptephan( &, k8 )

(C)Methionine! F &% B 8% ) (DIl L% 2

RAME A=






