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LT 547 % £ B #> Carl Woese #1990 £-57 3% 1 = 3% & #u(Three domains)z 4 3 4 %8 7
(A)4m B #(Bacteria)  (B)/ 4 4 453 (Protista) (C)+ i #(Archaea)  (D)A##(Eukarya)
2.5 48(Ketone) A 48 A 49 & #& Sk (functional group).& F # 74 7

(A) £, £, ¥ (hydroxy! group) (B)#: & (carbexyl group)
{C)# A (carbonyl group) {D)B & (amino group)

3.F 7474 % F 5 kF 8% (methionine) &) 2 #-F(codon) ?
(A)UAG (B)UGG (CYUAA (D)AUG

4. 7 ¥ 45 B & < ik (sucrose gradient centrifugation) 2 #] A K FT# 4SS SRR & F 2
(A}t % (density) (B)& f5(charge)
(Cy%--F & (molecular weight) (D)4a 2% B, #-(composition)

5. 8B F(hydrogen)$1 F #4746 R T4k 6 05 £ ¢ & 4 5 -F M K& (hydrogen bond) ?
{A)8.(oxygen) {B)## (carbon) (C)£.(nitrogen) (D)5 (sulfur)

6.7 Bk B (alanine)#y pK1=2.3 + pK;=9.7 ' pI=6.0 : % PIETF #4746 pH H6F » HEEs A B G WM
(buffer)ég i g ?

(A)pH=2.3 (B) pH=9.7 (C) pH=6.0 (D)2 L & 3k
7.4 B #m i3 B s 53-8 5k (cell centrifugation fractionation)43-#k 4= 5 it 35 (organelle,800xg, 10min)e§ + F
FIATAERG B K Ak TR 7
{A)3% ¥E 48 (ribosome) (B4t #4 (microsome)
(C)ir % 22 (mitochodria) (D) 4= A2 4% (nucleus)

8.4% Bk B (arginine) 2 pK =22+ pK3=9.1> pKp=12.5: % B {74& pH {895 » ¥ BE 8§ & 7% & Disc-PAGE
¥ 7 % 88 8% E ik (polyacrylamide gel electrophoresis, PAGE) ¥ # 7

(A)pH=5.65 (B) pH=10.8 (€) pH=7.93 (D) pH=7.35
9.°F 547 #2 A5 & & (lipoprotein) =T {2 it AW it 47 K& Bk (bile acid)#) &AL 7

(A& % B & a(HDL) (B)& % 2 B5 & & (LDL)

(C)is {8 57 £ B & & (VLDL) (D)3L A $204 (chylomicron)
10.4z 4x F(hemoglobin) 7T #1 B & & § 247 & &5 48 4% 4l 8.5 F(oxygem) &y 4 & TR 7

(A)An 48 4 # (primary structure) (B)= 4 4& 4% (secondary structure)

(C) 2. 48 45 A (tertiary structure) (D) e 48 4% 3% (quaternary structure)
11.7F 747 A & fh 6,05 4% A% %8 (glycolysis)&d & 4h(product)?

(A) & BRI 8% (pyruvate)  (B) T B&#A 8% A(acetyl CoA) (C)Z #(acetate) (D) 4.5 (lactate)

12, mRNA (5’-UGAUUUGAUGGCCAGUUCUUGUAAAGGCUCAUUAUAGGCAAT-37) oAk $E3E
4k A (translation) 2 & & # % 4 -7 (nonsense codon) %

(AYUGA (BYUAA {(OUAG (DYUUG
13. 854 & & 55 By 4. 4% (white adipose tissue) P P i a0 4 K £ B 5 F 5l 42
(A) = Bk B i &5 (Triacylglycerol) (B)## A5 & (Phospholipids)
(C)H# Bl 8% (Cholestercl) (D)4z M &% (Palmitic acid)
14,90 E % do iR AL EMAVRAGRLT, THoM 2 2 o R B LBIT 7
(Ayimfg 58 B R & & (VUDL) i B 3 & (B)Bk & % (insulin) ik & 3% %
(C)#R 8 (ketone body) ik A M 45, (D)% & A5 8% 8 (free fatty acid)iR & ¥ 4v
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1S F Ak s 625 R HY 2 0% 2E R % 4 (collagen) 2 F 4 & 338 AR oA M 2 B BRT

(A)sE 4 ¥ B2 ByEL ¥ A O#EF®C - (D)4 4y (biotin)
16, FFMTHREE TR BRG LR e FZRMET
(A) F & 1t & HE (methylation) (B)#&4 8% 14 & B (phosphorylation)
(C)ER 4t R HE (acylation) (D)k AL & & (hydroxylation)
17.°F 347 #64% 86 4% 8 (RNA) - 52 4% 4= o 38 85 4% A (transcription) {4 2 3 #:1% A (splicing) 7
(A)miRNA (B)snRNA (C)siRNA (D) stRNA

18. F 38 5@EE enzyme) RBEHT > ERAFT T HR AWM FEMELMERRIBRHE
(substrate)$8.3& sz K & sr(product) sy A $c &, 7

(A)Km B)akm (Chkcar (D)W omax
19.F sl A R AR BE R EE A2 F K 7

{A)w-oxidation {Bjp-oxidation {C)&-oxidation (D)a-oxidation
20.% 482 3% B 2 (genome) ¥ 24 17%#1 ko4 (adenine) » HM LY HZERASHF S IETH

& B -E =2 (cytosine) ?

{(A) 17% B)34% (C)125% (D)33%
LABREGEASEAS T X BT (configuration) % 1 7

(A)L-amino acid (B)D-amino acid

(C)DL-amino acid (D)t B ¥ &
22.p-L-Glucose ¥ 17 # fR-~ A A% R4 £ k4 (anomer) ?

(AP (B)L (C)Glucose Dy ¥ &
WV —~BETETRT R RCABEP e R pH ETHRAES S ?

(A)10 (B)7.4 (C)5.5 D)2.5

24.F 51 2 A 8 (amino acid) {7 & 7 A 4 A% Mk 4% 5L %% & B (chymotrypsin) &% % 7% th 4 1L = 7L (catalytic
triad) 2. A% 4 % 7% F(residue) 7

(A) & P A Bt % (aspartic acid) (B)4k B 5 (glutamic acid)
(C)48.4% B & (histidine) (D) 4 Bz 8. (serine)

25.F 7] B & & (amino acid)fT# & & £ 815 & '§ #46 & & (glycosylation)4a B 2 h A Bk % &
(residue) ?
(A)SE B & P 4B (asparagine) (B) & PJ 4 B 5 (aspartic acid)
(C) & W B (serine) (D) 8% 3k 8 (threonine)

26.F 5|74 1 4% & & B M 2 7% b fE (activation energy) » 4.3t & R 4% & K& (ground state) 5 & 1%
it fE(transition state) i EH E £ 7

(A)AGM (B) AG" (C)AG? (D) AGp
2738 % #(reducing sugar) & 35 48 % F o4 95 — MR T07 £ & fdb(oxidation) s i 7y 7
{A)Chiral center carbon {B)Covalent bond carbon
{C)Asymmetric carbon {D)Anomeric carbon
28, F 57485 X065 % @ (mutation)¥f ta o £ By LR TR KT
{A)Deletion mutation (B)Point mutation
(C)Transition mutation (D)Transversion mutation
29.°F 3|47 # 4% H St (nucleotide) S A R A A My L FHRARBMRE 7
(A)ADP (B) CMP (CYUTP (D)GTP
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Ak 30 ' A% 30 '
#E . ARk $4 Ax¥ 3 R

30,F 7147 4 4% 4% 8 (ribonucleic acid) R 4 #t 8 #%4% A (translation) &y &% 7

(A)mRNA (BYRNA (C)siRNA (DYRNA
314 ﬁﬂﬁ; DNA ¥+ F 5| % — #& 6.4 49 & & 7 & ( bond strength) B 7% ?7
(A)T-A pair (B)G-T pair - (CYC-G pair (DA-C pair

AB G NADH TS 25 L Xeh ATP - | H 8 FADH, T4 & 1.5 3 H oy ATP» &
B OlEESEEResRR EElycolysis) TAL S L Fe ATP?

GV B9 %5 €25 £% D)6 £ 5
NEA = BAFHAAT k=1x1078", kn=1x100s" HEIL L6 3 Keqe ?

(A) 100,600 (B)1,000 (C)0.00001 (D)0.001
34.F 747 48 4 & K (vitamin)i@ 055 5 & ka2 7

(A)i% & (pantothenic acid) (B)# £ % B2(riboflavine)

(C) 4 #7 % ( biotin) (D)#: % £ Ka(menaguinone)
35, DNA lagging strand 5 8 6% - S k855 F 71T AR 7

(A) DNA polymerase P& £ 2 RHE (B)DNA ligase # %2 R J&

(C)DNA  polymerase 3#) 5 R 5B - (D)H #4 A Bu(Okazaki fragment) ) i 3
36.F 5|47 46 5 M6 7 45 4 88 2 (mitochondrion) P #477

(A)Ea#E 4 A (ketogenesis) (B) B~ A4t R & (P-oxidation)

(C)As By 5 & & A (Jipogenesis) (D)4 # 8% & M (citric acid cycle i TCA cycle)

37.8)4 5% 5.4 ¥ R_M& (pentose phosphate pathway) T #4% 7 .
(A)Es By 8k 4 & BB (lipogenesis)# % &-#5 NADH  (B)#% # 8 (nucleotide) 4 ik A7 & & 2 ribose
(CyE 448k R B rr F 249 NADPH (D)Cori cycle p F & &) lactate

38R A AT IR T B 4 A 165 tRNA 3 s 3418 mRNA. 247 16 | i 42 46 #4884 Fl (translation

initiation) ?

(A) Shine-Dalgarno(SD) sequence (B)Kozak sequence
(C) Promoter sequence (D)YOkazaki sequence

30.3% 4 - (antibiotics) ¥ # F AR MM E ST 2 F 2 846 WRFF X p R A 2 AT Y
(A)mRNA {(BYRNA (C)siRNA (DXRNA

40.7F 7 4 & F1TH R £ R & % 58 (pyruvate) R %, T AL ¥4 8% A(acetyl CoA)i#2 ¥ + pyruvate
dehydrogenase 4§ {6 & M 4 ¥ (coenzyme) 2 4 &, 7

(AYsk £ % B1 (thiamine) (B)#: & - B2(riboflavine)
(C)é 4 4 B6 (pyridoxal) (D)% 8% (pantothenic acid)
41.F 58 %174 2 ¥ E 83 (cholesterol) & 4 4 5, Z ffl s 8% X (key enzyme) 7
(A)Acetyl carboxylase (BYHMG-CoA reductase
{C)Mevalonate kinase (DYHMG-CoA synthase

424 4% 8% (mitochondrion) 8% + 2 & F #3848 35 52 (complex)  FAEREEER F(proton) L4 4t ATP
synthase 4 7 ATP?

(A)Complex I (FMN, FeS) (B)Compex III {Cyt b, FeS, Cyt c1)

(C)Complex II (FAD, FeS}) (D)Complex TV (Cyt al, Cu, Cyt a3)
43.F 547 4 2 B W 4 8 K (enzyme » BE)ER AV ER T

(A)pH & (BY:B A (temperature)

(CY4 ) Fi(inhibitor) & & (D)8 4% 7k J% (concentration)
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#H8 : EAHLPEBRH # 4 AxR 4 R

AT HTEEHAE RO T L RS

(AXE % 3% & (random coil) (B)p3 E (p-pleated sheet)
(CloudB # (o-helix) {D) & 3(domain)

45 % EREREEQHDLE AA FAMERRAATHBEEBSKA S L ZIE?
(A)Acyl CoA-cholesterl acyl transferase{ACAT) {(B)Lecithin-cholesterl-acyl transferase(LCAT)

(C)Lipoprotein lipase (DYHMG-CoA reductase
46.F F 7€ 4 & F (vitamin)gh 2 05 & oo 4 o 95 A AR TNIR 7
{A)# B (nicotinic acid) (B)#: 4 % B12(cobalmine)
(C) % gk (folic acid) (D)#: 4 % Bé(pyridoxal)
47. %% (hormone) % H i@ F 4T 5T A e AT R £ Eah ik ?
{A)#% %+ %& & (carrier protein) (B)#% ¥ {(substrate)
(C)% ## (receptor) (D) &z £8 (ligand)
48.°F 547 4 7R A B, ¥ 4 A5 & & (apolipoprotein) &4 £ B sh gk 7
(A)B5 K 3§ % #(lipid carrier) (B) B 4% B 7% 1 (lipase activity)
(C)B% % 7% 1o & (enzyme activator) (D)8 % #¢ 4 #|(enzyme inhibitor)
49, F 4 & 7 & b 85 BE B (tyrosine) X B m Ao 5 F 7
(A)% B % (epinephrine) (B) F fx B % (thyroxine)
(C) % & Bz (dopamine) (D)FLEE (creatine)

50, F Bi{eT & 7T 1 4% 48§ ¥ 4 1€ A (gluconeogenesis) ~ B~ f.1L K E(B-oxidation) - BEEBEARE
(amino acid synthesis)fv % % % 4 i, A M8 (porphyrin biosynthesis) ¥ X /& 7
(A)Tricarboxylic acid cycle (B)Calvin-Benson cycle
(C)Cori cycle (D)Glyoxylate cycle
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