50

L)

[
W ==Y . . . .
1. DLC=L=CHy a -keto acid transamination amino acid

a. glycine b. threonine c. leucine d. arginine e. alanine

2. PPT (phosphinothricin)
[
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PPT analog

a. tyrosine b. phenylalanine c. leucine d. glutamic acid e. histidine
3. O-glycosylation site oligosaccharide

a. serine b. glutamic acid c. cysteine d. histidine e. asparagine
4. protein kinase IUBMB

(International Union of Biochemistry and Molecular Biology)

a. oxidoreductase b. transferase c. hydrolase d. lyase e. ligase
5. [UBMB (International Union of Biochemistry and Molecular Biology)

EC4.2.1.1

a. oxidoreductase b. transferase c. hydrolase d. lyase e. ligase
6. primary structure

a. disulfide bond b. van der Waals force c. peptide bond

d. hydrophobic interaction e. H-bond
7.

a.NAD" ——» NADH+ H’ b.NADH+ H" —>» NAD’

c. FAD —» FADH, d. FADH, —» FAD

e. Fe© ——» Fe''
8. fructose chiral center

a. 1 b.2 c.3 d. 4 e.5
9.

a. UDP-galactose b. UTP-galactose c. ATP-galactose

d. ADP-galactose e. GTP-galactose



10.

11

a. Arg Lys

C. Arngyvaet Tyr His Phe

chymotrypsin

Met Tyr v His

Phe b. Arg Lys Met ¥ Tyr His Phe

e. Arngys Met Tyr His Phe

. Cysteine 0 -carboxyl group

8.4
a. Cysteine
b. Cysteine pl

0 -amino group

pH 1.9 107 8.4

5.15

d. Cysteine pH 1.9

12.

13.

a. Tyr Arg

a. glycine

14.

15.

a. folic acid

16.

17.

18.

19.

amino acid

pH 7.0

b. Arg Lys

b. proline

b. GTP

coenzyme A
a. pantothenic acid

a. estrogen growth hormone
d. coenzyme Q choline

dUMP
a. thiamine

a. pyruvate

TCA cycle

dTMP
b. methionine

ketone body

b. acetate

a. malate  b. oxalosuccinate

20.

21.

a. gloxysome

vitamin C
a. Ser/Thr

b. ascorbic acid

b. liposome

b. Thr/Tyr

C.

c. Cysteine

d.Arg Lys Met Y Tyr His Y Phe

side chain pKa 1.9 10.7
pH 5.15
e. Cysteine pH 10.7

c. Lys His d. Ala

collagen

c. lysine
uric acid
c. UDP

b. androgen
e.vitamin D

c. folic acid

c. lactate

heme
c. succinyl CoA

c. nicotinic acid

His e.Tyr Ala

?
d. arginine e. alanine
d. arginine e. CTP
d. cholic acid e. folic acid

epinephrine
cholate

c. choline cholate

d. homocysteine e. coenzyme A

d. butyrate e. acetoacetate

porphyrins

d. a-ketoglutarate e.fumarate

C. proteosome d. nucleosome e.peroxysome
hydroxylation scurvy
Arg/Lys d. Pro/Lys e. Phe/Tyr



22.

23.

24.

25.

26.

217.

28.

29.

30.

31.

a.
b. van der Waals force  hydrophobic interactions
C. fluidity
d. rigidity
e. 5~10
NADPH
a. glycolysis b. TCA cycle c. phosphogluconate pathway
d. -oxidation e. gluconeogenesis
prostaglandins
a. arabinose b. arginine c. arachidonic acid d. cholesterol e. leukotriene
biotin
a. glucose + fructose — sucrose b. glucose —2 lactate
c. fructose — glucose d. alanine — pyruvate e. pyruvate — oxaloacetate
vitamin B¢
a. glucose + fructose — sucrose b. glucose —2 lactate
c. fructose — glucose d. alanine — pyruvate e. pyruvate — oxaloacetate
a. NADH- CoQ oxidoreductase b. FADH,-CoQ oxidoreductase
c. succinate-CoQ oxidoreductase  d. cytochrome reductase e. cytochrome oxidase
a.Glu Met b. Pro Leu c. Trp Ser d. His Ala e. Met Lys
a. C16:0 b. CI18:0 c. C20:0 d. EPA e. DHA
B -oxidation
b.
d.
_____ cytochrome
a. heme b. collagen c. mitochondria d. e.



32.

33.

34.

35.

36.

37.

38.

39.

40.

a. NADP' NADPH I  photosystem I
b. I photosystem II
C. I  photosystem I I  photosystem II
d.
C. C02
glucosea 124 glucose
a. maltose b. dextrin c. cellulose d. glycogen e. starch
. intracellular second messenger
a. GTP b. calcium ion c. inositol 1,4,5-trisphosphate 1P
d. 3’,5’-cyclic AMP  cAMP e. 1,2-diacylglycerol  DAG
acetyl CoA citric acid cycle CO,
a.2 10 b. 2 20 c.4 10 d4 20 ed 40
a. creatinine b. bile salts c. LDL d. albumin e. carnitine
10

a. 10 b. 20 c. 40 d. 80 e.100

puromycin

DNA mutation b. DNA polymerase

RNA polymerase d. A site

peptidyl transferase
a.
b. mRNA mRNA
C. 70S 50S subunit 20S subunit 80S

60S subunit 40S subunit
d. 16S 23S 5SrRNA 18S 28S 5.8S 58S
rRNA

e. rRNA Shine-Dalgarno sequence rRNA

key regulatory enzyme

a. pyruvate dehydrogenase b. pyruvate carboxylase c. acetyl-CoA carboxylase
d. HMG CoA 3-hydroxy-3-methylglutaryl CoA synthase e. HMG-CoA lyase
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a. a -D-ribopyranose b. B -D-ribopyranose c. O -D-ribofuranose
d. B -D-ribofuranose e.
42. E. coli cell I10°Z/M10Z

a. induce —galactosidase synthesis upon the addition of lactose
b. constitutively synthesize f—galactosidase

c. be unable to synthesize f—galactosidase

d. repress B—galactosidase synthesis upon the addition of lactose
e. None in above

43. sucrose
a. o-D-glucopyranosyl-(1-2>4)-B-D-fructofuranose
b. B-D-glucopyranosyl-(1->2)-B-D-fructofuranose
c. Bp-D-glucopyranosyl-(1-2>4)-B-D-fructofuranose
d. a-D-glucopyranosyl-(1->2)-B-D-fructofuranose
e. a-D-glucopyranosyl-(1-2>4)-a-D-fructofuranose

44. chitin
a. f-(1->2) linked N-acetylglucosamine b. a-(1-2>4) linked N-acetylglucosamine
c. B-(1->4) linked N-acetylgalactosamine d. a-(1->6) linked N-acetylgalactosamine
¢. B-(1>4) linked N-acetylglucosamine

45.

a. ADP b. AMP c. cCAMP d.a bonly e.a b c
46. ribozyme

a. peptidyl transferase  b. ribonuclease P c. telomerase d.a bonly e.a b ¢
47. glycolysis regulatory sites

a. hexokinase b. phosphofructokinase-1

C. pyruvate kinase d. a bonly e.a b c

48. pentose phosphate pathway glycolytic pathway
a. glucose 6-phosphate b. ribose 5-phosphate c. erythrose 4-phosphate
d.a conly e.a b ¢

49. gluconeogenesis
a. alanine b. fatty acid c.glycerol d.a conly e.a b c



50. DNA right-handed
a. A-DNA b. B-DNA c. Z-DNA d. a &b only e.ab&c



