2022 S [H R 245 TAV BT 5T 5 Be
ML RN FEFRAGEE T
XA AN

— BREFERKEHEE B

A CLEMIAEEE) 25 RGN IE o 5 B 24 MDA 0 Ak e 245 B2 AR 5 L Ml PR
L FENEFE R

A EE B R AR R AN 2 570 T AN A AR AR AR
MRS RAR R, ASEVNES > T AN AR AN, 1Y
500 1 A R T BT AR ROR .

= FEA

WL B TN 2B OIS, Bl AL EmMEGE KRRl “F
By o PGB M “AWesr” ) BRRTEDY 180 %, FEa-ETH 300 4.
Ay “HEPEE” BB N 100 7

WG GEAD . AR, Mg, 2,

= BAAE

1. FEARER/E R

D THEEYE S TR KR

2) |ARIRERNIZ A, EARA. EARAY; SARN—RE, &
F S5k, a-tBlE. B-irS. B mEmm=. R EARS
WS IR R EARKEEMER, BFEARKNWERESER A, EER
IR ARYE R 5T e v B E BRI, ARG N RARMSE. &
F B P AR, BRI B e . B m B IR EEEH: &
IR EANEH, BERE R AR, REMEH, —kBA AR . &
HBUAEE R 7 AL, RS, KBRS G . A, 2Ok S5RNG
B E A BRI IEE S RS i AR .
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4) AMEMRIRES, AEERIRE R A EA T A AR AR R, RRIR
B, IR PR 2E RS B A SRR I s SRR AE T, A2 BB A UL
BEREL R, ATP fEREEAHH A EZAEA .

5) FEACEHIMES, VERRITHAL SR BRI AR . —ORIRIEIN . BERRIME &
o BEIRMA R, FERAERAS: BEACURTY, AR ATRE R .

6) NI FAR, Hbpo s IRDTER I B- Ak Sl 7R Hh e = 1 AE,
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FRUEMIEZE; DNA XUZHEHIAFIZERL, DNA MI=H45/, FE DNA. HEAZ
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2. EAME

FAETR (B )% HL 5. (isoelectric point)
Bk (peptide bond)

A — 2 45 # (primary structure of protein)
B H it — 2 45 M(secondary structure of protein)
ZEtt38, (domain)

B A i = 2 45 ¥ (tertiary structure of protein)
T FPUZ 458 (quaternary structure of protein)
Hi/KAH HAEH (hydrophobic interaction)
AFE A (allosteric protein)

AN Callosteric effect)

5 122 P AE FH (denaturation of protein)
B A i FTTE (precipitation of protein)

5t ek 8 2 HT (gel filtration chromatography)
RNIGBENER Bk (PAGE)

Eh AT (salting out)

%5 H1 R £ (isoelectric focusing)

fi#(enzyme)

HHMF(3H L) (coenzyme, prosthetic group)

A 14 (enzyme activity)

fifHS 77 547 (U, active unit)

Eti& S (specific activity)

Km (Machaelis-Menten constant)



78 M (active center)

S 1A 1 (feedback regulation)

LA TIEE (covalent regulatory enzyme)

it )7 %05 (proenzymes activation)

¥ B (ribozyme)

5 K (oligomeric enzyme)

[6 L4 (isoenzyme)

%S (induced enzyme)

PUiARE (abzyme)

DNA —Z&5#44 (primary structure of DNA)
B2 E %1 (base complementary)

A% (denaturation )

Tm {H(T value)

2% %% (hybridization)

PR ¥ A VIS (restriction endonuclease)

PR il P N DI EE B (restriction map)
EEFHY (proteomics)

PCR (polymerase chain reaction)

W44k (biological oxidation)

WP BE(FEF15354%)  (electron transport chain)
JEY/K P24k (substrate level phosphorylation )
EAIIR 1L (oxidative phosphorylation)

I i (glycolysis)

= RIRTE A (tricarboxylic acid cycle)

IR L KEi% 1% (pentose phosphate pathway)

B 574 (gluconeogenesis)

SERR- KA DR FMAIER (malate-aspartate shuttle)
fRILHHE Chypoglycemia)

B SRS (diabetes mellitus)



JIE Wi 2 B- 4 K. (fatty acid B-oxidation)

FK g

fifi{A (ketone bodies)

FMMEIAER (oxidative deamination )
#5 S£4F F (transamination)

BeA M EIEAERH  (transdeamination)

A W5 82 (glucogenic amino acid )

Wb 75 Z FE R (essential amino acid )

Ak b 75 R LR (nonessential amino acid)
—J% ¥4 (one carbon unit)

IR (nuclease)

¥ 1% N V) B (endonuclease)

DNA -1 ¥ & #il(semiconservative replication)
DNA AN 42K il (semidiscontinuous replication)
#2115 & (recombination replication)
754%55] (mutagen)

% 33 (transcription)

J& 8)F (promoter)

#3[K ¥ (transcription factor)

Wi AEH (reverse transcription)

HC AN (central dogma)

1045 % 1 (genetic code)

fE5 K (signal peptide)

S 1A i (feedback regulation)

I THUK (cascade system)

29\ (operon)

R A% (gene knock-out)

FEAES - (DNA mlcroarray)

FEIKH (genome)



fE5 K (signa Ipeptide)
{51 (secondary messenger)
G % H(G protein)

J& 3[R (oncogene)

Ji J8 35 [R] (Proto-oncogene)

195 FE [K] (anti-oncogene)

3. EAKR

1) 48 NI 4H DNA FREJFE 5 7%

2) BARIFTEAE BRI FL UK B SR BT TV

3) BRGNS/ EIRBUTTR. DNA IR J5 3N FLIK 73 B 7 1

4) HERFEHFRL DNA HIRgY) % & MBIk 7k

5) %3 PCR RV#AE IR K PCR P24 B AR HE I I FE VARSI 77 ¥
6) HHBHFFEART T B K. FUSEAR.

7) Western S ENIEHIA .
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AEFLPEFE. FF5 M EHEMG Y, ZERUANGHELER L, §
BRI ETRL.



