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BEmENUFEMT A ARE

WKL EY) ( carbohydrate )

HpE ( monosaccharide )

SHE ( oligosaccharide )

Z Wi ( polysaccharide )

fEpE ( aldose )

fiipE ( ketose )

JEME ( sucrose )

FLBE C lactose )

FLEME ( maltose )

A4 — B ( cellobiose )

%k ( polysaccharides )

JER C starch )

HEEEH ( amylose )

FTEETER ( amylopectin )

Z4i% ( cellulose )

Y452 ( hemicellulose )

P ( glycogen )

JUT R C chitin )

WERZ R ( glycosaminolgycan )
fg2& C lipids )

Aafile C fatty acid )

Hii=ms C glycerol triester )

/K AEZE C amphipathic lipids )

I wax )

R H e ( phosphoglyceride )
Hihi# g ( glycerophospholipid )
EAE LN ( phosphatidylcholine )
WG EE 2. B2 ( phosphatidylethanolamine )
WifEME 22 %8 ( phoshatidylserine )
AR EEALEE ( phosphatidylinositol, PI )
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AREMILE E—

JILEE =®§82 C inositol-1,4,5-trisphosphate , IP3 )

—JEEEH W C diacylglycerol ,  DAG )

WifEER ( phosphatidicacid , PA )

WifEHE A2 ( phospholipase A2 , PLA2 )

el C ( phospholipaseC , PLC )

WifgHE D ( phospholipaseD , PLD )

WIBEE (1ysophospholipid)

MR C sphingomyelin )

FZEERZ ( ceramide )

HK[EEE C steroids )

M2 ( terpenes )

JHEEE C cholesterol )

FAEEE ( ergosterol )

HHAJA protein

fA B i simple protein

M amino acid

55 HE A conjugated protein

Z Ak  polypeptide

i peptide

ik peptide bond

A HLHE R dielectric constant

JuffEAEJ)  van der waals force

JEMTEE chromatography

W Bt ZH#i%  adsorption chromatography

LA EL  partition or distribution confficient

TEMERK  active peptide

“Ii##  disulfide bond

FHMEBS T zwitterion

— 45K primary structure

KRN, hydrophobic effect

SDS- SR Mt BEi FLvk  SDS-PAGE

FHHE YK C capillary eletrophoresis, CE )

BT EMNT  ion exchange chromatography
2
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REFE

[AJEE 1 homologous protein

¥J%  conformation

9% conformatiomal angle

PEHE C glycolipid )

PEEEH IS ( glycosylglyceride )
sbERE ( glycosphingolipid )

i EFfiE C cerebroside )

N- B4R ( N-acetylneuraminic acid )
MY R ( ganglioside )
LA g ( cerebroside sulfate )
i ( glycoproteins )

HHEWE ( proteoglycans )

AEWHE ( biomembrane )

fEEfE ( membrane lipids )

JEEE 1 ( membrane proteins )

fg i Z4rF C lipid bilayers )
SMEEE C peripheral protein )
AMJEPE C extrinsic protein )
WEEHE A ( integral protein )
WIEH A C intrinsic protein )
EEEE A ( transmembrane proteins )
MANERAL C fluid mosaic model )
A B4 H#L C simple diffusion )
Ry 8 C facilitated diffusion )

W EhizH ( passive transport )
F3hiz#n ( active transport )

S 1iz% ( mediated transport )
A SPEiE% ( nonmediated transport )
HAREH ( carrier protein )
EIETE A ( channel protein )

% FIEiE ( ionic channel )
T34k ( ionophore )

WHEVEH ( endocytosis )
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RIZAHO FPOLYTECHNIC

MR AE " C pinocytosis )

SNEEER ( exocytosis )

SR ( group translocation )

s A C lipoprotein )

Jettfk ( chromosome )

et fii ( chromatin )

HEH ( histone )

/M ( nucleosome )

JFEE ( virus )

BEE 1R ( bacteriophage HXfiFX phage )

A5 denaturation

Ui Z% (S ) Svedberg(s)

Pk antibody

FEFEMTE  affinity chromatography

EhVE  saltingin

Eh#r  salting out

T4 4EK)  secondary structure

=245 tertiary structure

- BEHE  -helix

2458 super-secondaery structure

ZEFy, structure domain

Z%  hydrogen bend

/KA BEAEH  hydrophoblic interaction

WIZLEEH  myoglobin

HEEEF  oligomeric protein

TN randon coil

ZPE  renaturation

P PIRAMLZT WS sickle-cell anermia

( enzyme )

B+ —M C specificity )

B{KREE ( monomeric enzyme )

KBS ( oligomeric enzyme )

ZEE 51K % ( multienzyme system )
4
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fifgyE 0y C active center of enzyme )
AL IER] C catalytic site )

fif )5 ( zymogen or proenzyme )

#HS R4 C induced-fit theory )

YUk ( abzyme )

RIS EAL, ( acid-base catalysis )

FLA AL (covalent catalysis)

BE7) C activator )

#1575 C inhibitor )

A FEAH] C reversible inhibition )

S MEIHIMER ( competitive inhibition )
e+ MEFIHI/ER ( noncompetitive inhibition )
WE ( modulator )

HMEE C allosteric enzyme )

[FECALRN C isosteric effect )

ARIFN C allosteric effect )

A K BE C allosteric activation )
EWMRIZON. C positive cooperative effect )
i EZN. ( negative cooperative effect )
N C effector )

e ( vitamin )

Yk ZH/DRE ( avitaminosis )

PTG C regulatory center )

AL EE C catalytic subunit )

WA C regulatory subunit )

%S ( induced enzyme )

ZERME C structural enzyme )

B ( ribozyme )

il ( coenzyme )

tbif /1 C specific activity )

Bt A% ( deoxyribozyme )

T2 ( enzyme engineering )

g2l ( purity of enzyme )
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MG 71 C enzyme activity )

- JEMEE ( -amylase )

- M ( -amylase )

fiii 32§ ( debranching enzyme )

TER IBEERLEE ( amylophosphorylase )
PEEEE ( glycolysis )

ZRRERIEIA (C tricarboxylic acid cycle ,  TCA )

Wil LB 4% ( pentose phosphate pathway , PPP )
W% A4k C biological oxidation )

JRPE % i Z 2% C nicotinamide dehydrogenase )
HEMEABZS ( flavin dehydrogenase )

BREREE A C iron-sulfur protein )

7ZlE ( ubiquinone )

MMt S ( cytochromes )

MR 2 ALEF ( cytochromeoxidase )

A rotenone )

7% ( amytal )

R ZR ( piericidine )

iR A ( antimycinA )

JEP KR4 substrate-level phosphorylation )
FALBERR L ( oxidative phosphorylation )
th2f5iE B ( chemiosmotic coupling hypothesis )
AR ( chemical coupling hypothesis )

) ZRABEE % ( conformational coupling hypothesis )
Hib - B F R4 ( glycerophosphate shuttle )
ERER - REAMRFTRIZE ( malate- aspartate shuttle )
SITBFRFRIEE ( isocitrate shuttle )
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fetii ( energy charge )

WK (EEBS, carnitine )

LIERR (LIERRIEHAER,  glyoxysome )
LIETREER C glyoxylate cycle )

fiilf& ( ketone bodies )

MR ER I Mk A % ( de novo synthesis )
KA ANF ( glutamate dehydrogenase, GDH )
HRIEAEH ( transamination )

&M ( transaminase )

% % ( pyridoxal phosphate ,  PLP )

A& N ¥ & B ( glutamic pyruvic transaminase ,  GPT E{  alanine
transaminase , ALT )

B EHE M ( glutamic oxaloacetic transaminase , GOT X  aspartate
transaminase , AST )

- RAME - EMAFREHEE ( y-glutamyl systeine synthetase , y-ECS )

BHEHBK C glutathione )

B H K& iEE ( glutathione synthetase )
“W)1E % C biological nitrogen fixation )

[ & ( nitrogenase )

H & EZ Y ( diazatrophs )

A [ B A ( symbiotic microorganism )
FHPRIEJHES ( nitrate reductase , NR )

W HEFRIE IR F ( nitrite reductase ,  NiR )

BRI EW ( glutamate: oxo-glutarate aminotransferase ,  GOGAT )
V@A & M ( glutamine synthetase ,  GS )
H?ﬁ -5'- BERRHRFRET ( adenosine-5'-phosphosulfate ,  APS )

- MR IR -5'- WEEEAREE ( 3'-phosphoadenosine-5'-phosphosulfate

7
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PAPS )
5- BRERIZPEERENR ( phosphoribosyl pyrophosphaet ,  PRPP )
REAFDAREZ PN ( aspartate trsnscarbamoy lase )
JI NS A Bl i K% A5 #2B ( adenine phosphoribosyl fransferase ,  APRT )
TS - B IR BRI AL BE R LB ( hypoxanthineguanine phosphoribosyl
transferase , HGPRT )

BHEH KL R ( glutathione reductase ,  GR )
HELEA ( glutaredoxin )
%‘%&ﬁmlﬂﬁ)ﬁ ( glutaredoxin reductase )
i RR s g 4% E S & ( thymidylate synthase )
DNA il ( DNA replication )

Htyg N ¢ central dogma )

XU A B ( Okazaki fragement )

Hi 4% ( leading strand )

7 8% ( lagging strand )

519 C primer )

HHI X C replication fork )

LR E | ( semiconservative replication )
it ( template )

S #55% ( reverse transcription )

¥ ( transition )

Hji¥: ( transversion )

HELEE ( mismatch repair )
EHRVIBRIEE ( nucleotide excision repair )
BIEY) 155 ( base excision repair )

YR E2H ( homologous recombination )
FrtEEH C site-specific recombination )
T ( transposon )

JashF ( promoter )

FR#14 N DIEE ( restriction endonuclease )
&4 ( modification )




BEREYLE

R TR

RIZAHO POLYTECHNIC

HUgELE S A ( single stranded binding proteins, SSB )
AL ( genetic code )

FEHGHESE ( reading frame )

9842 ( frame-shift mutation )

i 3FE  degeneracy )

[ #5557 ( synonymous codon )

EAHZERSF ( initiatlon codon )

2 L% Y7 ( termination codon )

5 ( wobble hypothesis)

[@ 324k tRNA ( isoaccepting tRNA )

REZSF ( anticodon )

Z % HER ( polyribisome )

ZHE -tRNA & HU ( aminoacyl-tRNA synthetase )
Shine —Dalgarno J¥%1] ( Shine —Dalgarno sequence )
EAEETF C initiation factor )

ZEAHRT ( elongation factor )

BRI C release factor )

Bk ( transpeptidation )

F&Ar ( translocation )

7y TFE1E C molecular chapeones )

JLHHIEHEFE ( co-translational translocation )
BIEJE#F2  ( post-translational translocation )
fZ5 ik C signal sequence )

= 5iR 7KL C signal recognition particle SPR )
¥t ( metabolism )

ARG ( metabolic regulation )

&t C covalent modification )

KAsn# C feedback inhibition )

B\ TR ( operon model )

FIWAEH  C attenuation )

2RI ORAE H ( amplification cascade )
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A G RN ( allosteric effect )

S MEHE  C induction and repression )
HAHWMEE C  ( proteinkinaseC , PKC )
¥ {5 ( second messenger )

=4k ( receptor )

G HH ( guanosine triphosphate-binding protein )
5545  ( signal transduction )

5 IR ( calmodulin , CaM )
itk Tk P ( phospholipaseC , PLC )
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