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(4) , ,
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3.3 Henderson-Hasselbach
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?
pK : ,
(
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pK 7.0 ? Henderson-Hasselbalch
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[ 171 ] =100 "9 =2.5
: : : 2.5
: , 3.5 : 1 ,
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3.7
(1) :
(2)
(3) ;
pH
(4) ,
(5) :
(6)
(7) : a- B-
(8)
(9) _
(10) 20 ( )
(11)

Introduction to Protein Structure, Carl Branden and John Tooze, 1991, Garland Publishing, New York.

Proteins: Structures and Molecular Properties, 2nd ed., Thomas E. Creghton, 1993) : Freeman and Co., New
York.

* The Anatomy and Taxonomy of Protein Structure,” J. S. Richardson, 1981, Adv. Prot. Chem., 34: 167
339.
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* Protein Folding in the Cell,” M. J. Gething and J. Sambrook, 1992, Nature 355:33 45.

The* bio” in biochemistry: protein folding inside and outside the cell, R. J. Ellis, 1996, Science, 272:1448
1449.

World Wide Web at http: / /moby. ucdavis. edu/HRM/Biochemistry /mdecules. htm.
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(1)
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(3) : , ,
(4) :

(5) ( ) ,

Introduction to Protein Structure, Carl Branden and John Tooze, 1991, Garland Publishing, New York.
Biomembranes Molecular Structure and Function, R. B. Gennis, 1989, Springer-Verlag, New York.

Membranes and Ther Cdlular Functions, J. B. Finean and R. Coleman, 1984, Blackwell Scientific, Oxford,
UK.

A cdlection o review articlesin Science 258:917 969( 1992) .
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Introduction to Protein Structure, Carl Branden and John Tooze, 1991, Garland Publishing, New Y ork.

Understanding DNA, C. R. Calladine and Horace R. Drew, 1992, Academic Press, San Diego, CA.

Chromatin, K. E. van Holde, 1988, Springer-Verlag, New York.

Chromatin unfolds, G. Felsenfdd, 1996, Cdl, 86:13 19.

Targeting chromatin disruption: Transcription regulators that acetylate histones, A. P. Wolfe and D. Pruss, Cdl,
84:817 819.

World Wide Web at http: / /moby. ucdavis. edu/HRM/Biochemistry/animations. htm.
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Protein Structure: New Approaches to Disease and Therapy, Max Perutz, 1992, Freeman, New York.

BPG

BPG

BPG :

Mechanisms regulating the reactions of human hemoglobin with oxygen and carbon monoxide, 1990, Ann. Rev.
Phys, 52: 1 25.
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, : RNA Northern
RNA RNA : RNA
( endoplasmic reticulum, ER) : ,
, ER
(urea cycle) : H. A.Krebs ,
( citric-acid cycle) : , ” CoO,,
(gel electrophorsis, including SDS, 2D) :
SDS SDS, ,
(2D, )
: DS :

, Menten

SDS

; IRNA

GTP
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(embryonic stem, ES, cell): ,

(ligand) : , ,
( gamete) : ,

( gluconeogenesis) :

Q
(leading strand) : DNA , 5 3 DNA
( hydropathy plot) :
( hydrogen bond) : ,
R
RNA(( ribonucleic acid) : RNA
RNA ( RNA splicing) : DNA
rRNA: RNA
( chromosome) : DNA , DNA

DNA ( extrachromosomal DNA) : DNA , : :

; DNA DNA
( chromatin) : DNA-
( human gene therapy) : DNA
S
Sanger ( Sanger sequencing) : Fred Sanger DNA
SnRNP: ( small nuclear ribonucleoprotein particle) SsnRNP
RNA

Southern ( Southern blotting) : DNA DNA
DNA

S (sigmoidal curve) : , , ,

, ( epithelial cdl, epithelium) : ,

(tumorigenic cdl) : ;

( physiological condition) : , pH
( bacteriophage) : , A- DNA
( receptor) : ,
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( receptor protein kinase) :

, ( hydrophobic, hydrophobic interaction) :

1] ”

( hyperbolic curve) : y=ax/(b+x)

X ,

Taq (tag polymerase) : DNA
um) Taq )
tRNA: ( transfer) RNA,
tRNA

(tRNA charging) : tRNA

( probe) : :

(glycoproten) :
(glycolysis) :
( sugar, carbohydrate) : CH,OH
( glycogenolysis) :
(lariat) : RNA ,
hnRNA
( somatic cell) :

(regulatory region) :

(isozyme, isoenzyme) :

( ketone body) : ,

( mutation rate) :

( mutation frequency) :

(topological domain) :

V,W

max * !

(clathrin-coated pit) :

( microtubule) :
( micrococal nuclease) :

DNA , DNA

DNA :
(PCR)
,  MRNA

( Thermus aquatic-

tRNA ;

ATP

RNA

DNA,

, (  DNA

DNA ,
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( vitamin) :

(immortalized cell line) : ,

X
X ( X-Ray crystallography) :
tRNA
( phylogenetic) :
( cytoskeleton) :
(nucleus) : )
( cytoplasm) :
(dominant mutation) :
ras ras , Ras
(mitochondrion,  mitochondria) :
ATP
(restriction enzyme) : DNA
(minor groove): B DNA
( effector) : ; CAMP  CAP

( cooperativity) : ,
( signal recognition particle, SRP) :
( signal peptide) : ,
ER, ( SRP)
( signal transduction) :
RNA ( messenger RNA, mRNA) : RNA
hnRNA

(trait) : , ’

( sequence divergence) :

Y
(salt link) :
B- ( beta-oxidation) : : CoA
( oxidative phosphorylation) :
ATP
(genetic code) : mMRNA : 61
( ) : 4°
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( hetroduplex) : ;

( mitosis) :

( mitotic) :

(provirus):

( prokaryaotic) :

(heterozygous)

(enhancer) :

( megabase, Mb) : 100

(eucaryotic) :
(lipoprotein) :
( VLDL)
(lipogenesis)
(lipid) :
(lipid bilayer) :
( plasmid) :

( carcinogen) :
(intermediate f
(active trans
ATP —

DNA

(tropomyosin, troponin):

Z

DNA ,

(LDL) (1DL)

DNA

ilament) :

port) :

( transamination) :

( transduction) :

( )
(transformed) :

DNA ,

(transcription) :
(transcriptio

(transcript) :
(transcriptio

DNA

(natural sele

( histone) :

DNA

DNA
n unit) :
RNA

n factor) :

RNA

, MRNA

ction) : ,

1000 kb

DNA

5'

DNA DNA

DNA

DNA

DNA

( HDL)

3!
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A
( ) : aciclovier

. cytosine arabinoside

. cancer

. oncogene
: tumor-suppressor gene

. AIDS

© ammonia

. aminopterin
. azacytidine
. carbamate
: amino acid
: methotrexate
. carbamoyl phosphate
. amytd
. aminopeptidases
tRNA: aminoacyl-tRNA
tRNA : aminoacyl-tRNA synthetase
: ampicillin
B
. target cell
. diphtheria taxin
. leukemia
: wobble hypothesis
DNA . semiconservative DNA replica-
tion
. cysteine
. galactose
. gdactoside
. galactosemia
thymidine-kinase gene pro-
mater
. cytosine
. endocytosis

. extracdlular matrix
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. extracellular ligand
. extracellular signaling mdecule
. cytoplasmic dynein
. cytokinesis
. conservative replacement
. reporter gene
. passive diffusion
. phenyldanine
. phenylketonuria ( PKU)
. rhinovirus
. closed complex
> ricin
. periplasmic space
. apoptosis
. denaturation
. ubiquitin
: expressed gene
: epidermal growth factor recep-
tor ( EGFR)
. phenotype
. allosteric enzyme
. allosteric effect
. allopurinol
: alanine
. alanine aminaransferase ( ALT)
. pyruvate
. pyruvate kinase
. pyruvate carboxylase
. pyruvate dehydrogenase
. pyruvate decarboxylase
CoA: propionyl CoA
. virus
. vira envelope
> virion

: vimentin filament



. porphyrin
: mammalian cell
RNA: heterogeneous RNA ( hnRNA)
. heterogenous nucleopraein par-
ticle ( hn-RNP)
. irreversible inhibition
C
. operon
. pellagra
: oxalic acid
. oxaloacetate
. chromatography
. laminin
. inserted repeate
. insertional mutation
. product inhibition

. long interspersed element ( LINE)

;. intestine

. enteropeptidase
. autosomal inheritance
. euchromatin
. supercoiling
. hypersensitive site
. supracellular structure
. sedimentation coefficient
. osteogenesis imperfecta
. retindblastoma ( Rb) gene
. fibroblast
. processivity
DNA: repetitive DNA
. reassociation
. recombination
DNA . recombinant DNA technol ogy
. tandem array
. tandem repeat
: hammerhead ribazyme
: homazygosity
. magnetic resonance
. estrogen receptor
mitogen-associated protein
( MAP)

. catdytic amplification

: mismatch repair
D
: Escherichia coli ( E. coli)
: macromolecule
: macromolecular structure

: major goove ( DNA)

: metabolic pathway
: monoamine oxidase
. herpes simplex virus
. single-strand binding protein ( SSB)
DNA . unidirectional DNA replication
. uniporter protein
. cholesterol

: bilirubin

: choline

. biliverdin
. bile pigment
. rhabdovirus
. proteoglycan
. pratein kinase
. protein phosphatase
. protease
. proteolysis
. proteolytic cascade
. proteosome
. protein
. proten targeting
. protein synthesis
. protein splicing
. protein turnover
. isoelectric point
. isoelectric focusing
. allele
. low-density lipoprotein ( LDL)

. substrate

. thalassemia
. second messenger system
. point mutation
. electrochemical gradient

. electric dipde

. electrophoresis

. electrophoretic mobility shift
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assay (EMSA)

. electron-transport system

3'- 3’ . AZT ( 3'-azido-3' -deoxy-

thymidine)
. site-directed mutagenesis
. targeted gene transfer
: dynein
. Kinetochore
. dynamic instability
: animal viruse
: myristic acid
. poison antidote
. reading frame
. telomere
: gramicidin
. short interspersed element ( SNE)
. antiport
ADP- . poly ADP-ribosylation
. polyamine
: multiprotein complex
: multiple-proten interaction
. polysome
: multigene family
: multidrug resistance
MRNA: polycistronic mRNA
. polypeptide chain
. polysaccharide
. polyadenylation
E
. catecholamine
. dinucleotide repeat
. dimerization
. bisphosphoglycerate ( BPG)
. disulfide bridge

( ) : dihydroxyphenylalanine

( DOPA)

. dihydrofdate reductase ( DHFR)

. icosahedron
-tRNA: dipeptidyl-tRNA
. diacyldycerol
. dinitrgphenol
F
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. hairpin loop
. farnesylation
. translation
. posttranslationa modification
. translational read-through
. translational frameshifting
. feedback inhibition
: anticodon
. antiparallelism
. reverse genetics
. reverse-phase chromatography
. inverted repeat
. pantothenic acid
. van der Wads force
: aromatic amino acid
. actionmycin
. native gel electrophoresis
: noncovdent interaction
. noncompetitive inhibition
:uncampetitive inhibition
. nonhistone pratein
. Philadd phia chromosome
. differentiation
. catabolism
catabolic gene-activator
praein ( CAP)
. secretory vesicle
. partial pressure
. branch site

. branch migration

: molecule

. intermol ecular force
: molecular adaptor
. intramdecular force

: molecular sieve

: radiation

. prosthetic group

A: coenzyme A (CQA)
Q: coenzyme Q
. cofactor

. negative feedback

: renaturation



. replication
. replication fork
. replicase
. replication bubble
. replisome
. flurouracil
. paramyxovirus
G
: calmodulin

: calcium ion (Ca’ ")

. interferon

. glycine

6- : mannase-6-phosphate
. glycerd

. glycerdphosphate shuttle

-3- . glyceraldehyde 3-phosphate

dehydrogenase
. triglyceride

. heparin

. hepatacellular carcinoma
: Okazaki fragment
: homocysteine
. Golg apparatus
. high-density lipopratein ( HDL)
. ferric-hemogldbin
: met-hemodobin ( Mbm)
. high-performance liquid chromatog-
raphy
. functional motif
. functional domain
» ataxia
. covalent catalysis
. covalent bond
. covalent modification
: common coagulation pathway
. glutamate ( gutamic acid)
. glutamate dehydrogenase
. glutathione
. glutamine
. glutaminase
. skeletal muscle

: citrulline

. guanidoacetate
. oligosaccharide

. coronavirus
. housekeeping gene

. houskeeping enzyme
. photosynthesis

. cystine
. cystinuria

: multidrug resistance pratein ( MDR)

. orbital steering

. fructose
1,6- . fructose-1, 6-bisphosphatase
2,6- . fructose-2, 6-bisphosphate

. fructose intolerance
. fructosuria
6- . fructose-6-phaosphate
. transition state
. peroxisome
H
. sulfur amino acid
. rational drug design
. nuclegprotein
: nucleoside
. nuclecside triphosphate
: nucleatide
. nucleotidyl transferase
. riboflavin
: nuclear matrix
. nucleocapsid
. ribozyme
: nuclear membrane
: nuclear ribonucleopratein
complex
: smdl nuclear ribonucleopraein
( snRNP)
. nucleolus
: nuclear receptor
. nuclear import signal
. nucleic acid
. nuclease
. ribonucleoprotein complexe

ribonucleoside diphosphate
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(rNDP) . inositol phospholipid

. ribonucleotide reductase . inositol trisphosphate
. RNA (ribonudeic acid) : actin
. ribonuclease ( RNase) . actin filament
. ribosome : actomyaosin
RNA: ribosomal RNA ( rRNA) . troponin
O . ribosomal S6 kinase ( Rsk) . creatine kinase ( CK)
. ribosome binding assay . inosine monophosphate (1 MP)
. ribosomal pausing . myoglobin
: nuclear lamin . myosin
. nucleosome : myosin light-chan kinase ( ML-
. karyotyping CK)
. nuclear scaffold : muscle
. nucleoplasm . creatine
: melanin . creatinine
. trace element . creatine phosphokinase
. erythrocyte . sarcoplasmic reticulum
. red blood cell . basal laminae
. lagging strand . gene expression
. succinae dehydrogenase . gene duplication
. succinylcholine . gene cluster
CoA . succinyl CoA synthetase . gene therapy
DNA: complementary DNA ( cDNA) . gene knockout
. complementation group . genaype
: complementary mutation . gene targeting
: complementary sequence . genome
. chemotherapy DNA: genomic DNA
. scurvy . locus control region ( LCR)
. cyclic nucleotide . activator
. cycloheximide . hormone
. looped-out base . very-low-density lipopratein
: cyclic AMP (cAMP) (VLDL)
. jaundice . cascade
. flavoprotein . hexose
. palindrome . hexokinase
. reverse turn . poliovirus
. activation energy : methyl cytosine
. aActive sites : methylguanine
. active chromatin DNA : methylguanine DNA
J methyltransfer ase
: odd-chain fatty acid : methyl guanosine
. inositd phosphate . methionine
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. formylated peptide
. hepatitis A virus
. thyroxine
. pseudo-substrate sequence
. pseudogene
. attenuation
: down-regul ation
: meiosis
. spliceosome
. base pairing
. base-excision repair
- - . basic helix-loop-helix
(bHLH) protein
. calcitonin
. crossover frequency
. collagen
. keratin
. beri-beri
. proofreading
yeast artificial chromosome
(YAC)
. yeast cells
: desmin filament
. Structurad domain
. dissociation constant
. helicases
. metal ions
. tight junction
: proximal histidine
. arginine
. arginase
. competitive enzyme inhibition
. electrostatic interaction
. megakaryote
. polyacrylamide gel
. polymerase chain reaction ( PCR)
K
. open complex
. antimetabol ites
: antithrombin
. antibiotic resistance gene

. antibody diversity

. open-reading frame
. reversible inhibition
. steric hindrance
: subtilisin
. transmembrane protein
. fast protein liquid chromatog-
raphy

: diffusion

. lysine
. tyrosine
. tyrosine kinase
. tyrosine phosphorylation
. steroid hormone
: 1onic bond
. ion-exchange
. ion channel
. ionophare
. rifamycin
. linked sequence
: linker
. sickle cell trait
. streptomycin
. chain elongation
. amphipathic a-helix
. leucine-zipper
. clinical laboratory
. phosphoamino acid
. pyridoxal phosphate
. phosphodiester bond
. phosphodiesterase
. phosphoglycerate
. phosphaglyceratemutase
. phosphofructokinase ( PFK)
phosphoribosylpyrophosphate

( PRPP)
( ) : phosphorylation
. phosphorylase
. phosphogluconate

. phosphoglucose isomerase
. phosphosphingdipid
. phosphoenol pyruvate
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. phosphate
. phosphoalipid
. phospholipase
. phosphatidylcholine
. phosphatidylinositol
. phosphatidylserine
. phosphatidylethand amine
. zero-time reassoci ation
. influenza virus
. thiamin
. thiamine pyrophosphate ( TPP)
. chloramphenical
. chloramphenicol acetyl transfer-
ase ( CAT)
. lecithin
. solenoid
: helix ( helices)
- - . helix-turn-hdix
M
. hippuric acid
chronic myelogenous leuke-
mia
. capillary gel electrophoresis

. capillary transfer

. cap
. enzyme

. enzyme-catalyzed reaction
. up-regulation of enzyme
. Zymaogen
. enzyme-substrate complex
. Mendelian genetics
. cystathioniuria
: codon
: pyrimidine
. immunogldbulin gene

. template strand

: membrane

. integral membrane protein
. peripheral membrane protein
N
. cystic fibrosis

cystic-fibrosis trans-
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membrane-conductance regulator
. intron
. endonuclease
. endoribonucl ease
. endopeptidase
. endosome
. intrinsic coagulation pathway
. endoplasmic reticulum ( ER)
: nylon
. reverse transcription
. retrovirus
. retroviral vector
. reverse transcriptase
: adhesion protein
. ornithine
. ornithine decarboxylase
. ornithine transcarbamoyl ase
: GDP
. guanine
. uroporphyrinogen
. alcaptonuria
. uracil

: uric acid

. urea

. urea cycle
. Citrate synthase
. citrate lyase
. citric-acid cycle
. coagulation pathway
. gel electrophoresis
: gel-mability shift assay
. thrombin
. prathrombin
. taurine
O
. caupled reaction
. even-chain fatty acid
P
. herpe svirus
: embryonic stem cell ( ES cdl)
. embryonic hemaglobin

. ligand



. gamete
. skin cancer
. purine
. puromycin
. equilibrium
: malate shuttle
. proline
. glucokinase
. glucuronic acid
. gluconeogenesis
-6- . glucose-6-phosphate
. glucose
Q
. heptamer repeat
: maple-syrup urine disease
. promoator
orign recognition complex
(ORC)
. origin recognition element ( ORE)
. initiation
. initiation factor ( IF)
: organ
. leading strand
. procollagen
. propeptide
. chimeric transcription factor
. hydroxylamine
. hydroxyproline
. ganciclowvir
CoA: hydroxymethyl glutaryl CoA
(HMG CoA)
. hydroxylysine
. hydroxytryptophan, serotonin
: sphingomyelin
. glycosphingolipid
. cleavage stimulation factor ( CStF)
- . cleavage-polyadeny-
lation specificity factor ( CPSF)
. nick translation
. affinity chromatography
. hydropathy plat

. lipotrophic factor

T

. hydrogen bond
. potassium cyanate
. mercaptopurine
. globular protein
. kinesin
: chemotaxis
. norepinephrine
. holoenzyme
: aldolase
. deletion mutagenesis
R
. chromosome
: chromosomal domain
DNA: extrachromosomal DNA
: chromosome transl ocation
. chromatosome
. chromatin
. heat-shock pratein
. thermodynamics

. second law of thermadynamics

human T-cell leukemia virus
(HTLV)
: Human Genome Project
human immunodeficiency virus
( HIV)
. lysozyme
. lysosome

. solute molecule
. carnitine pamitoyltransferase
. chylomicron
. orotidine monophosphate ( OMP)
. lac operon
. lactate dehydrogenase ( LDH)
. papilloma virus
. breast cancer
S
: Semliki forest virus
. triiodothyronine
. trinucleatide repeat
. tertiary structure
. triplet

. tricarboxylic-acid cycle
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. triacylglycerol
. tryptophan
. entropy
. epithelial tissue
. nerver impulse
. neurotransmitter
. ganglioside
. neurofilament
: neurofibromatosi s
. ceramide
. kidney stone
. epinephrine
. growth factor
. tumorgenic cell line
. biochemical
. biological integration
: SDS ( sodium
dodecyl sulfonate) gel electrophore
DNA: cruciform DNA
. recognition helix
. retinoic acid ( RAR) receptor
. rhodopsin
. neutrophil
. bacteriophage
. receptor
. receptor protein kinase
. hydrophaobic residue
. hydrophobic interaction
. hydrophobicity
. double helix
. hyperbolic curve
. dicoumarol
DNA . bidirectional DNA replication
. two-dimensional gel dectrgphoresis
. hydrolytic enzyme
. transient cotransfection assay
. serine
. serine protease
. tetracycline
. quaternary structure
. tetrahydrofolate

: threonine
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. thereonine aldolase
. threonine dehydratase
. host-genome integration
. acid-base catdysis
: acid hydrdase

. carboxylate group

. carboxypeptidase
. procarboxypeptidase
T
. hydrops fetalis
. fetal hemogobin ( HbF)

. peptide hormone

. peptide bond

: elastin

. elastase

. probe

: carbon atom

. carbonyl group

. glycosaminoglycan ( GAG)

. glycoproten

. glycocayx

( ) : glycosylation

. glycosyl transferase
. glycolysis
. diabetes mellitus

. glucocorticoid receptor

. glycogen

. glycogenolysis

. glycogen synthase

. glycolipid

: lariat structure

. body temperature

: somatic cell
. aspartate
. asparagnase
. aspartate aminotransferase
. asparagine
: smallpox virus
. betaine
. ferritin
. iron-responsive element ( IRE)

iron-responsive-el ement



binding protein ( IRE-BP)
. homodimer
. isoenzyme( isazyme)
: homapolymer
: symport
: homeobox
: homol agous recombination
. ketod utarate dehydrogenase
. keto-acid dehydrogenase

. ketone body

. gout
. hyaluronic acid
: mutation
. synapse
. melatonin
. phagocytosis
. deaminating agent
. deamination
. apoprotein

. depurination
. deoxyribonucleoside diphos-
phate ( dNDP)
. deoxyribonucleoside triphos-
phate ( dNTP)
: DNA ( deoxyribonucleic acid)
. deaxymyoglobin
deoxyadenosine triphosphate
(dATP)
: deaxyhemoglobin
. topological domain
. topoisomer ase
. sialic acid
w
. exonuclease
. exonucleolytic degradation
. exopeptidase
. extrinsic coagulation pathway
. alkylating agent
. clathrin
: tubulin
micratubule-associated protein
( MAP)

: micrococcal nuclease
: vitamin
DNA: satellite DNA
. sSite-specific recombination
. pepsin
. pepsinogen
. aconitase
: random coil
: immortaizaion
: immortalized cell line
. pentose-phosphate pathway
X
. enolase
. phylogenetic data
. cell
. cytotaxicity
. cytoskeleton
. nucleus
. organdle
. cdl invasion
. cytosol
. cell-signaling mechanism
. cdl proliferation
. cytoplasm

: cdl cycle

- . cell-cdl interaction

. bacterial chromosome
. inborn errors of metabolism
. fibronectin
. plasmin
. plasminogen
. fibrous protein
. amide group
. dominant mutation
: mitochondrion(  mitochondria)
: mitochondrial signd peptide
. restriction endonuclease
. restriction fragment-length
polymorphism ( RFLP)
: adenoviruse
: adenosine diphosphate ( ADP)

. adenosyl methionine
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. adenosine-ribosylation
. adenacsine 5'-triphosphate ( ATP)
. adenosine monophosphate ( AMP)
. adenylate residues
. adenyl cyclase
adenylate cyclase
adenylyl cyclase
. adencsine deaminase gene
. adenine

. cholestyramine

. digestion

. nitrocellulose
: small t antigen

: minor groove ( DNA)

(

RNA: small nuclear RNA ( snRNA)

mouse mammary tumor virus

MMTV)
. effector molecule
. response element
. cooperativity
: myocardid infarction
. cardiolipin
. zinc-finger motif
: metabdism
: nascent transcript
. signal pach
. signal recognition particle ( SRP)
. signal peptide
. signal transduction
RNA: messenger RNA ( mRNA)

© trait
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. thymidine triphosphate ( TTP)

. thymine
. thymine dimer
. bromouracil
. sequence tagged site ( STS
. sequence divergence
. sequence-specific protein

: hemoglobin

. hemagl obi nopathy

: heme

: blood clot

: fibrin

. fibrinogen

. fibringpeptide
. platelet
: hemophilia

Y
: formimino glutamate ( FIGIu)
: subunit association/dissociation

: subcellular structure

: linolec acid

. nicotinic acid ( Niacin)

: fumarate

. elongation bubble

. elongation cycle

. salt bridge

. oxXygen tension

: oxymyoglobin
. oxidative phosphorylation
: oxidation

. oxygen binding mechanism

. oxygen transport

. chloroplast

: first-order chemical reaction

: carbon monoxide

. pancreas

. trypsin
. trypsinogen

: insulin

. glucagon
: chymotrypsin
. chymotrypsinogen
. pancreaic carboxypeptidase

. pancreatitis

: inherited disease

. genetic linkage map
. genetic code

. hereditary nonpolypasis colon cancer

( HPCC)

. genetic mapping

: ethanol

. alcahol dehydrogenase

. ethylene gycol



. glyoxylate
CoA: acetyl CoA
CaoA . acetyl CoA carboxylase
. acetylcholine

. acetylcholinesterase
. acetylglutamate
. acetylglucosamine
( ) . acetylation
. hepatitis B virus ( HBV)
-3-D- . isgpropyl-3-D-thiogal -
actoside ( IPTG)
. heterodimer
. isomerization
. isoleucine
. isocitrate dehydrogenase
. heterochromatin
. isopeptide linkage
. heteroduplex structure
. facilitated diffusion
. luciferase
:organagphosphorus compound
. mitosis
: mitotic spindle
. mitotic chromosome
. rotenone
. protooncogene
. provirus
. proelastase
. prokaryote
. tropomyosin
. tropocollagen
: primary humor tumor
. protaofilament
: distd histidine
. transferrin receptor ( TfR)
Z
. heterozygosity
. hybridization
. enhancer
. megabase
. eukaryote

:integrin

. positive cooperativity
: branched-chain amino acid
. lipoprotein
. fatty liver
. lipogenesis
. fatty acid
. fatty-acid synthase ( FAS)
CoA: fatty-acyl CoA
. aliphatic amino acid

. adipose tissue

. lipids

. lipid bilayer

. liposome
. direct repair
. direct repeat

: plant cell

: plasmid

. plasma membrane

. carcinogen
. intermediary metabolism

: intermediate filament

. metaphase

: centriole

: termination

. globin

. active transport
: column chromatography
. specificity

: transamination

: transduction

. transforming protein
. transformed céel line

. turnover number

. transcription

. transcript
. transcription factor
. transfection technique
RNA: transfer RNA ( tRNA)
. transport mechanism
. transesterification
. xeroderma pigmentosa

. centromere
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. heawy-chain
. daughter cell
. ultravidet radiation
: autoregul atory mechanism
. autocatal ytic reaction
RNA: self-splicing RNA
. autophosphorylation
. natural selection
. suicide enzyme inhibition
. autophagy
. free energy
autonomously replicating sequence
(AR
: palmitic acid
:“ footprinting” technique
. repressar subunit
. repressor transcription factor
. histidine
. histidase
. histamine
. histone
: combinatorial mechanism
. tissue-type plas-
minogen activator ( TPA)

: tissue factor

Alu : Alu sequence

CAAT : CAAT box

C . C-termina repeat domain ( CTD)
C . C-value paradox

DNA : DNA looping

DNA : DNA polymorphism

DNA : DNA unwinding element ( DUE)
DNA . DNA polymerase

DNA : DNA ligase

DNA . DNA gyrase

DNA : DNA topoisomerase

DNA . DNA glycolase
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DNA : DNA primase

DNA : DNA-binding protein

DNA 1. DNAase-1 ( deoxyribonuclease-1)
DNA . Southern blotting

DNA-DNA : DNA-DNA virus
DNA-RNA - DNA-RNA virus

FAD : FAD coenzyme

FMN . FMN coenzyme

PEP : PEP carboxykinase

Poly (A) : Poly (A) polymerase ( PAP)
Poly ( A) . Poly (A) tail

Raf : Raf oncogene

RecA : RecA protein

RGD : RGD motif

RNA : RNA editing

RNA : RNAase

RNA . Northern blotting

RNA : RNA splicing

RNA : RNA polymerase

RNA RNA picornavirus
RNA : RNA primer

RNA-DNA : RNA-DNA hybrid
RNA-DNA : RNA-DNA virus
RNA-RNA : RNA-RNA virus

S . sigmoidal kinetics

tRNA . tRNA nucleotidyl transferase
Trp : Trp repressor protein

T . T-antigen

T . T-cell

UDP : UDP glucose ( UDPG)

V-D-J : V-D-J recombination

X . X-ray crystallography

Y : 'Y chromosome

B- : B-sheet

B- . beta oxidation

Y- . y-aminobutyric acid ( GABA)
Y- .y -carboxyglutamate



acetylation: (
acetylcholine:

acetyl cholinesterase:
acetyl CoA: CoA
acetyl CoA carboxylase:
N-acetylglucosamine: N-
N-acetylglutamate: N-
aciclovir: (
acid-base caalysis:
acid hydrolase:
aconitase:

actin:

actin filament:
actionmycin D:
activation energy:
activator:

active chromatin:
active sites:

active transport:
actamyosin:

adenine:

adenosine deaminase;

CoA

adenosine diphosphate ( ADP) :

adenosine monophosphate ( AMP) :

adenosine-ribosylation:

adenosine 5' -triphosphate ( ATP) :
S-adenosylmethionine ( SAM) : S-

adenovirus:
adenylate cyclase:
adenylate residue:
adenyl cyclase:
adhesion praein:

adipose tissue:

affinity chromatography:
AIDS:

alanine:

alanine aminotransferase ( ALT) :

al captonuria:

alcohol dehydrogenase:
aldolase:

aliphatic amino acid:
alkylating agent:

allele:

allopurind:

allosteric effect:

allosteric enzyme:

Alu sequence: Alu

amide group:

amino acid:
aminoacyl-tRNA: tRNA
aminoacyl-tRNA synthetase:

y -aminabutyric acid ( GABA) :

aminopeptidase:
aminopterin:
ammoni a:

amphipathic a-helix:

ampicillin:
amytal:
anima virus:

antibiotic resistance gene:
antibody diversity:
anticodon:

antimetabolite:

antiparal lelism:

anti port:

antithrombin:

apoproten:

apoptosis:

arginase :

tRNA
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arginine:

aromatic amino acid:
asparagnase:

asparagne:

aspartate:

aspartate aminotransferase:
ataxia:

attenuation:

autocatal ytic reaction:

autonamously replicating sequence ( ARS) :

autophagy:

autophosphorylation:

autoregulatory mechanism:

autosomal inheritance:

5-azacytidine: 5-

AZT (3'-azido-3'-deoxythymidine) : 3'- -3’

B

bacterial chromosome:

bacteriophage:

basal laminae:

base-excision repair:

base pairing:

basic hdix-loop-helix ( bHLH) proten:
beri-beri:

-gldbin gene: [3-

betaine:

beta oxidation: [3-

[-structure: -

[3-sheet: (3-

B-form DNA: B- DNA
bidirectional DNA replication: DNA
bile pigment:

bilirubin:

biliverdin:

biochemical:

biological integration:
bisphasphoglycerate ( BPG) :

blood clot:
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body temperature:
branched-chain amino acid:
branch migration:

branch site:

breast cancer:

bromouracil:

C

CAAT box: CAAT
calcitonin:

calcium ion (Ca*") :
calmodulin:

cancer:

5'cap: 5’

capillary gel electrophoresis:
capillary transfer:
carbamate:

carbamoyl phosphate:
carbon atom:

carbon monaxide:

carbonyl group:

y -carbaxyglutamate: y-
o-carboxylate group: a-
carbaxypeptidase:
carcinogen:

cardiolipin:

carnitine pal mitoyltransferase:

cascade:

catabolic gene-activator pratein ( CAP) :

catabolism:

catalytic amplification:
catechd amine:

cell:

cell-cdl interaction: -
cell cycle:

cell invasion:

cell prdiferation:
cell-signaling mechanism:
centriole:

centromere:

ceramide:



chain elongation:
chemotaxis:

chemotherapy:

chimeric transcription factor:
chloramphenicd:

chloramphenicd acetyl transferase ( CAT) :

chloroplast:
cholesterol:
cholestyramine:
choline:

chromatin:
chromatography:
chromatosome:
chromosomal domain:
chromosome:

chronic myelogenous leukemia:

chylomicron:

chymotrypsin:

chymotrypsi nogen:

citrate lyase:

citrate synthase:

citric-acid cycle:

citrulline:

clathrin:

cleavage-polyadenylation specificity factor
( CPSF) : -

cleavage stimulation factor ( CSF) :

clinical laboratory:

closed complex:

coagul ation pathway:

codon:

coenzyme A ( CAA) : A
coenzyme Q: Q
cofector:

collagen:

column chromatography:
combinatorial mechanism:
common coagulation pathway:

competitive enzyme inhibition:

complementary DNA ( cDNA) :
complementary mutation:
complementary sequence:
complementation group:
conservative replacement:
cooperativity:

coronavirus:

coupled reaction:

covaent bond:

covdent catalysis:

covaent modification:
creatine:

creatine kinase ( CK) :
creatine phosphokinase:
creatinine:

crossover frequency:

cruciform DNA: DNA

C-terminal repeat domain ( CTD) :

C-value paradox: C
cyclic AMP ( cAMP) :
cyclic nucleotide:
cycloheximide:
cystathioniuria:
cysteine:

cystic fibrosis:

cystic-fibrosis transmembrane-conductance regulator

( CFTR):
cystine:
cystinuria:
cytokinesis:
cytoplasm:
cytoplasmic dynein:
cytosine:
cytosine arabinacside:
cytoskeleton:
cytosol :

cytotoxicity:

daughter cell:
deaminating agent:

deamination:

DNA



deletion mutagenesis:

denaturation:

deoxyadenosine triphosphate ( dATP) :

deoxyhemoglobin:
deoxymyogl obin:

deoxyribonucleoside diphosphate ( dNDP) :

deoxyribonucleoside triphosphate ( ANTP) :

depurination:
desmin filament:
diabetes mellitus:
diacyldycerol:
dicoumarol:
differentiation:
diffusion:

digestion:

dihydrofolate reductase ( DHFR) :

dihydroxyphenylalanine ( DOPA) :

( )

dimerization:

dinitrophenol:

dinucleotide repeat:
dipeptidyl-tRNA: -tRNA
diphtheria toxin:

direct repair:

direct repeat:

dissociation constant:

distal histidine:

disulfide bridge:

DNA ( deoxyribonucleic acid) :

DNAase-1 ( deoxyribonuclease-I) :

DNA-binding protein: DNA
DNA-DNA viruse: DNA-DNA
DNA glycolase: DNA

DNA gyrase: DNA

DNA ligase: DNA

DNA looping: DNA

DNA polymerase: DNA

DNA polymorphisms: DNA
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DNA primase: DNA

DNA-RNA viruse: DNA-RNA

DNA topoisomerase: DNA

DNA unwinding dement ( DUE) : DNA
dominant mutation:

double helix:

down-regul ation:

dynamic instability:

dynein:
E

effector molecule:

el astase:

el astin:

electric dipole:
electrochemical gradient:
electron-transport system:

electrophoresis:

electrophoretic mobility shift assay ( EMSA) :

electrostatic interaction:
elongation bubble:

elongation cydle:

embryonic hemogl obin:
embryonic stem cell ( ES cell) :
endocytosis:

endonuclease:

endopeptidase:

endoplasmic reticulum ( ER) :
endori bonucl ease:

endosome:

enhancer:

endase:

enteropeptidase:

entropy:

enzyme:

enzyme-catayzed reaction:
enzyme-substrate complex: -

epidermal growth factor receptor ( EGFR) :

epinephrine:

epithelial tissue:



equilibrium:

erythrocyte:

Escherichia cdi ( E. cdi) :
estrogen receptor:

ethand:

ethylene gycaol:
euchromatin:

eukaryote:

even-chain fatty acid:
exonuclease:
exonucleolytic degradation:
exopeptidase:

expressed gene:
extracelular ligand:

extracdlular matrix:

extrace lular signaing molecule:

extrachromosomal DNA:

extrinsic coagulation pathway:
F

facilitated diffusion:
F-actin: F-
FAD coenzyme: FAD

farnesylation:

fast protein liquid chromatography:

fatty acid:

fatty-acid synthase ( FAS) :
fatty-acyl CoA: CoA
fatty liver:

feedback inhibition:
ferric-hemogl dbin:
ferritin:

fetal hemoglabin ( HbF) :
fibrin:

fibrinogen:
fibrinopeptide:

fibroblast:

fibronectin:

fibrous protein:
first-order chemical reaction:

flavoprotein:

5-flurouracil: 5-

FMN coenzyme: FMN
“ fodprinting” technique:
formimino glutamate ( FIGlu) :
free energy:
fructose:
fructose-1, 6-bi sphosphatase: 1, 6-
fructose-2, 6-bisphosphate: 2,6-
fructose-6-phosphate: -6-
fructose intol erance:
fructosuria:
fumarate:
functional domain:

functional motif:

G

DNA galactose:
galactosemia:
B-galactoside: [3-
gamete:
ganciclovir:
ganglioside:

GC box: GC

GDFP:

gel electrophoresis:
gel-mability shift assay:
gene cluster:

gene duplication:

gene expression:

gene knockout:

gene targeting:

gene therapy:

genetic code:

genetic linkage map:
genetic mapping:
genome:

genomic DNA: DNA
genotype:

gldbin:

gldoular protein:
glucagon:

glucocorticoid receptor:

479



glucokinase:

gluconeogenesis:

glucose:

glucose-6-phasphate: -6-
glucuronic acid:

glutamate ( glutamic acid) :
glutamate dehydrogenase:
glutami nase:

glutamine:

glutathione:

glyceradehyde 3-phosphate dehydrogenase:

3-
glycerd:

o -glycerol phosphate shuttle: a-

glycine:

glycocal yx:

glycogen:

glycogenolysis:

glycogen synthase:
glycolipids:

glycolysis:

glycoproten:
glycosaminogycan ( GAG) :
glycosphingolipid:

glycosyl ation: ( )
glycosyl transferase

glyoxyl ate:

Golg apparatus:

gout:

G praein: G

gramicidin:

growth factor:

guani doacetate:

guanine:

hairpin loop:
hammerhead ribazyme:
heat-shock protein:
heawy-chain:
helicases:

helix ( helices) :
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helix-turn-hdix: - -
heme:

hemoglobin:
hemoglobinopathy:
hemophilia:

heparin:

hepatitis A virus:

hepatitis B virus ( HBV) :
hepatocellular carcinoma:

heptamer repeat:

hereditary nonpdyposis colon cancer ( HPCC) :

herpes simplex virus:
herpesvirus:

heterochromatin:

heterodimer:

heteroduplex structure:
heterogeneous RNA ( hnRNA) :

heterogenous nucleoprotein particle ( hn-RNP) :

heterozygosity:
hexokinase:
hexose:
high-density lipoprotein ( HDL) :

high-performance liquid chromatography:

hippuric acid:

histami ne:

histidase:

histidine:

histone:

holoenzyme:

homeobox:
homocysteine:

homodi mer:

homologous recombination:
homopol ymer:
homozygosity:

hormone:

host-genome integration:
housekeeping gene:

housekeeping enzyme:



Human Genome Project:

human immunodeficiency virus ( HIV) :

human T-cell leukemia virus ( HTLV) :

hyaluronic acid:
hybridization:

hydrogen bond:
hydrdytic enzyme:
hydropathy plat:
hydrophobic interaction:
hydragphabicity:
hydrophobic residue:
hydrops fetdis:
5-hydroxytryptophan: 5-
hydroxylamine:

hydraxylysine:

hydroxymethyl gutaryl CoA (HMG CoA) :

CoA
hydroxyproline:
hyperbolic curve:

hypersensitive site:

I-cell disease: |-
icosahedron:
immortaization:
immortaized cdl line:
immunoglobulin gene:
inborn errors of metabolism:
influenza virus:

inherited disease:

initiation:

initiation factor ( IF) :
inosine monophosphate (IMP) :
inositd phosphate:

inositd phosphdipid:
inositd trisphosphate:
inserted repeate:

insertional mutation:
insulin:

integral membrane praotein:

integrin:

interferon:

intermediary metabolism:
intermediate filament:
intermol ecular force:
intestine:

intramolecular force:
intrinsic coagulation pathway:
intron:

inverted repeat:

ion channel:
ion-exchange:

ionic bond:

ionophore:

iron-responsive element ( IRE) :

iron-responsive-element binding protein ( IRE-

BP) :
irreversible inhibition:
isocitrate dehydrogenase:
isod ectric focusing:
isod ectric point:
isoenzyme( isozyme) :
isoleucine:
i someri zati on:

isopeptide linkage:

isopropyl-3-D-thiogd actoside ( IPTG) :

D-
J
jaundice:
K
karyatyping:
Keratin:

keto-acid dehydrogenase:

o-ketoglutarate dehydrogenase: a-

ketone body:
kidney stone:
Kinesin:

kinetochore:
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lac operon:
lactate dehydrogenase ( LDH) :
lagg ng strand:
laminin:

lariat structure:
leading strand:
lecithin:
leucine-zipper:
leukemia:

ligand:

linked sequence:
linker:

linoleic acid:
lipid bilayer:
lipids:
lipogenesis:
lipoprotein:

li posome:
lipotrophic factor:

locus control region ( LCR) :

long interspersed element ( LINE) :

| ooped-out base:

low-density lipopratein ( LDL) :
luciferase:

lysine:

| ysosome:

lysozyme:

M

macromolecular structure:
macromolecule:

magnetic resonance:

major groove ( DNA) :

malate shuttle:

mammalian cell:

mannase-6 -phosphate: -6-
MAP kinase: MAP

maple-syrup urine disease:
megabase:

megak aryote:
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mei osiS:

meanin:

me atonin:

membrane:

Mendelian genetics:
6-mercaptgpurine; 6-
messenger RNA ( mRNA) : RNA
metabolic pathway:
metabolism: ( )
metal ions:

metaphase:
met-hemoglobins ( Mbm) :
methionine:

methatrexate:

5-methyl cytosine: 5-
methyl guanosine:
micrococca nuclease:

microtubul e-associated protein ( MAP) :

minor groove ( DNA) :
mismatch repair:
mitochondria:

mitochondrial signal peptide:

mitogen-associated protein ( MAP) :

mitosis:

mitotic chromosome:
mitotic spindle:

md ecular adaptor:
mdecular sieve:

mad ecul e:
monoamine oxidase:

mouse mammary tumor virus ( MMTV) :

multidrug resistance:

multidrug resistance protein ( MDR) :

multigene family:
multiple-protein interaction:
multiprotein complex:
muscle:

mutati on:



myocardid infarction:
myoglobin:

myaosin:

myosin light-chan kinase ( MLCK) :

myristic acid:
N

nascent transcript:

native gel electrophoresis:

natural selection:
negative feedback:

nerver impulse:
neurofibromatosi s:

neur ofilament:
neuratransmitter:
neutrophil:

N-formylated peptide: N-
nick translation:

nicotinic acid (niacin) :

nitrocellulose:

noncompetitive inhibition:

noncovalent interaction:
nonhistone protein:
norepinephrine:
Northern blotting: RNA
nuclear import signd:
nuclear lamin:

nuclear matrix:

nuclear membrane:

nuclear receptor:

nuclear ribonucleoprotein comple:

nuclear scaffold:
nuclease:
nucleic acid:
nucleocapsid:
nucledus:
nucleogplasm:
nucleogprotein:
nuclecside :

nucleaside triphosphate:

nucl eosome:

nucl eotide:

nucleotidyl transferase:
nucleus:

nylon:

O

oligosaccharide:

O°-methylguanine: O°-

O°-methylguanine DNA methyltransferase:

DNA
odd-chain fatty acid:
Okazaki fragment:
oncogene:
open complex:
open-reading frame:
operon:
orbital steering:
organelle:
organophosphorus compound:
organ:

origin recognition complex ( ORC) :

origin recognition element ( ORE) :
ornithine:

ornithine decarboxylase:

ornithine transcarbamoyl ase:
orotidine monophosphate ( OMP) :
osteogenesis imperfecta:

oxalic acid:

oxaloacetate:

oxidation:

oxidative phosphorylation:

oxygen binding mechanism:
oxygen tension:

oxygen transport:

oxymyoglobin:

palindrome:
palmitic acid:

pancreas:

0°-
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pancreatic carboxypeptidase:
pancreatitis:

pantothenic acid:

papilloma virus:
paramyxovir us:

partial pressure:

passive diffusion:

pellagra:

pentose-phosphate pathway:
PEP carboxykinase: PEP
pepsin:

pepsi nogen:

peptide bond:

peptide hormone:

peripheral membrane protein:

periplasmic space:
peroxisome:

phagocytosis:

phenotype:

phenylal anine:
phenylketonuria ( PKU) :
Philadd phia chromosome:
3-phosphoglycerate: 3-
6-phosphogluconate: 6-
phosphate:
phosphatidylchdine:
phosphatidylethand amine:
phosphatidylinositol :
phosphatidylserine:
phosphoamino acid:
phosphodiester bond:
phosphodiesterase:
phosphoenol pyruvate:
phosphofructokinase ( PFK) :
phosphoglucose isomerase:
phosphogl yceratemutase:
phospholipase:
phospholipid:

phosphoribosyl pyrophosphate ( PRPP) :

phosphorylase:
phosphorylation: (
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phosphosphingolipid:
photosynthesis:
phylogenetic data:
plant cell:

plasma membrane:
plasmid:

plasmin:
plasminogen:
platelet:

point mutation:
poison antidote:
poliovirus:
polyacrylamide gel:

polyadenylation:

poly ADP-ribosylation: ADP-

polyamine:

polycistronic mRNA:

MRNA

polymerase chain reaction ( PCR) :

polypeptide chain:

poly ( A) pdymerase ( PAP) :

poly (A) tal: pdy (A)
polysaccharide:
polysome:

porphyrin:

positive cooperativity:

posttranslational modification:

potassium cyanate:
primary humor tumor:
probe:

procar boxypepti dase:
processivity:
procdlagen:

product inhibition:
proelastase:
prokaryote:

proline:

promotior:
proofreading:
propeptide:

propionyl CoA: CoA
prosthetic group:

protease:

poly (A)



protein: recombinant DNA technol agy: DNA

protein kinase: recombination:
protein phosphatase: red blood cell:
protein splicing: renaturation:
protein synthesis: repetitive DNA: DNA
protein targeting: replicase:
protein turnover: replication:
proteoglycan: replication bubble:
proteolysis: replication fark:
proteol ytic cascade: replisome:
proteosome: reporter gene:
prothrombin: repressor subunit:
protafilament: repressor transcription factor:
protooncogene: response element:
provirus: restriction endonuclease:
proximal histidine: restriction fragment-length polymarphism ( RFLP) :
pseudogene:
pseudo-substrate sequence: retinoblastoma ( Rb) gene:
purine: retinoic acid (RAR) receptor:
puromycin: retroviral vector:
pyridoxal phosphate: retrovirus:
pyrimidine: reverse genetics:
pyruvate: reverse-phase chromatography:
pyruvate carboxyl ase: reverse transcriptase:
pyruvate decarboxylase: reverse transcription:
pyruvate dehydrogenase: reverse turn:
pyruvate kinase: reversible inhibition:
RGD maif: RGD
Q rhabdovirus:
guaternary structure: rhinovirus:
rhodopsin:
R . .
riboflavin:
radiation: ribonuclease ( RNase) :
Raf oncogene: Raf ribonucleoprotein complex:
random coil: ribonucleoside diphosphate ( rNDP) :

raional drug design:

reading frame: ribonucleotide reductase:

reassoci ation: , ribasomal pausing:

RecA protein: RecA ribcsomal RNA ( rRNA) : RNA
receptor protein kinase: ribasomal 6 kinase ( Rsk) : H
receptor: ribosome:

recognition helix: ribasome binding assay:
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ribozyme:

ricin:

rifamycin:

RNA ( ribonucleic acid) :
RNAase: RNA

RNA-DNA hybrid: RNA-DNA
RNA-DNA virus:. RNA-DNA
RNA editing: RNA

RNA picornavirus: RNA
RNA polymerase: RNA
RNA primer: RNA
RNA-RNA virus: RNA-RNA
RNA splicing: RNA

ratenone:

S
salt bridge:
sarcoplasmic reticulum:
satellite DNA: DNA
Scurvy:

SDS ( sodium dodecyl sulfonate) gel dectrophore

Sis:
second law of thermodynamics:
second messenger system:
secretory vesicle:
sedimentation coefficient:
self-splicing RNA: RNA

semiconservative DNA replication:

Semliki forest virus:

sequence divergence:

sequence-specific protein-DNA interaction:

-DNA
sequence tagged site ( STS) :
serine:
serine protease:
serotonin: 5-
short interspersed element ( SINE) :
sialic acid:
sickle cell trait:
sigmoidal kinetics: S

signal patch:
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signal peptide:

signal recognition particle ( SRP) :
signal transduction:

single-strand binding protein ( SSB) :

site-directed mutagenesis:
site-specific recombination:
skeletal muscle:

skin cancer:

smal nuclear ribonucleopraein ( sSnRNP) :

smal nuclear RNA (snRNA): RNA
smalpox virus:

smal t antigen: t

solenoid:

solute molecul e:

somatic cell:

Southern blotting: DNA
specificity:
sphingomyelin:
spliceosome:

steric hindrance:

steroid hormone:
streptomycin:

structural domain:
subcellular structure:
substrate:

subtilisin:

subunit association /dissociation:
succinate dehydrogenase:
succinylcholine:

succinyl CoA synthetase: CoA
suicide enzyme inhibition:
sulfur amino acid:
supercoiling:

supracellular structure:
symport:

synapse:

tandem array:

tandem repeat:



T-antigen: T

Tag polymerase: Taq

target cell:

targeted gene transfer:

TATA binding protein ( TBP) : TATA
TATA box: TATA

taurine:

TBP-associated factor ( TAF) : TBP
T-cell: T

telomere:

template strand:

termination:

tertiary structure:

tetracycline:

tetrahydrofol ate:

thal assemia:

thereonine aldol ase:

ther modynamics:

thiamin:

thiamine pyrophosphate ( TPP) :
threonine:

threonine dehydratase:
thrombin:

thymidine-kinase gene promoter:

thymidine triphosphate ( TTP) :
thymine:

thymine dimer:

thyroxine:

tight junction:

tissue factor:

tissue-type plasminogen activatar ( TPA) :

topoi somerase:
topologcal domain:
trace element:
trait:
transamination:
transcript:
transcription:
transcription factor:

transduction:

transesterifi cation:
transfection technique:
transferrin receptor ( TfR) :
transfer RNA ( tRNA) :
transformed cdl line:
transforming proten:
transient catransfection assay:
transition state:

transl ation:

translational frameshifting:
translational read-through:
transl ocation chromosome:
transmembrane protein:
transport mechanism:
triacylglycerol:
tricarboxylic-acid cycle:
triglyceride:
triiodathyronine:
trinucleotide repeat:
triplet:

tRNA nucleotidyl transferase:

tropocollagen:

tropomyosin:

troponin:

Trp repressor protein: Trp
trypsin:

trypsinogen:

tryptophan:

tubulin:

tumorgenic cell line:
tumor-suppressor gene:

turnover number:

RNA

tRNA

two-dimensional gel electrophoresis:

tyrosine:
tyrosine kinase:

tyrosine phosphorylation:
U

ubiquitin:
UDP ducose ( UDPG) : UDP
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ultravidet radiation:

uncompetitive inhibition:

unidirectional DNA replication:

uniporter protein:
up-regulation of enzyme:
uracil :

urea:

urea cycle:

uric acid:

uropar phyrinogens:
V

Vv, reaction rate: v,

van der Waals force:
V-D-J recombination: V-D-J

DNA

very-low-density lipoprotein ( VLDL) :

vimentin filament:
viral envel ope:

virion:
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Virus:

vitamin:
W
wobble hypothesis:
X

xeroderma pigmentosa:

X-ray crystallography: X
Y

Y chromosome: Y

yeast artificial chromosome ( YAC) :

yeast cells:

Z

zero-time reassociation:
zinc-finger motif:

Zymogen:
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