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(N EDA(ENE 573 ara PE4ET ara operon

ara BT
PRl & Ak VR 2 ik Edman degeneration
RO R - Ames test
Jori ik S oncogene
RO B AL E AL oncogene activation
e R | Je I L DRI 2 BTt cancer genome anatomy project, CGAP
FEIRHT R FE PR carcinoembryonic antigen, CEA
J[E ] FERE cancer
4 e (=N i)
AR IR, N amino acid
IR (2 AR

)
AIHERIT Y HHERTF 5 amino acid sequence
TR E A, IR | BRI amino acid substitution
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AR E B AR [ ] % rate of amino acid substitution
R tRNA Sl tRNA, 4l tRNA | aminoacyl tRNA
e EA 0 dark repair
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B FEER,  H R target gene
HEIRAR VBN target mutation
BT RS BRI B target site
A RER FER AT B A target site duplication
RNA # 7] RNA £/ RNA targeting
L E RN HEE () s e targeting vector
H Ak HALIA albinism
FEB ) Eac oAl wobble rule
eI T A wobble hypothesis
B RCENTE (= f5%)
BE R HE RS, SRS | dot blot hybridization
e R semiconservative
R B S R P semiconservative replication
SRR S i hemiploid
AN S A A A semidiscontinuous replication
PAFH ] PAH semisterility
R SRR AN o HA Y hemihaploid
A KL PEMBIER, CPAEAIIE | semi-allele
oA Vefl, Rl semispecies
Fir Far hemizygote
oty 1Ak S RE hemizygous gene
e 0 T e e sk a0 T i semi-processed retrogene
PP (=R AR
RO, PRl A S ey semigamy
e Gt AR AR e Gt ) e % half-chromatid conversion
IR T P FUHR AT gal operon
FePY 51 FD4 551 half-tetrad
FeDY 531 H D1t half-tetrad analysis
A [ half sib
e [7) A2 i e [7] A2 e half sib mating
e [F) YA AR e [ YA hemi-autoploid
i I semidominant
e Sl 1 A B AR semidominant allele
R AL RS semidominant gene
PRPEAR A e hemi-alloploid
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sex-linked dominant inheritance, XD in-

heritance

sex-linked recessive inheritance, XR in-

heritance

entrapment

entrapment vector

packing extract

packaging ratio, packing ratio
package defective mutant
packaging cell line

packaging signal

spore

sporogenesis, sporogony
spore mother cell, sporocyte
sporophyte

sporulation

cytoplasmic segregation
cytokinesis

cyclosis

cytoplasmic determinant

small cytoplasmic RNA, scRNA

cybrid

saturation mutagenesis

maintainer line

conservative recombination
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PRy Bk PRy PR IHE 5 conserved linkage
PRAY [ e PRy SLaR T conserved synteny
R RAE PRAF R EE conservative mutation
PRAY B o PR PRI AL conservative transposition
PRAY B R D] -1 PRSP AEALE 7, fR5F | conservative transposable element
PEBREEILDY, ORAF %
HE T
PR PRAy A conservative replication
SRl sl conserved sequence
TR P HIAR AT PRAF P BB € 7 B conserved sequence-tagged site
PRay B PRI, RAFIEEIR | conservative substitution
B HE K] HOHEIED, ERIER | reporter gene
I B RIS HHE reporter vector
1 PRI Y (=F
1R IR O
D UEFRA R RN 24 Becker muscular dystrophy
DLt $7 5 B HIGE# Bayes theorem
AR PPy TR A AL H dorsal root ganglia
TR, WRM | HRE background trapping
B¢ TPNpit T S AL Y background genotype
T (=T S Al 30
5N T EAE background effect
T 5L FE T 5% background selection
fff Ak T A sequidiploid
5 W ploidy
Bl 5y Jo Bl B A, passive transposition
31_5 A R IR PRI phenylketonuria, PKU
Am IR [ 220k 1S DA e i e B phenylthiocarbamide testing
text, et Sea) alignment, align
F R 1 iy LR 1 5 comparative proteomics
EE AL PR E I BE DL E A7 comparative gene mapping
A I A E AL PRl comparative genome
PR BE DRl 4 27 EUHR L R 55 comparative genomics
PR BE IR A 222 EEHR L PR A AT comparative genome hybridization, CGH
M6 K PIAESZ K cleistogamy
s & arm
L ERE A ke DA pericentric inversion
1A A gE DA paracentric inversion

e 4 .




X B % g8 B 4 gL H
LB EEE arm index
SR LIW L BHRITHR boundary element
mRNA i mRNA #iH mRNA editing
RNA %% RNA i RNA editing
I 4R A4 A editosome
Y i A coding, encode, code for
Yuhdtl, #h Lk A L coding ratio
Ymh (1) DNA B DNA #his /% coding DNA strand
RNA gk RNA #iififs 1 [l RNA encoding gene
Ik A, coding strand
Pt X A hG 1 coding region
Yifih 75 5 A7 coding capacity
Y hth = J A Aty — e coding triplet
Gty 5] Al 7 ) coding sequence
ARRFAL (SRR A7)
Ak A Gl E)
AR, (= A R0
AR E (=)
AR R4 (= K46
B SERE metamorphosis
A SEPE denaturation
221k DNA 81k DNA denatured DNA
A i denaturation map
AR P R SEPE R denaturation temperature
AR5t 5 5% variation
A5 T RRAR L SRS loss of variation mutation
AR SR PR variant
A2 5 RN 55 SURI coefficient of variability, coefficient of
variation
A2 Sl sy, B rPUCy | variation center, center of diversity
A SA variety
WA T (=2 %)
DNA #rid DNA #5750 DNA marker
RAPD #ric BEMSIBCR %R 2 e | RAPD marker
DNA #E5C
Frichiibh A SERLTTIECWN marker-assisted introgression
Frichli Bhde+¢ L 1 338 5 marker-assisted selection
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FRCE R, AR IR

marker rescue
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Frid g o ff AL A (0 marker chromosome
PRt FEAEL i ] 22 standard deviation
PR 2 ] FEAERR, PRHEMEZE standard error
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expression locus

expression cloning
expression-linked copy, ELC
expression screening
expression map

expression site

expression library

expression system

expressed sequence tag, EST
expressed sequence tag map
expression vector

expression plasmid
expression cassette

epigenetic change

epigenome

epigenomics

epigenetic variation

epigenetic gene regulation

epigenetic information

epigenetics, epigenetic inheritance

expressivity
episemantide
phenotype

phenotypic expression

phenotypic variance
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KA LA phenotype distribution
RV KA phenotypic mixing
T AT R IEE phenotypic plasticity
TR R AT i (=AY

ERIAEHL)
KAy F ARy il phenotypic masking
RAFEE T LKAFEE M phenotypic stability
KRG KRG phenetics
[RAIREEN, KE | KR canalization
FAFHK R phenotypic correlation
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DNA ¥ 5
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4 743 R A A
T3 BERELRL
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Joi 2Rk Y

phenotypic assortative mating

phenotypic selection differential

phenotypic lag

phenotypic disassortative mating

phenotypic value
phenomics

phenotype mapping

allosteric site

allosteric protein

allosteric effect

allostery

allosteric inhibition
coefficient of coincidence
attached X chromosome
paraphyletic group

virus

DNA virus

RNA virus

viral oncogene

virion

virus-like particle, VLP

viral vector
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o B o JA IR L pathogenetics
i EINE s BENRERL, BeENRESE | fluctuation test
AL W ffig I 471 Poland sequence
HRBARAE HEIE porphyria
MR At fE 2 A compensator gene
rDNA #MAEH rDNA Hfi A H rDNA compensation
AT REH i T A4 patch recombination
AMA R ITH il iy Lo Y complotype
FLR N TRt ik WL RN T el mammalian artificial chromosome, MAC
cDNA ffi$¢ cDNA i/ cDNA capture
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A5g i)
Aogaiitr, el
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A5 4 BRI HEAL
USTE RS

Asg etk
ANFERE SR BHI AL A
AEEEFHI

unequal crossover, unequal exchange

unequal sister chromatid exchange

adventitious embryo
indeterminate cleavage
nondisjunction
irregular dominance
imprecise excision

discontinuous variation

discontinuous replication
asynapsis
asynaptic gene

unbalanced translocation

non-penetrance

incomplete metamorphosis

incomplete linkage

incompletely linked gene

partial digestion, incomplete digestion

incomplete redundancy

incomplete diallel cross
incomplete penetrance
incomplete dominance
unstable mutant allele

slippery sequence
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ANFE e e g ANEE S T Y unstable transfection
AFHATE AHHEHE incompatible group
AAHENE, ASEFPE | ASBFE incompatibility
AT p LT | p BSLPERR LT p-independent terminator
Tﬁ‘ﬁi T B, Atk sterility

1B AT IEH A R illegitimate crossing-over
B4 \*T*ﬁi *LMJJ\ fu8 partial diploid, merodiploid
oA, Il | EICER, T EER | partial redundancy
wHoaraT i merozygote
HF I NCHIFIE =)
53 [FIR G ok 1 [FR Gy o il homeologous chromosome, homoeologous

chromosome
C

X Fi 4 a8 W % WX A
Zfibrid e reference marker
T I (=TI -6- TR

JId L Bl ik = )
BRI PRAGEIE A operator, operator gene
PR IL DN F R AR PRAEIL DR B R 8 operator zero mutation
PRO\EE A Rl AR PRAEIL DR A e B operator constitutive mutation
BT PRt 1 operon
ara W1 (=Bl [ 7
A BRI T)

BT RS PRt 1Rl operon fusion
BT M PRuge 144 operon network
B F 24U EC (R operon theory
{1237 TR s, sy lateral element
AR i AR = side-chain hypothesis
MAA (=M ey
(UEHIEH SR, A lateral inhibition
31 (=550 41)
MF T (=5 Mmoot
M = e g g lateral mesoderm
WAL WA, ML test cross
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FIIE )
AT, ik JEMTE, (g | chromatography
EITAN A, A insertion
AN B A B insert
N R ST insertional inactivation
EEEPANN N insertosome
FHARAL EEAR insertion mutation
AL A i AN Bl insertion site
AN EINEEER LS EEPAIER 1751 insertion vector
FENJFH HANJFH, #xANJFPF] | insertion sequence, IS
A G L A G AL insertional translocation
AL EEANTiE - insertional mutagenesis
AT fHATCHF, #HAICE | insertional element
ZE LR Rk 7 BRI e dE differential gene expression
75 ) R e 75 S IR e differential gene determination
mRNA Z 5] 8 7R mRNA Z S VER B, differential mRNA display
mRNA 7% FHUR
mRNA Z Bos b | mRNA ZEPEERBLX | differential mRNA display reverse tran-
% PCR f#5% PCR, mRNA #% |  scription PCR, DDRT-PCR
R R BT

ZM TR

eIk
7w oA, AR
ZEM
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PRI

PCR 7= 5 b
PR SE A, R B 5E
BAE

7 L A B

7 T IOE A= 5
KA EE [ 1]
X 3 PR ) 4]
K EE TS
K zoott
R 4

W & DNA, JiE [ DNA

ZERLERI, 7R
N, PSRBT
PRENEZ B0 i

TR, BT

JE HT 2

PCR JE Y385
FEVIA T REIGHE, KoE
FEAARTEAESL

JE T LR A B

JZE TEAITCOE A= 5

R A, & A

R 7 3 R 1

R EAE T

itz N o

H AR A

Ji I; DNA

differential display

differential expression
representational difference analysis, RDA

writhing number

antenatal diagnosis, prenatal diagnosis
PCR products cloning

unidentified reading frame, URF

androgenetic parthenogenesis
arrhenotoky

long terminal repeat, LTR

long range restriction map

long interspersed repeated sequence

long interspersed nuclear element, LINE
normal extinction

resident DNA



KK 4 a8 3 % L A
GO WA, O | autosome
L SERUS IR gt autosomal disease
it SRS 0 R autosomal inheritance
GO AR B RO HEEEYE, BEYL(Y | autosomal recessive
HakEE
it SN WY euchromatin
BRI (=FEHE )
A A ek figsich hyperploid
A 1 A 1 hyperploidy
HEARIX (=22 X)
AR /N AL e 5 /M A hypervariable minisatellite
RIS R IE overexpression
FEAMA BTG e AR B T supracomplotype
FERE 1 ] R A super-female, superfemale
iR T i B oo Y supratype
AR A B A hyperdiploid
R A B A super secondary structure
e I K superinfection
TR JEK L I R A K L I R superinfecting phage
A e [ super-gene, supergene
7 s PR 5 I 8 I PR 8 I supergene family
[P e superfamily
IR e R e superhelix, supercoil
B IZE DNA B IR E DNA supercoiled DNA
TR R T % i R Ty 2 superhelix density

FEHTRER Gt fA

R B
IR
A EREN
i
S PRI ]
S AR
TR ST A

R
R 1]

ARG (R,
Jetn B A

L

TR

ARG

FEEA T

FEREA LA

AL GR

BB EED,
(28 ) A5 6k 4]

Ehi

R A

prematurely condensed chromosome,
premature chromosome condensation,
PCC

transgressive segregation

transgressive inheritance

supernumerary chromosome

overdominance, superdominance

overdominant gene

overdominance hypothesis

hypermorph

supersex
super-male, supermale
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A B AL A B AL superoxide dismutase, SOD
HL PCR 3 PCR nested PCR
HFA51 HA5r nested primer
ik R AL TR BAR sedimentation coefficient
RNA JTER RNA 7L ER RNA silencing
DUER S 7 BE K] BRAL S i silent allele
UUER S B silent cassette
DUERIE A (=00 8R 1)

JUERRAR LRI silent mutation
UUERT, UUBIE hERT silencer, silent gene
UERT P ET P 5 silencer sequence
ViR T T RERT T silencer element
JSERE U] 5k R Ve ppRAUE 97N pair-rule gene
BeE (=8 1L)
DRl BRAIN, MR AN | osteoblast
JR A B Bz A nucleation site
JSCEL I 41 AT I BRBEAH erythroblast
pillkziial BOULAR I, JLEEA | myoblast
By J A 2 maturation division
BT 2257 24 TR 24T 40 0 R premeiotic mitosis
FSAAT-41 i PSR 4 i adult stem cell
I 7E 40 i AL 352 A angioblast
BCF A 5 4 i A 4 odontoblast
PRl A amniogenic cell, amnioblast
S 2R 41 i FCAH 4 A histoblast
P PP PR 1 T 1k o programmed misreading
FEFPPESREAR (AR programmed mutation
TP SE T P4 T programmed cell death
IRST X geth ik BRI X YLt i, 4 | late replicating X chromosome
X G
FEZHE, BN | R housekeeping gene
FReLiniAe ST persisting modification, dauermodification
JRIE JNIE equator
JRTER IRIER, AR equatorial plate, metaphase plate
FRIE TR FRIE equatorial face, equatorial plane
FHEIR, SOEIR, R | SRR double bar
R
i 1 A reprogramming
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=8 4PN B LA overlapping gene
S LR G SEdcR s overlapping set of cloning
HEH (=%
HE A HARA overlapping generation
iyl HE duplication
L DNA {8 DNA repetitive DNA, repeated DNA
Eig - HEHILH reiterated gene, duplicate gene
HER AR repeatability
HHTA HEHFA repetitive sequence, repeated sequence
Alu EEFH Alu XTI Alu repetitive sequence
# 5 DNA J75) #H ¥ DNA J75) repetitive DNA sequence
BEEFHKEZEN | BTV ZEYE | repeat sequence length polymorphism
HET T, HET duplicon
HAF A rearrangement
HIR K G reannealing
HH HLYE recapitulation
Gl E recombination
DNA 4 DNA F 4 DNA recombination
RNA 4 RNA H 4l RNA recombination
# 4 DNA H 4 DNA recombinant DNA
H4] RNA H4 RNA recombinant RNA
AR HALSA R recombination error
EiZikc s BmAEAY recombinant protein
HA 3 PCR HH41IE PCR recombination circle PCR
BN G combinatorial activity
4 DNA £K HA4H DNA £ty recombinant DNA technology
B 4 AL recombination nodule
FLP H 4 FLP 4 flippase recombinase, FLP recombinase
FLP 541 B A7 A FLP HAMAERI{72E | FLP recombinase target site, FRT site
A B Bl B recombination fraction
A [H] % HAHE recombination frequency
A Y HAHL) recombination stage
YA A Y recombinant chromosome

HAWEE 18 R
it

H A

MM T

HARG

B B TR IB AR AR
it

FAHHS

HAHEAC T

double-strand break-repair model of re-
combination

recombinant

recombinant gamete

recombination system
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A 5T AT recombination signal sequence
BABRE HABHE recombination repair
A EF HAE recombination selection
A A A S A recombination aneusomy
B HAUE recombination value
A Tk A recombinant plasmid
L ZH v R4 A ] A recombination intermediate
BT HAlT, T]RT recon
FlE Ty 22 FERSE T, FBRSESLEL | sampling variance
FlRE S A1 HlER 3 sampling distribution
RS, SERBEE  | SRR birth defect
HIRS BE4H i HIRRS RE 4 primary spermatocyte
W1 GP BE4H i I sl primary oocyte
WM M)Z T IR)Z)
WIGAMNR)Z (= LIR)Z)
WL WAL primary sex ratio
W) Y GL LSS primary transcript
W4IR (=F40IR)
R AR ARG shuttle vector
fEidiEAt RIS pathway of transmission
FRIREE[ 7] HR G L tandem repeat
FRIDEA31 47 R B4 tandem inversion
AR EEHES KearAEs |, 4E50HES] | tandem array
HRIEE 2 fr B 2 Ar tandem translocation
e AL EERE S vertical transmission
ai G [F) 285 - 5 L homozygous variant
ai G CIREgi s homozygosity
afi G [F) 251 ) homozygous sex
aiGr 85T homozygote
afi R R pure line
MAREH MAREE pure breeding
AR (=2l R[]

Bi)
i R [ Jud, A R BHE | ARG pure line theory
aiE, HSsl g breeding true
afifp AliAd pure breed, purebred
MEARZ K (=FRMEA 5D
MERC HERC T female gamete

- 14 -




K Bl 4

8 3 4

B A

HEPEAN T RAZ 1A

HETE il AR
WERE ) 4, TR PE
MERRER 544, PPEAAR
WERE [RI

MERE A
VS A
K BN A
RN BN Y
RNELE

KA LMD
KRG, B4R

NGRS
MK A
Mkt ih
N EREZIN

NER LS
FH 23]
fre Jl AR T

fiesr 2

R[] =
DNA {2 Jie i
BEIRVELL (= LFRYFAT)
i [ ] X Beta ik
et Ar 2

ffa [ ] X ZRE4E
fEI% K1

Wz

LRl

By A A

HC

e
HIRKIE (=5 RIL)

MEVEANTT SAERE, HEPE

NE G
Wl R A
e ]
TR, O S
e ) o
i e B
ol (B
AR B 40
VST EE 0]
AL
ANALERAH BB IR
RS, IR,
RN
e HEH
WA
HH A
PEMERER, e,
P B AR
pepEiE
F 45

e AT, e i

SR

R R, (e sy

HNE
PR ER
DNA i Jiig Jif

Wik X et
et it
X 31 5 ke
FFEIA T
N

d

A
jul

g O

= G
=
&

B OBy B>
il

N e

BE >

%
=

NS
ping

female-sterile mutant

female strain

intersex

gynandromorph, gynandromorphism
hermaphroditism, androgynism
bisexualism

secondary attachment site

secondary spermatocyte

secondary oocyte

secondary sex ratio

minor histocompatibility antigen

secondary constriction

slave gene

de novo synthesis

de novo initiation

sex-influenced character, sex-conditioned
character

sex-influenced inheritance

pachytene, pachynema

maturation-promoting factor, MPF

mitogen

gonadotropin, gonadotropic hormone
DNA gyrase

fragile X chromosome
fragile site

fragile X syndrome
survival factor
misincorporation
misinsertion

misdivision haploid
mismatching, mispairing

mismatch repair
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598 fE missense
P EITRE R missense codon
iy XA FRAEPRS missense mutation
B GRARR, i U SAE | BRI ISHERE, $HFSSEE | missense mutant
i it
B AR (= 5
AR AK)

i SCHI I (= SCRELA)

BOCBHAM, B S | SEANE), SXFEFHIE | missense suppression
1 SCRHAM B 1 SEAMEIA 1, FRFEFH | missense suppressor
p AP
% e, SRy mistranslation, misreading
e ST mischarging
D
X B 4 6 B % X A4
KRGS TEW I EZR, #H] L | Darwinian fitness
WG R, W I E
I3
IR IR 35 TEWR Darwinism
KA1 584+ KA 1358 F megaspore competition
KM B R g A K A AT W T coliphage
KA N macromutation
PNGEE SR RHEHE, B8 | megachromosome
PREETEZE R 3 (=22
St AT)
it T, Qe band
Cay, Heehim i | C 47, THIRREEN | C-band, centromeric heterochromatin band
Gicd
Cd iy, Hek/hria | Cd Cd-band
Gy, WA Gy, HUEETT G-band, Giemsa band
N iy N N-band
Q ¥ Qi Q-band
R 7, R 77 R-band, reverse band
T, dmkias T 7 T-band
FH A FHb R %8 Denver system
LR Pz, BAEZ hemikaryon

- 16 -



KK 4 a8 3 % L A
BAE R AR BLAL G0 8 haplochromosome
LR RIS FLALHG haploid
AR FATREAL haploidization
LIRS FARHREH] haploid number
AR ARG AL haploid set
PSR (= AR AY)
AR HARE haploidy
L PCR B PCR one-armed PCR, OA-PCR
IR LIS unilateralism selection
PMEARSE, MEORE | MEEE gynogenesis
MR MR isofemale line
FAEAT BE R R IA FLEHMB AL Fe3E, B | monoallelic expression
I R B
PR Z ST HHIRZ Rel single-nucleotide polymorphism, SNP
HAZ LN monokine
SR (=—JTlml )
FABEDR AL monogenic disease
FIEDRRIR FLEE DRI AR monogenic character
CAE SN B, — AR | monohybrid
@

AT

FUREN TN, KSR
RS SZHG (=ERRE N B1)
Hi$E Il DNA

YIRS

FALPE DIRES TR
H5E DNA

HUEE RNA

Y% DNA 5 %
FEE IR
R R 2

—# H DNA, H—
% DNA
e Hra,
1l
LA A 5
i DNA
L RNA
H % DNA 6 7%
R R
R % 2 RB T

monohybrid cross

univalent, monovalent
singleton
single cross over, single exchange

monospermy

single-copy DNA

single-copy sequence

single-copy integration method
single-stranded DNA, ssDNA
single-stranded RNA, ssRNA
single-stranded DNA virus
single-strand break, SSB
single-strand conformation polymorphism,

SSCP
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B AT B IR AT H single-strand exchange
HEE DNA 555 H Hilk DNA #5&8HEE single-stranded DNA binding protein
FHRAE (=[A] IIXLAE)

FRETE HRerE unipotency

BoRali AT HBIAMET uniparental homozygote
SR AR B uniparental disomy
LS Ui FBIEE,  HBEE monolepsis

BT FIE 7 monocistron

FLUIZ f- mRNA HE - mRNA monocistronic mRNA

LRSI ACT e
ASTE, AR A, HRRHZ monomorphism

RN L), HHS[ 4 | monosomic
gl
LR NE SR LN )| By, HHS[44 | monosome
il

RS, FOTAY, Al | HL[A IR haplotype

ic)
PR AL S Y BB 1Y haplotyping
AR g monosomy
FAG& Lt AR B DR SO

(=H— et fh gk

3D
BT HEAR IR 1) BT HE A IRy 3 unit evolutionary period
B PER AT MR unit character
BR HUER), HARM monophyletic, monophyly
L AR S A LA M 3 S single cell variant
PRMEHE LS simplex
ENC SR | F ) 1 unidirectional replication
B ) 4 EAmpEE unidirectional selection
ST ST azygote
PR AR B (=AIOHE=51)
FPRIR G B IR S 5 single-trait selection
PRI (=AIUkE A58
GO ARBE D ST, | B G (o iR R S unichromosomal gene library

BRSO AR BE DR 3L

J%:
B—FrH H—Fp5 unique sequence
H.—J¥%1 DNA H—J¥%1 DNA unique-sequence DNA
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FLICHAR R B oG LA monohaploid

BT (=F A )

A FLYGRE monophyletic species

LI RAA T8 JUREN HEZ R gL 0 monocentric chromosome

A HAHEm monogenism

G HH G HH G protein

HMG H H (=i ik s

BEEH)

P A P HEH P protein

HEGRL (=35 5L 5)

KA ] HH protease

=P wHH protein

EABALRAEAER | ERE-ZIRZHAER | protein-nucleic acid interaction

DNA-# [ i ik Southwestern fifiig Southwestern screen

RNA-# [ i i ik Nor‘thwestern i 13 Northwestern screen

EdSPrEEIBUSER J7 sk, A EE | Western blotting
H /Z‘

EspriEil HEHE proteome

s E e proteomics

CG 5 CG & CG island

CpG & CpG & CpG island

GpC & GpC & GpC island

By AR [SERw Rt island model

Ealiva (EE inversion

EEVEZSIE S It Z ReBI%, HLZ | inversion polymorphism
eI %

LA {47 B inversion loop

EENE S BT ST E 7, BIf75L | inversion heterozygote
EEaiey it

(EER A EEPN indel

SR SEREN RITEGe s, M4 | lampbrush chromosome
i

e PR EL PO isochromosome

SEHL R AR SRR isoelectric focusing, IEF

AR SR, R A isosteric inhibition

5L [F] % isogene

AL R AL R, @RIEF R | isogenic strain

SRR [F] R isogeneity
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E2hR | BB, AL | allele, allelomorph
SRR AR BB AR S, SFE473E | allelic variation

il 5 52
E e SSERUS BB %, SEALEE | allelic loss

PRl 25 2%
SEAT [ BED ] SR BHEIE L2, Z54T | allele-sharing method

£ INPASE SR
ST [ DR T H AR A I A T A allelic complementation
S LDl R EE A SR I A ) EE A interallelic recombination
S K5 DRI [A) E AR A I DAL ) Al interallelic complementation

At o7 5 A A
5y SE BB S

S [ SR 1. DS
T

i o [ JE DK JHE

s o S DR AR

A DAY

2 o ) i

255 i JE DR 57 PCR

S DR S 1
HIR

%

W

3

S RE AR 7 (R 5 A%
HIRARET

e SIEY

SO HEA IAH LA

S [P
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I HRE DA AT H A
BB LR HEH BT, 45
A7 PR 23 BT
SURENG, SRR ]
fitg, EHE R DOl
BHBEERHE R, A

RIHE
BHE RIS, A
FSPFES

BB AR, A AR
PRIEAR

BHB R g, A
l%ﬁ

FEE BHE L PCR, 4
A&7 3l PCR

R EHE I D SR A Y
P, RS SR 5
ﬁﬁ@

R BRI N ST AT IR
TREL, RS S A
%ﬁﬁ%%ﬂ

R e MR AT, RF
Ao A7 R DRI A

BHBEER R, EAAE
eV

BHBIL A EAEH, 5
A7 35 BRI AH A

iy

interallelic interaction

allele linkage analysis

alloenzyme, allozyme

allelic exclusion

allele frequency

allele replacement

allelic inactivation

allele-specific PCR

allele specific oligonucleotide, ASO

allele-specific oligonucleotide probe, ASO

probe

allele-specific hybridization

allelic series

allelic interaction

allelotype
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ST [ DA ] 5 Jm ik BB IE R SR, 5547 | allelic heterogeneity
SRR B
VR SN R N LTRSS BB HEET R, 5% | isochromatid breakage
RSNl [FS
VR SR NS BB G0 RS B R isochromatid deletion
AL BHEE, SR allelism
LR (SR
E e Ve E e polymeric gene
KEEE TS KA EE TS lowly repetitive sequence
fICHE DU TR IERE#S low-copy-number plasmid
Hu R R S8 HE LR | R & digoxigenin system
IS HEALSIE S M 2 RS geographical polymorphism
b PR 2 i 34 o geographical isolation

HhERDIRITE R, Wi
PIF I K

o o2

HurbiE T (=B A
A R 1 2 )
DNA 1% 545, DNA

MRS

IR AT
5 A A SAR
o AEAl
B IR
UL

MR

R

KPR

RS, BEAEN R
o £L

FEL R 4 o 15
HLVKIE S A2 5)) 73 At
IV QEINUNR

HLAE A,
BEREH N, (= S
AN

L PEYIRE I R, P
PEVIRETE R, PR
(e

R[N IR, MR g,
R, Ml R

DNA IEi% R4, DNA
T R 470
IR0 ElE

IR Bl
R

HhoeEE

S

B BT

AR ARENL, REETL
EEEEM
e AT ML
RUSUIER LUIPRFR
FEVK I
e

geographic speciation

geographic race

DNA delivery system

second division segregation
second site mutation
second messenger

first division segregation
transversion

point mutation

dot matrix

dot-matrix analysis

dotting blotting, dot blot
electroporation

electro-cell fusion
electrophoresis mobility shift assay, EMSA
electro-blotting

electro-transformation
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