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WY e #F Y e #E acridine orange, AO
B [ HrAE VBT ara BAET ara operon

ara Y1
BAE 8 PR By 8 [k Edman degeneration
BRI ] 4 - A Ames test
LK Fom LK oncogene
P B DR O e E - SR e oncogene activation
o 5 KT A A5 FEREFE R B8 #1513 | cancer genome anatomy project, CGAP
e BT FE R HLIR carcinoembryonic antigen, CEA
e [iE ] T hE cancer
A AN (=N i)
HER RAER, AR amino acid
AR CEER

)
HERFF HER) P amino acid sequence
HHEM B, 2 ERI | = ERIR amino acid substitution

R
RAER B AR H ] % rate of amino acid substitution
Bt tRNA Mk tRNA, lZff tRNA | aminoacyl tRNA
HBE EBE dark repair
B A intercalating agent

B
AN K % 6 B % B’ X %

J\fE K J\ {5 octoploid
I\EEE R I\RF R I octermer element
EUR EL I JEER EH R EIR, EKIR | Balbiani ring
ELR G JE Jetafk EE SR e 4L 8, & | Balbiani chromosome




K i 4 a8 B 4 r X 4
gLt He
&K/ MA ER/ME, EE/ME | Barr body
$EHEA BRHEED], HAEREER | target gene
ERAE AP 2 target mutation
A7 K iR A target site
ALHER BERIALB target site duplication
RNA 1 RNA 1Z ] RNA targeting
2 [ B A B )RS targeting vector
HALR B albinism
ZEN R wobble rule
Eh R HERRER wobble hypothesis
BE R ENIE (= 050VE)
BERAAL EEMEAD, SERAEGYE | dot blot hybridization
FOr B e B semiconservative
R S PR semiconservative replication
oA Sy hemiploid
AR E AN G semidiscontinuous replication
FEAE ] FAE semisterility
A A HLAEHS hemihaploid
LN FEMEEER, FEAEE | semi-allele
oA Nofd, oo semispecies
*ET *ET hemizygote
Fo T HER FoTHRAE hemizygous gene
F N TR xR e T i g semi-processed retrogene
FE A (=R AN
VA, FEE FEA semigamy
e gL th BARHEAR gy th o) R half-chromatid conversion
IR T P PE R T gal operon
F095r1 FP45r1 half-tetrad
F 0950153 b D951 A half-tetrad analysis
[ g Salaili half sib
7] i A ic - [ i AE ic half sib mating
e [R]YE A A e [F] YR A5 RS hemi-autoploid
B FEME semidominant
AT 7| FEEREER semidominant allele
ST AEE MR semidominant gene
IR PR HE hemi-alloploid
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X K 4 6 B £ ¥ X A

S 11VA S0k half-translocation
FHEIEER SR TS semi-lethal gene
P (MR
FEPERE DN (=PRI

S))
Fet B A P IR T sex-linked dominant inheritance, XD in-

heritance

FEPEPEIR (=P

R)
PP R A5 P B 1 sex-linked recessive inheritance, XR in-

heritance

B (=PRI

9]
(k= @K entrapment
(EEF R 0, i i entrapment vector
A (=R)
AR Y AR packing extract
geR, [DNA ]t 4R E packaging ratio, packing ratio
fu ek P R AR A U B R P S B package defective mutant
£ e 4 fa bk £ 55 40 bk packaging cell line
BAES A el aR packaging signal
ffar ¥ spore
fllFRAE fariE sporogenesis, sporogony
7 RR40 -7 BRI spore mother cell, sporocyte
farik T sporophyte
-7 ek IR sporulation
J 5 53 B Ha & 53 e cytoplasmic segregation
5 43 3 JL ] 5 cytokinesis
JHL S ER M BRI cyclosis
i JiR e 5E 1 R E T cytoplasmic determinant
[ R 7N RNA Ny THI L E RNA small cytoplasmic RNA, scRNA
Jf R RlE (=)
5 = JHo B A cybrid
HLRIEAR A E saturation mutagenesis
REREFE CIERNK

b=
REFR REER maintainer line
RFEA fRpEAH conservative recombination



X B 4 8 B 4 ® X %
PRAFIEBIME PR P 85 conserved linkage
PReT R 2tk PR ILARME conserved synteny
fRF R fReF R conservative mutation
PRy R e e PR ST LR AL conservative transposition
PR~y B e e R 7 PR<F I EAI R F, fR5F | conservative transposable element
PEBREREEE, ORI
HE T
ey =Kiil PR conservative replication
RT3 sl conserved sequence
TRSF P HIRR AL i PRF B B AL B, conserved sequence-tagged site
RFEH PRFEUR, PRSFHEEIR | conservative substitution
HEFH SRR, @R | reporter gene
RIEH AL OB A reporter vector
1R AR (=5
TRYUMIE L)
MBEAVEFRAR IZR SIINAE 377 Becker muscular dystrophy
D7 s 2 REKeEs Bayes theorem
ERpESY GLigET Y] dorsal root ganglia
BRHEK, HTahM | ERAE background trapping
HRAEFA B R background genotype
R G R
RPN R E background effect
HRIER R background selection
& A & 158 sequidiploid
&1 R ploidy
o) e e B ByAL passive transposition
2 P i R AE 251 JRAE phenylketonuria, PKU
AR [ 220k IR 2T ok Pl fr phenylthiocarbamide testing
texs, HEte Eb %t alignment, align
ELB R 1 2 b & comparative proteomics
b3 R e b e 2 K] s v comparative gene mapping
EER B R 4 bl B 2 R comparative genome
EE B R 4 2 bl g A ] 52 comparative genomics
PR BE R A1 A bl B R S A comparative genome hybridization, CGH
ML K PSS cleistogamy
B B arm
T [al B4 ik A pericentric inversion
B N EIAL B B paracentric inversion
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N g B8 £ ® X A4
B B arm index
AR T WA TCE boundary element
mRNA i’ mRNA % mRNA editing
RNA % RNA %l RNA editing
ETE AN A B editosome
s B coding, encode, code for
gmigth, gLt RS EL coding ratio
w5t DNA & DNA %8 coding DNA strand
RNA ZmtdHE K RNA S fi§2E Al RNA encoding gene
Gt ARSI, WS coding strand
Zmhg X A5 5 coding region
ETITENS FOIFS coding capacity
Guhg =Bkik A — M5 coding triplet
e Sl el coding sequence
AR R FRAL (=534 EBAL)
ZREH EHWER)
AR (= K6 80N
R R 1E)
AR R (=R D)
A& ik metamorphosis
Gl T denaturation
2t DNA #1£ DNA denatured DNA
31| B denaturation map
AR B SRR denaturation temperature
5t 5 variation
B ERRAE BRERRE loss of variation mutation
2 Sk A0 variant
B RH 2 FARE coefficient of variability, coefficient of
variation
AR Ay LU, BN | variation center, center of diversity
AR Fif S FE variety
W AE R R (=12 %)
DNA #3id DNA ##30 DNA marker
RAPD #xid PEMSIRCK R 2 81 | RAPD marker
DNA #7350
priciB T BECEEB) B marker-assisted introgression
PricF Bk BERCHH B i marker-assisted selection
Frid IR BERCHERL, BEas¥KH | marker rescue




X B 4 5 B & B X A
Frid BERCHED, AEEEZE | marker gene
i e tafh RO R 8 marker chromosome
brAEZE PRvE[ 1 2= standard deviation
PR 2] BRAEER, REME standard error
RILFE (=RIEE)
ik (ERILAMH)
FIEHE K pe RIEH K B expression locus
RIETLE RIETLE, FIEEI | expression cloning
RIKEB N S iz expression-linked copy, ELC
Kk ik RiEfmiE expression screening
RikH FRIE expression map
FIEAL R RIEALES expression site
RIESCE RIE L JH expression library
RIERG RIZRH expression system
RIEFFHhR2E RIETFIIEE expressed sequence tag, EST
FIEFFH bR FAE 7 5 A 4 expressed sequence tag map
RILBAK FKIERI RS expression vector
RKIE AL RIiEHEH expression plasmid
RikAM, RERE RER expression cassette
RS Wk, RBAAH | epigenetic change
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FMEALAE B, Shidfe
HEFEE
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RERIT

RE

RERIL
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RN, ML
R NRES, SN
e
RBEGBE, S
L2
418 DR SR
HMEMEREER

REBUEMES, RS,
HM IR R

RBUKE

RGBT

RB M

REUURE

RAUEETy

epigenome

epigenomics

epigenetic variation

epigenetic gene regulation

epigenetic information

epigenetics, epigenetic inheritance

expressivity
episemantide

phenotype
phenotypic expression

phenotypic variance



K K % a8 B % B X A
KA A R phenotype distribution
KA RAVREE phenotypic mixing
AW RN S iR EL phenotypic plasticity
R R RIATAC (=K1Y

HRIATAC)
R Ayt AR phenotypic masking
KA KA phenotypic stability
RURG¥ KRR phenetics
[RBFRIREW, KE | KR canalization
ST
KR RIUAH phenotypic correlation
KRG, R | REFIRAT L phenotypic assortative mating
IR e
RAEERE RAYER BT 5 phenotypic selection differential
RAGER RAGER, RIUEE | phenotypic lag
R R R RIS phenotypic disassortative mating
RAMH REE phenotypic value
REH RS phenomics
RAEMER], BB e | BREELL phenotype mapping
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TIFERAL, AR AL
MHEH, ZHEA

TR, AR BN

e, AR
b1 K 1 Pty A
HERRH
HEE X Pefafh
HRB

ok

DNA J% 8

RNA Fi#

994 B A X

I3 B RURL

I3 A OB
PR

WREALEL, RAAIE

fEREREBE, £
EdS|

FAEFIERE, B4
[PEFEAG 1 2800E, FlkS
e

RETE

BRI, E A

PrEE R

AP X guefafl

hiEYis

T

DNA % #

RNA J# &

994 2 flE R L

98 B FRORL

9% 1 FERL

P4 TR AR

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



X K % 5 B 4 EEP S
I BB A 2 ok T 1 2 pathogenetics
BB W5 AR, WEAREE | fluctuation test
BAS 31 B S5 Poland sequence
Wb REIE porphyria
i =21 TR compensator gene
rDNA *ME/EH rDNA F#ifH 1EH rDNA compensation
ATREA FTRYE R patch recombination
M B TR FlHE BT A complotype
RN LHtafk WP LY mammalian artificial chromosome, MAC
cDNA ##i#¢ cDNA #i%# cDNA capture
ANET e (AEFLHR)
ANERLH, AERHE | AFEHR, AELHR | unequal crossover, unequal exchange
AEHEG AR RAR | AEHKGEAME | unequal sister chromatid exchange
T # #
ANFE R ANFE R adventitious embryo
ARG AN e B GREE indeterminate cleavage
Ao+ E Noral, ARorBk nondisjunction
ANFRI) ANFL R R irregular dominance
N AKEHED) B imprecise excision
ANEGA 5, LA | AR discontinuous variation
5t
AEELES AR discontinuous replication
NS N asynapsis
B S FE R ANHgh e B B asynaptic gene
A Gy AL AP Gl unbalanced translocation
ASERME (AAHBANE)
T [ [ A 5E 4o non-penetrance
ARERE st 4 incomplete metamorphosis
ANSEAER A 5eA g1 incomplete linkage
ANSEAER IR ANSE A S R incompletely linked gene
ANE4AHEY) AN5E4 ) partial digestion, incomplete digestion
AERTIR ANSEATUER, 564 % | incomplete redundancy
i
NFEERFN AL e HERHL incomplete diallel cross
S s S sy E incomplete penetrance
ANsEa Bt ANse incomplete dominance
AR RAAFAERE | AR R EHERER unstable mutant allele
AEEEFFF slippery sequence
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