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A a

A
BRIZNS
RIS (adenine) (45 .

Ab
ik
¥tk (antibody) KI5 .

ABC model

ABCizZEY

— AT AN AR TR B
Ao e KRS FH T3 2 1 W F AR
Xy BFHAEYARGEH. B S
TR TR G TR L

abiotic
TR, EEYHY
T, ANREANE, AR .

abscisic acid

Pt % B

—MAEYE R, ERE 2T L
Yiria N, sk ()
WT2) MMARILITIRFERE .

abzyme

iR Es
UL: fEfbFiiA (catalytic antibody) .

acaricide
R
—Pl R HE G ) % R

ACC synthase
ACCE B
-SRI BE - RS . X b

1 I 4 e 1 1 B2 e
(AEFT, T EL R XSRS o
U R L ACC &
S, OSSR S S R IFBEA
U IR AR FE S

acceptor control

ZESIER

IR A FH AR 52 BIAE b BERR £ 52 A TFADP
R

acceptor junction site

RiREEAS

W37 i FIAh 5757 i 2 0] ) 4
ibo . RESALE (donor junction
site).

accessory bud
BIZF
FHAETRSF I RS EF .

acclimatization

&R, Yk, BRkE

Lk (Y. SsEEAEY) X5
PR A B E A B R . A RS
B M4 Z (adaptation) JiEE

acellular

EMAELERLRT, Toim ARy

AN F2 FH A O AN o AT 11— e 2 2R Bk
R, A REGA AL R4
o

acentric chromosome
FTELHREN
T LGtk

acetyl CoA

R EFEERA

LA (acetyl co-enzyme A)
465 .
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acetyl co-enzyme A

ZEEHEA

(4i5: acetyl CoA)  Zkifkr, Jig
JU7~ £ 5T BB 40 MR N T B T
(CH,CO-), SHEBASIL (-SH) 454 Kk
S

ACP
BEHAER
B AR (acyl camer protein) K45 .

acquired

BRIREMN

TE N0 PR BE W  fE R RSk L i
AN R NBARAG B AMRAIE GRAF RS
fE) o XIS 2. W ER
(acclimatization) .

acridine dyes

S

CRAEWIN Z I T, E R F
DNAZF 1 5B I 54

acrocentric
IRimE 2R R E R
BT IR B,

acropetal

ETRAY

T/ R ILECR & T 2 2 1) 1 — AR
Fah, T AT . S i s R A
(basipetal) .

activated carbon
AR
. &K (activated charcoal) .

activated charcoal

R

IRG R, R B A A YT
ML B PE o 35 R REAE SR ECE W

Jo B AT B 2 LR T, XA A A B
FRIEIS, A REFT B IR EE AR R
UAGE

active transport

EFEH

Hor T E TR MRS e, &
TUHFEM M Re X2 IS s
TR A B EAT IR 6

acute transfection
FEHR AL
FHHAFE YL

acyl carrier protein

BEHAER

(Hi5: ACP) —RAE KB i i 1R TE
W, Be 4 A IR Y B
i ACPIREZE, PIAEAIZYH TN
U3 1 PG VE 25 A0 2B R

adaptation

BN

— ANEAR G D BN R85 AR fb BT AE )
AL, X Pl A S I R O A G (3D
WA o XA T T RSB
i R T S B . XN T
1& N (3735 18) (acclimatization) .

additive genes

fnEEE

S A L AL 1) 3 20N 2 AT % 1 S AL A
AR, WE L, eI SR
WAEKI N £,

additive genetic variance
iEEEAE

AT IR DY 3 IS R RN, R
ISR AR = . e AR T BT
WLRAEH A EEJoE R # . HiE
YRCHBMENFE.
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adenine

BRIZ NS

(ZE'5: A) 41DNAFIRNAF] — Fii
%, W.: BRE (adenosine) .

adenosine

BR¥E

HHORAEBRIZNE  (A)  F D-#Z#E4S &
BRI REE . AR Bt EAR AR AR B ER B N
AR, W =REERARFE (adenosine
triphosphate) , ARIZIZHE (adenylic
acid), BiSBRES -=HBiER (AATP) .

adenosine diphosphate (adenosine
5'-diphosphate)5’
ZHBRRR E (48 5:ADP)

. ZHEERARE (adenosine triphos-
phate) .

adenosine monophosphate (adenos-
ine 5'-monophosphate)5’
BFR IR E (4 5:AMP)

. BREE (adenylic acid), =HEERER
# (adenosine triphosphate) .

adenosine triphosphate (adenosine

5'-triphosphate)

=REERBRE

#i5: ATP) —MEEZER, ©2
JTAT DRI A 2 e w2
YER— R E BT I) T, ' AERNAG K
R . ATPHBREE B — A
WERR LA R, N R L. B
BEN B B MR TP AZME OB 25) S8 157 -
Ak IKERET, XU HE AR A 1Ak
SEEEMRL, B TIN5 - ZREERAR
H (ADP) FI/NEHLBFERMRE 1~ ok
HIEWR1 7 T 15 -BBEERERE (AMP)
FIUEEBEEREL, 7EIX MG 0 b #7 fE 5
ROk, AR iE s tsh i . ATP
A LLIE 1L ADPHIAMP B B& 4X. 11 -2

adenovirus

RiRE

TEMG NSRBI H . &I B RN
KI—ZE 5 DNARIR T . IXIR e
CIF YN R SERTS /S (=Rt (R4 S b
I g A — ME R, R
FH 0 )Tl .

adenylic acid

BRSNS g

AR R R [R) SCR], e A IR
GBI AL IR« AH R B AL B AL IR
NS — B M S AR Y O S
1%

adoptive immunization
GrAMERE
LA G g5 1 1 S 2 0 1) ik B2 4R B Y

ANEB sk, A Ja 3R AT
.

ADP

T EBRRRE

“#iRIETF (adenosine diphosphate)
(REEEE

adventitious

TEM, BEDN

H IR S A R 25 44 o B L i A 2R N
MAZE, DL HEFZ MO AT AT 4n
WO B 25

aerobe

WFERED

i B A R AEAT I E Y . R LA :
REMEY (anaerobe) .

aerobic

FEEMN

H AR A REIE 8. B, 754l
PR SR e AE AT
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aerobic respiration

e
MR EAS SRR . T
SRR S TR TR 8 A A A D AR
RUK, RIS REBEE A2 RE R IRR I

affinity chromatography

FEFELE

i bt DU = ¢ T A1 7 T w2 81
Al AR T O I . IRAHEE T —A
FEAT AN T (AN S T 45670 1)
MR R TAlE. W SREEMEEE
(immunoaffinity chromatography); &
EFEF&iLi% (metal affinity chromatog-
raphy); #IFMEELZE (pseudo-affinity
chromatography) .

affinity tag

EMRE
ERRT—BREd BRI RERT Y,
CREMIZERRMAMLER S . XA
FRAE T LS R A 1 il B I
B A o 8 SR JE T S8 e aliAk . ) 3L
il: @i{LFR%E (purification tag) -

aflatoxins

HHMESEH

—Rh LR R, ERes S
ZIDNA - H BRI IR % . s A 256
SEOPE IR RE . e
TE T RS B R R BER T

AFLP

FERBERESEE

Y1 A B 2 251 (amplified fragment
length polymorphism) {1455 .

Ag
R
yisl (antigen) K45 .

Agar

by

—AONLLEE MY (L0 SRIR T
HIRHERC I SRR A . ik 2
) S Y 3 e TR BE OGS BT s 7R SME R 14
AU 5 o

agarose
IRRETE
T 0 32 A U)o

agarose gel electrophoresis

IRAR TR AL K

— ML DNAFIRNA S 1 KN K e ATy
BB I, SRR E T
T BRREHEBE Y o

aggregate

RE (1)

1. TR TR AR B AR R A BT T B
PeslilAlbe. 2. HHAAHUDES (1 40 o e 1k

fISEAA, Ll 2 1 1) A s 4 273 s A i
B 3 MRS TE I B, iR
FIRHE I ALERE (b bR 4. —Fh g 27
SR, Herp AR AT BT LA O
AEYTE

agonist

HEFH

MY BERECE ML LY T
B BAT SZRAL R B . X A
YIRITE BCRE S | A A0 PR Xy S o

Agrobacterium

TERTERE

WP AE, BRI N
LR R . W RIRTIBERITE
(Agrobacterium rhizogenes) , 1R L1E
RAFE (Agrobacterium tumefaciens) .
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Agrobacterium rhizogenes
ZIRTIBRITE

— i 8 T B A A B AR AR 1 40
W, R R R S B0
FEABL, 3 2 P 40 BT R SR AL 1) 35 A 1 T
T 1] A A0 3 N JBORE 1) 28 35 4L 1)
S I o XA Rk T 1 A A 4
i Al NSRS R, (R S ARE I
RABNSHLREML, KR L5
AT B Y LD, X N
RIREF 2B MK BESE EW
PR HE -

Agrobacterium tumefaciens
RELIERITE

Pl RE | LA ) T Al R . S
YRRy AR R — M, RS
TiBRRIDNAT — AN Fr Beddi A 215 1 1) &
EZE . 6 A FIDNAF B RE 5 8o &
20 J ™ 2 IR IR R O R S () TR R
B — il AT S AR B AR I P . 31X
T DNAFE R AL e T A ] T A K]
TR, W: T-DNA.

Agrobacterium tumefaciens-
mediated transformation
RELIERTEN SN

Y kB ), IRELIERTE
YDNAF R B . b f ok &
EEAL 1 —F 5.

AHG
MM AmKER

Pl A9k 1 (antihaemophilic globu-
lin) M5,

Al

AILIRTE

NTH#K; (artificial insemination) [
45 .

airlift fermenter

SHXELEE

— R AR EBEEAS. SRR E
AR I 5 T ONE N T TR AR B R A
BRI B, A 43 41 B 5 SR
Go X, T RN AR N A A B AL B
SR AR, BB R R SR AT A
ANWIHIR

albinism

BiLm

HAEY R B RiEE E RTS8, B
BRI sh 2% T S BRI B #56
R, AR I M 2R R .

albino

At

1.8 5 DA 35 2 B0 A DL AR (25 B S I
%, WhBakfE. 2. — M SE gk
R I BRI SR

aleurone

Wi =

RIFh 7 BRELER AN E P i, ik
I 5 WL i R B TR Ay

algal biomass

BEEWE

FRAE I R b A 7GR 2 L B A A )
(el Bk B RR e e Jm) - LA R i
Pse ey, IS WEREN s AE N
IR

alginate
mEREL

RNLIEZ 20 eI

alkylating agent

BEALF

—RAeE A (T, 4% Mk
FWG, AT bk B B IDNAF ik
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Jh b —ERAEF] (R FERTR 4
g, 455 HEMS) & FAERER.

allele

EMER

T — AR T ERg
W, BEANEE AR AN GE A L] (A
FEASEASRAT A, BRI REZAH
D) o E—ABEERPy, — IR TRE

G BRI  HKE
RERIR, BRMESILR LIS KR, &
WA I B RN FE T, A
SR SRR G K, W &
SEALFED (multiple alleles) . [/] il
S (allelomorph) .

allele frequency

S ERERE

AN AR P A5 A R DR T A R 4 DLE
PA—ANBEAA PRy 5 A7 R TR S5 A e PR o o
R VR RPN =

allelic (adj)
EMNERDN
W SEEE (allele) o

allele-specific amplification
SUEREFREY

(Hi5: ASA) —Fhm IR R B S ERHE
KRB, N —DEBEERSEY .
— AR S> T KPR AT L D] 2L 2
DRI 3 B JBURTE 52 B 5T 0 v

allelic exclusion

EMNERHEER

T AT 2 Bk B 40 i AT — AN S5
DN RE R R C A DI Re B I 4 .

allelomorph
EMER
. SERLEE (allele) o

allelopathy

LRAER

TR T 156 43 i A B4~ ) Tk A0 1 5
G W AR T E G, 0 Ty 28 Rl 25 40)
i

allergen
—Maes e R R MR,

allogamy
SR
M e S . 0. ZHIER

(fertilization) .

allogenic

BRI

EARJE T 7] WA E 2 AT b s LAL
A Bk, A —AD N AR L A 5
T3 A NI S B R T e A
L2 R, A EE K21 25 7 2 R
.

allometric

REEKDN

HPUAE T — 8o i ERIRE S 7 —FE 5
G H A T A > A A

allopatric

NHEXTEEN

SV EAEDAT RTINS 5T, JaAE
TEAF . 43 TR .

allopatric speciation

SR K

¥ 42 /DB Ay A DA S B I 2 S B R
JE B

allopolyploid
RiRE &K
fig A Z A MAEYIHAT R B R
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JLEROH, & A RIESEEK (au-
topolyploid) .

allosome
SLaiR
PEYetiA (sex chromosome) (]| X i

allosteric control
TR

Il ZTHIEAT (allosteric regulation) .

allosteric enzyme

TG

— Pl B A PR 8 A A R S5 A T S
— gk RATEYER), AR TG
WP AT AT R M 2 T
B BRI B IR, W UG BOR T
R B 287 ) SCREAE DAy R st ), e A
LA ) TR A, XS T
FHPR R [/ . F2UEE (alloz-
yme) .

allosteric regulation

LTS

FERXFHEAL TR T R b, N BRI A 4
F 45 A BN BRI — AN S NG T
— L RS

allosteric site

TR

Bg oy 1 B —Mr i, RN s 1 BLEE
T 5 G A BNZAL AL AT 5 0 B 1
LG PE. L #3% (conformation),
Bk (ligand) .

allosteric transition

Lg%

NGy RV BB T2 18 )3 R AH AR
ASEEARMAN SR, XS X
SR T EE AN Ay A AR
.

allotetraploid

SIREMEER

— M RIE AT A A 2
4.

allotype

Bt EkER

AR X PR e o el 2 1) — 2R Bk
I f B A R SR YT
I3 Sk

allozygote

S8

H P AN AN [ 1) 5% A 45 A 3 B 2 A 1
A,

allozyme
SEEG

I: THIEE (allosteric enzyme) .

alpha globulin
a¥kER
W: 455%E (haptoglobin) .

alternative mRNA splicing

A FEMRNAST

i A AN B ) B SR R 0 AL B R
AN ¥ B F T % B AN Wl mRNA R 3%
.

Alu sequences

AluF3

— A AT N ZEIE 41 1300-bp K 1 15 &
BEEJPH . BT LLXFE A 44 2 KR AT
feEHBRBITERIEE Alu | KAREIERKZ
DNA &G R H 2k o

amber stop codon
IRIAKLIEF
UL: #1177 (stop codon) .
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amino acid amniotic fluid
SER Fk

— B & &S (-NH,) FIRJE (-COOH)
(RIA6 Ao R o il ZEAR K A, 2070
2H B B BRI S R R R AT A XA
WA : NH,-CR-COOH, JLriR%} -4 Fi

B R R AT K =
(annex 3) .

aminoacyl site

SRS

5. ADL)  RZHEER LRSS

A, R EBERNAZT TR 45 & (A7
Mo

aminoacyl tRNA synthetase
RELRNAS R B

B fiE L BB ER 5 FURr 22 tRNALS 5 (1
.

amitosis
Toet sy 3
MM (A Az AR — o3 =)
=, TRk Ry A R A 26
A 2 3R R BN TL . Res
B 548 1) ST HEPE AR DL REAS DR KR AN

g

amniocentesis

ERERTF IR

MR 28 LB W) ) SE K R, LL3R
INURG L AN K A 7= 1T 2 Wi o 15 5% I A
1) 40 B A I S B R A B R 5 AT 2 A
BB (i, NS ICER & e R
2D .

amnion

FRR

S NESI D) TRAT A R0 A4 P 1)
— A ph AL L 1 R R A R,
JWR IG5 Ry o

1 S HME S R 3 78 S I R I A
WAL IR IR 1T A B A2 L o

amorph
FEXRE
AN PEEE N Ty fe R 5EAL o ) SRl

THRZE  (null mutation) .

AMP

HBEAERARE

FRIRTF  (adenosine monophos-
phate) 1455 .

amphidiploid

W &R

FH Al ) P 2% ol 58 @RS H on 3% 1T 1 1 1)
T H AR I X Bl 24 Pl 2 i FilR
Z1ER.

amphimixis

AR

PR EE S e S B
FHRLEFE TR

ampicillin

FTEER

—ME R RERMMIESR, el T
0 MR (L B L A AR K R
EEEYEERIC

amplicon

T

DNAF BV 1= 4) . W. REEHER
M (polymerase chain reaction) .

amplification

¥ig

1iRE N BEEmEX R LN —4
DNA T B V2 4% Do 2 350 40 v (T
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) Wb BlnAEER), HiZ
I BRAIDNAKI X 4 FIDNAELZE . 3. JE ik
LI —NEEDNAF A UL
RN .

amplified fragment length
polymorphism

TERBERKESSHE

(4i'5: AFLP) FR&ITEMIEGALFE JDNA
R PCRY 1Y J5 7~ L) — T DNAR
B FEAEA— RN, A T A FRIE
/N IF 2 4 14, I LAAFLP I35 n]
DL LUK R 73 #T o AFLP ) S ZREAIE
SEAE VAR A 1155 07 BT RESRAG AL 2 1)
PR

amplify

g

B4 — A DNAJF Z (45 DU H . ol 3 4k
HMEDNA T BU A N 31 52 BE SRR ) 78
T A S G B ) v, BUE R
4 B8 & B SE I 21 )N DNAFE UEL () )y
5.

ampometric
L
W BILFERE

sensor) .

(electrochemical

amylase
IEAES
AR TIZAFTE R HEAG R K SR (¥ -

amylolytic
53 RRIEMTHY
TRBEE IR 738 A B 1) E

amylopectin

XHEEM

A REFR B A N B B, 2
TER AN T K IR 23 o

amylose

BiEEH

H1100-1000- 1l %4 Bl ik KL 4 R 1) FL B %2
B, VR TR RIS 7)o

anabolic pathway
ARRIERE

AR — R EE R,
anabolism
A RAK 5t

FBRACB A T2 —, i
RIS ZATHLIY T KR

anaerobe

REEY

PSS N AL EY . R BF
S4E4 (aerobe) .

anaerobic

R&Em

FRATAT A% . BRI A ) 2 sk R A e vk
PAFEA T — R ERBE AT

anaerobic digestion

REHEK

FRTE TS T o iR S L2 o A2 .
L. FTEPME (anaerobic respiration) .

anaerobic respiration

T &R

RN A IAS SR, YR
o AR SO e . A
ST F )RS R, TP R 22 o)
fEAR S ALy LT

analogous

B IhHY

TR U B0y 1 iR P AE 2R 1T 2R T R
EARABL,  AHEN R BAS ) 1) i AR
AR5
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anaphase angiogenin
Eeiifiiabs B =Rl MmEERE

EEASBRBMATIN, TREOHE
AR P (SRISIIPING) B
AR, REEBETE R, BT
KK

anchor gene

Y =P

i — I e (5 4 1) M0 2ER I 9 2 L
P LT AL IR, DR AT AR AR
iE.

androgen

b

i 4 ME B P v ) e v B ) 5 MR
AT IR . AR AT
B o

androgenesis

R ETE

A S R BT RS . 90 AN k%
RE MK AAE, (L0 F5HE, Mt
R I, NFEREER  Ghr=
Tl B 21 ) P 0 P L SR ) S A
4. W: TEZEEFE (anther culture), I
%435 (gynogenesis) .

aneuploid

eI

Fa— A WU SN L A5 R R AN [+
BHMG O FFE, JEE AN T
T 5 IR BAERYH AR e,
TEFPPEAR MU A5

angiogenesis

MmEFEAR
KB B E KRR R, E
P LA A AR I I 1R e R e XA
TR R 2 S T A 0

NARPW I AN 12— B TR (E
WAFOUR) AT, A AR R K
5 R AR IO R A KA K

angiosperm

WFED

I — 030, BFRETH Y,
MR . ot FraTh, XUSZRE IR
TS AT IR #e T
AN EEERE: R HHE AR FATE
., W: BFEY (gymnosperm) .

animal cell immobilization

B4 4 B E 7E 1L

N TSR ERE LN TRE
B, 309 f [ T — 2 [ R R
TR A ) — MURATE T
g4 72 A EEtmER
B, i Hahan e rm s TR ER
TEREE 53—, B2,
S w A fu 5913 2, Frile
TIARREN 52 Tk & B2

animal cloning
BN bE
W: %FE (cloning) .

anneal

R

B #BIDNADRNAE 2 S5 11 1M )7 51
Biixt, TR AUEE 2 B E BRI L e . @
. Xi: T (denature) .

annual
AEm
1. (adj:) FERER), BEE RIBS—F KR
Mo 2. FR—FMEYITE—F NN A
W, W. WEZER (biennial), SEEH)

(perennial) .
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anonymous DNA marker

E ZDNA%RIE

— R BEIE LY A S T ) (T DNAGR
i, ZPAIMTRE (WERA L) AR
. 2 DNAFIAFLPAS & 8 (1)
ZDNAbRIL .

antagonism

EHER

TRMRI YA (PLn s sk dn i) - 2 i)
FAELAE T, JLEE AL — R LW ik 4
Kol o3 — R amal . e i) 2
A (synergism) .

antagonist

B

eI BN P 5o FERS Pl 2
T, RO A 7RI 5 2R 2 RN
ANTEAT E SR RN 2

anther

i)

o FoN R SR E A1 R N 2 i R B 1
e =R g

anther culture

g

AR B TE AT W R 7%, HIY
SR A ETE D N T RS
PRREAK

anthesis

FFIEHR

A 257 A B A ThRE AL K i
.

anthocyanin

wEER

—RIIKEE R B R B A ECE AR
P RN ZR, AAAE T IR LEAE D) 40 i 10
W

antiauxin

HEKE

—Fr e T EREN R0 5,
A A2 R PR K R S 2ok
SEHL . —HeTA K& (Hhin2,3,5- = fill
KRN (TIBA) F12,4,5- =& K%
JEESR  (2,4,5-T))  RES IR RAMETS
B, AR R LR TR A
K

antibiosis

MmEER

e~ NEHRN A K EZE 22— Fi i
5 e SV IRENTIE IS

antibiotic

MEZE

—HRRARMELN L&Y, Redifl
HELCFL AV K B R EAT . Ak
FALEE S L)z T 40 s s B 4
H 2 41 B R R AR P i) T Bk A e 4
PRI,

antibiotic resistance

MERME

FRBUAE P AE BB A2 28 D s L N
H £ 1 he

antibiotic resistance marker gene
MAERMERCER

(#i'5: ARMG)  7EREEE B L Fa b F AR T
TERRIC IR DS GELHRIUE T4 ), Ptk
b DR B A 540 M AE R A 55 i LA
FIREE ARG TR o IR LEHE DY AT 8
2 M FAE I R R L 0 5 LA R N A
Y CRel e efEy) . (HIEX
ERL AT R RAEH, By AT 40
B H AR TR I RS — TR = PR
REETERIN A . K. R
EZMMEER (kan), HEZMEER
(neo”) .
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antibody anticlinal
7R TR

(45 : Ab) —Fhibk B4RA 5 PR B2l
N FE A e R R . BRI PR N
RE VU — R PR i — A LR ER, AR
JEl N 5 HRAER, M
BRPUE A F bk TRLEIQG R IRAE /L T
Mgh T T REME. W3 %
& ¥ E B (immunoglobulin). l.: #%
F£4714K (monoclonal antibody), %3
F&41{K (polyclonal antibody) .

antibody binding site

RS SRS
AESIERERBERNM M. W B
#MNRE X (complementarity-determining
regions) . [l Xid: IREFMIL (para-
tope) -

antibody class

HikER

IR IR N7 AR I = 7 R /I N
HHERA . WiFLSh D Pk TR R
#: IgA, IgD, IgE, IgG, IgM.

antibody structure

kL

TRALIRIN 7 T ik, 2 P 4k o8 A AR I
R BE. IS eMER “Em” B
RN ASTRLS S A A . I s
RSB —MEE XA — AR X
N L R e S5 | ) i R 12 ST HE 71 N A 121
Ry N il T R I PES S Z LIRS
PTAA I o

antibody-mediated immune response
AN S %% R M

TRal s RGBSR SMRETRER, B4l
WA BT, RPN o [7] X
iil: R%EZRE  (humoral immune

response) .

TREABESI BN, AAEE kAL s 24 T S
FKIMEE. [ Xid: FRE (periclinal) .

anticoding strand

JE4mAD HE

TRDNAT VR B SRR (1 8E . 53k S5 14
ZIH I mRNA= )31 5 AR i Tk o
[7] i) #E4R5%E (template strand) .

anticodon

RERF

tRNARZ 112 = A, e e B R %N T
mRNA [ Z R F 5 H H AR

antigen

R

T R S S R K 4 (LR 2 A
WIRIANRERR) » DR — HERET 7
FERGE, 4RI BURRE RN VY 1
T BRI AR N 5 R R R R B
i, PR SBBURE ST RS . )X
W: %¥ZEE (immunogen) .

antigenic determinant

MERER

— PP LR R T REAE, RBTE Sl I
I e 5] R R G U A . B Rl
JR P E R, B RN AR I R
B2, 9l RAFGUARR =, B A— i
HUR W B8 S ECE TR PRI R L. [ X
W PURPETN  (epitope) JL: BT
FE4i{K (monoclonal antibody), %3
FE3fk (polyclonal antibody) .

antigenic switching

MRHEE

FEME D) AR BUR YT FE I S0, X
T I B R SE IR, H IR R
4 G R e 1M AR I o
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antihaemophilic factor VIII

PR EF

. MIMAZFKREH (antihaemophilic
globulin) .

antihaemophilic globulin
mMAmkKER

(45: AHG) Mg r, 2R
AU L 8 T [ ) IR 3R 2, B R AT I
TRk I £ A BRI B . P AR
BREE A M RIG I I ACE, N S
TR M 3G SR kA . W) i
Il 7% % & F (antihaemophilic factor
VIID .

anti-idiotype antibody

FUR AR IR
YR A B — R UM, B R S
25 5 PR L W) A N 2 A Sk IR AR
T R IR N (AT VA W s 1 K
S5 g RNV . — SR
IS ) 5 A 305 0 Tt DAL gl 2 3 M 1 75 1) 2k
L@ig

antimicrobial agent

ET

IR A E ) R KT/ BAE AR R A 22 B
AW, W iEFR (antibiotic) .

antinutrient

MEFY

fE BH L7 FE I I WO BRI e &
L7/

anti-oncogene
HEEE
P RERH 2 T A K A

antioxidant
mELF
e PR A RN R L5

antiparallel orientation

REELT

BUEE DNA J I At BUEE 1% 182 7y (DNA-
RNA, RNA-RNA) % 4% #E 11 b R 21 T
Ko BB, PE&EET AR, A
—RHEIST Tl IR SR AR i e RN RN (1)
37 FRERuAHUCHC .

antisense DNA

R X.DNA

AUFEDNAP 485 1) — 4%, 185 AN
IMRNAER (FrLAFRA “ 3”7 ),
ERE R H XA ) A i Bl i
LU, R B A PO dRRDBE, A
B KIS S mRNAM UGS, 61 kg%
(HPA ) FR G is B BB AR 5% .

antisense gene
RXEE

o RE 7 A 5 IR R JE B S ) A 1Y
mMRNAFED] Gl o 5 5 iR Eh F
A RIS DKL) o

antisense RNA

KX RNA

2 5 DR tEmRNAZY T4 S EES 43 T AR
IRNAJT . B fE4 & FiZmRNA EJf
BFLIEFCBR R I EAT

antisense therapy

RYITiE

— R AR R A N TRV, A
F— BE 545 52 mRNA T 4h [ DNAZERNA

JP AR L2 BRI E
antiseptic
HE

LA RE A SEB0 B B B (45 ik ML AE P Ak
) AN AR R R, (H R 2
X S ARG L 7
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antiserum apical meristem
miE TRk 4 20 LR

K B BB AT R SR ARSI i
(Ui PR LS ) o

anti-terminator

MEIEF

—F GE A RNASE & Bl 20 JE S5 5 2% 11
fr Ak ZILESHERR, L4 RET
A LG I S B K mRNA.

antitranspirant

BT

R R AR Y 28 s AL S )
N TE T A (0 B, B8
AT A S I R 55 . iRt
2N A I B T AL, TSy
T B ER R AE .

antixenosis

HedaE

FR— AN EHUEAT ] b —F P4 L ECE
— AU AR o R AR R R S
N B T I L R A DA 2R ) 1 T
1N P b/ IR N GE L RO E AN

apex
RBFH TR, TR
(= N e R R s e R

=/no

apical cell
Toi 2 A
L) 24 BRI T i 3 A 20 R 6 40

apical dominance

TRim L
PR ZE OZF) AR K T
FHI IS . AT L T2 ) R4 AR K
FORMARE

BT AW EEAD ZF ISR« 4l i A
W7 23 2477 A T 25 R AR 1 X 8. IO 3t
SEBARAAGHADAREETHK: —4
AR -AZ AR (R, g0 i
) X 3 285 g — AN AU T
M, A A 1) %A T 1 2 O HL A
BUEK

apoenzyme

BEEEBER
—AARBIE R, TS WL & 4 R
ITAEThRE. BUAH SRR 1 /A e A R S 1A
&g,

apomixis
BIEETE
NERE S E AR R . AT Rk
AR ) v SRR P A I TR PR T R REAE
BERE L3k . L. IMBEAESE (partheno-

genesis) .

apoptosis
HRAT
MR T I R, R AR KRR
E M LE R AR T dEFr FTE

i — 7. BEET X TIR5E, 5
HRMAMNEN R (o R)  5lE
o

AP-PCR

REHLS | ¥ 58 & BBt R L
.. BENLSI MR EEEREREL (arbitrarily

primed polymerase chain reaction) .

aptamer

ERR R

—FPREL G BR e o (R EEAR)
EZRZ TR T .
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aquaculture ARS

K= BEEH R (BiF5)

AR AR, AR aE. Kikg) ARS HIEEHIAE @UPH)  (auto-

Yy, W FRBI L BOR ARG -

Arabidopsis

EN PN

— AR IR . FERES,
PR T AR, O
K41/ B2 gl se el iy . B2 595
TBAL A DA S HHAR S T

arbitrarily primed polymerase chain
reaction (Abbreviation: AP-PCR)
BEHLS M3 A B R L

—Fi H ok 77 4- DNATR 8L B i 1) BB A Bl
SERL. MbH ARF I BEHL S k5 1
DNA[E Z IEfH ) B . UL. DNA# 15
B4 AL (DNA  amplification finger-
printing) , DNARE#LY 1 £ 75 1% (ran-
dom amplified polymorphic DNA) .

arbitrary primer

REHLS 149

—MBERERERY, HFIBpLL S
MA R — e SRR . Kk,
XL Y RE Y B HE TS L PRI DNA JT
B.

Archaea

HEE

TGN R TEEAIREE (LR AR AL)
P — Rl g B Ak e 2. X e ik
BEAN R — B 8 T s R , AL LA A2
Z R 20 Tl T8k .

ARMG

MEZREFICER

P Ebrid &P (antibiotic resistance
marker gene) (1455 .

nomous(ly) replicating segment (or se-
quence)) 47

artificial inembryonation
ATRERRHEN

HHET AR T BOlg W IR e 7 2 ME 1 52 7R 4K
Wo BEHMIMNEIGBOARII AR E, AT
SRR T RESHURA T4 .

artificial insemination

ATREE

NTH (45 AD . FES ST
FIE ARSI, AT A 52 22 B A 7T

artificial medium
ANTHEsRE
W: ¥EFE (culture medium) .

artificial seed

AILFhF

— PRy AR —FE R AR R EE ) L
T AL 11 A (1) AR 2 B AR

artificial selection

ATLiERF

M—ABEOR P B — 2T — Ak 2
A EARTERAA AT Bl FE

ASA

SNERFRMEY 1S

ASA A AL L PURE PR 8 (allele-
specific amplification) (14575 .

ascites

g K

FRBERTEIE I h AN IEH SRR, e il
AR A 1 —Fh KRR . (F BRSE P&
PO 0, ¥ 23R AR E /D A
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W, IR L, R, H
[IBESARPEAE NI EL S PR i
IR 7 3T AR

ascospore
FRET

R E RS R FE T A
T

ascus (pl.: asci)

FE

—H CrRE N 70 B B A YR B A2 1
AGhEE M, TR AR T

aseptic

ZEE Sl En. LY (B
W BRI, (HE — A
i, UHACIEEER) 531,

asexual
TRy
A KR oy BANE F 45 & 1 Bt

o

asexual embryogenesis

TR & &

W {RZEREAERR %% (somatic cell em-
bryo-genesis) .

asexual propagation

T EE

TRV ARG AP s TR Ak
S 3G TR TEE AR 5

asexual reproduction

T ETE

TR J P VA 5 40 0 1) T I B Rl )
L. BT RGN Ak
WA BAE . TR, To B
B IR (B kK, B2k,
) FOFT T )k s AT I

A-site
SFEALR
AEIEAL N (aminoacyl site) 145 .

assay
Wl WE

1. Bl . 2. WIE R b PR e ) T
PR ORI A B A T

assortative mating
Bl

FRIEF RN SR A HEAT AL «

assortment

]
W: 98 (segregation).

asymmetric hybrid

PXFERZF

T H A S A A 2 TR A R R
BIERCI Z R g i, 7EIX AN 2% T 4 g
e, o — AN R e (R AL 2
ATEA Y, KRGO AR E K] e IR
SHECH AL B 1, AR H
R

asynapsis

N

IR — U3 24 i 31 1R U G (AR 0T
R s 73 R

ATP

=HERERE

=17 (adenosine triphosphate)
45 o

ATP-ase

ATPEs

—FPREKAR = BEERBRE OB . /KA — A
TR IE A I JE CADPRICH U IR £, KM
FEPIASTERRIE A N T S AMPFL R AR £5 o
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attenuated vaccine

BERHA

F&— Bl b 9 B 2L W i I 99 7 1 I R
&, AR T A N RS
PikBIRE ST . W RiEFR (inactivated
agent) .

attenuation

H=RAER

3 1 R A% 40 o BE R FRIE () — FhopLE], B
ER Y& IR T

attenuator

FHTF

R TRUGIER (R #JRNAKD) 5 3l
BRI, E TR
£y B R AT 1

aureofacin
EEHE
& (OBE 7 B PR 1 — Bl LB 1 LA
F.o wnl DUE kA ) e B B BT IL e 1
Ja % .

authentic protein

BEMEH

— MR & RREANA BN ELE
(SO R e I R e 2y S

autocatalysis

BEEL

R RN, RN AR R
I HEAL A o

autocatalytic reaction

B SR
W: BE#EH (autocatalysis) .

autoclave
BEZRRER
—RrE IR ERREE, EREN LI

B inhe, M RT A&V et AN 35 38
SIS HEATIHE

autogenous control

B &iEE

FERE - ae ] () sy
o QEE) Hgmid B 1 &L

auto-immune disease

B &R M&RR
REHE S REARG IR, FEH
PR A S OHRIER AN T (K

HOHmE) K.

auto-immunity

BE%E

R SR BEALEIE L, B A S
N MR R

autologous cells

B {40 A

M= G EEUH ., 357R (8
IHRRE, WVFAEEAT AL B2 5 T
B M3 G AR

autolysis

Bi&

TRANNE . 20 B & B A SUE VA AR I 10
YEHTR B RSB R I

autonomous

BER

A LA AR A AN 5 22 AR R A B, e
i H EATE DI RE M AL L. Lt B
BEF, e RE g B — ol i 1L B R e A
.

autonomous(ly) replicating segment
(or sequence)

BEEH R (BiF5)

(#i5: ARS) HEWS BRI SCHF R (k5
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R S AN A AT

I AEAT EAZDNAF A1 X0 B e AE
BN A E

autopolyploid

[&)18 & (&K

Fig B DR 2R ok 19 AH ) Bl LA IR 56 1 2
ke TERVRDURE RN, BSR4 G (0 AR
AVUAFE DL, T LA 25 1 2
(B DU (DU PR PRTC NS R e £
), XA IR 2 M E A .
SR, B AR ik £ 23 24 B mT 6 HH B4
FE, SECEMERRAG, il Loy
{18 ] 58 DY A7 A4 42 ol 7 A P A I 4 PR A1)
VUL AR T 1o

autoradiograph

mEtB RS

— P BN LR A ARJE BT B VK
o3 B TS VR SR L« A B A AE R
PR T OB 7 7 e A2 3R i 4
WA I BRSO .

autosome
BRElk
PR @R M HAL R (i

autotroph

BFREY

REAE DL S A B 0 B IR R A ME— Bk
B, BRASPTHEIREY.. ET
AR R, T A B DL AR
LT AL FE PR e . R
idl: FFREY (heterotroph) .

autotrophic
=E73: 0]
L. BFEEY (autotroph) .

auxin
BEWMERKHE
—RMYERIATT OSSR M kE N TH

KD, BB EANML R B DREF
T et R i 5 2L LU OITAE .

auxin-cytokinin ratio
ERF-HRSRRILR

TR AREFETERINAR S
ZLEMARRT L) o o 3 Y R R Y
AHOR T 8 2 56 Wi 25 AR 22 1) 19 2 K L
.

auxotroph

EFREREE

b SRR R A AR AR I S AL 4 i
s EATAR R IR SR R
B, AN IMSERRE E I, LN
B EEREA LK.

availability

AT

SR TR WS, LR
AR .

avidin

mEMEREAR

HiE A S EYRER SR EE
H. arKERA SEEMRRZ 0.
RS NS 8] Ay B 2 4k
R TP

avidity
EZ )
PR AR AR 1M 255 0 B

avirulence gene

TEEE

(HE5: avr gene) VFZHHY) F A RIEH,
B BB T A A R R (1 TS T T B
BAEHTIE ., 10k REE EIR1S 2 DT 195 R
T AR AH AR, X LE A e % iR
SR I AAAE . NI 51 K — R A G 2
FERRIEF I — D S EIBUR L .
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avr gene axillary bud

TEEE e

(avirulence gene) HI%i’5 . PP 2R W) A ZF (lateral
bud) .

axenic culture

dEETRY axillary bud proliferation

ANZ AN R R A R R sy BREFIETE

FRd . —BOkUE, OCGRINERE—A  FR SR R A G5, (kI
Wi . A3 IR ke T B S SE (asep- 2 (AR KT 77 28 K /B

tic culture) .
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R S AN A AT

Bb

B cell

BZm A

— A H A (WFLBh ) Rk G (1
20 PR, RENE AL AR I E 2 (4 ik
B4R . BN T 24 ST T ek
P ST RN, )k SR 4R BELFN G i 2
SN L Vet o 7 N o M i P
HEH (B lymphocyte) .

B chromosome

B &K

—MAETE TV 2 429 GEH RS H) A
PP RN et A . e AT LR I B S
kN, R LT HFARE S H N
RKIULEH . AR B RS = 5 AN
AR, FH HBYL A B A7 AT ] DI
S8

B lymphocyte
Bitk B 4H A
.. BZEAE (B cell).

BABS

EMERAESLR

biosynthetic antibody binding sites)
IS .

BAC

MEANTLRENR

bacterial artificial chromosome) [f]
445 .

bacillus
HE
TEARGHFI—Fh el E .

Bacillus thuringiensis

HEEFHEFE

(55 BY) —FPRE " AEA L L 7t
AN B, X PR O R F
)RR, R A HUVES R
R U], Herp— S SR R
P ED RS T iR 2

back mutation

GRS

LEFE DA U S AR A b R AR R Al Lk R 3
WP A TR B 11 T F () B IR AR

backcross

B

—MME S ERESEAR . — B B b
SR SR AT 242 A B G AS, B [
AT AL G

bacterial artificial chromosome
MEALEEIK

F8 BEH ok v I K I DNATE A B (718
500kb) [ Rk, L. BEBREATSE

{& (yeast artificial chromosome) .

bacterial toxin

MESH

TR i AR E R, BB EFET
&l (Bacillus thuringiensis) =/E[#Bt&E
%.

bacteriocide

RER

— Rl IR U AN TR 40 M 1A 25 ) T 2
il

bacteriocin

MEE

FRIEAANE R BT E T, REE
T HUAH I B 22 R 4 14T
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bacteriophage

fERES

(4i'5: phage) REE LIRS . B
WA AE D e EAR. W A
WE{K (lambda phage), M13.

bacteriostat

B

— B A 00 1) B 2 A R AR K B )
Jito

bacterium (pl.: bacteria)

M

— Pl A B SR AR, A R 4
. FEERPMSRAEZREE
iEo Ty AMBE AT DR 6 4 ) 7 Sk AL
REE)  FUBAR  BRIE=8KE, FIB=HT
B, IRTE IR, 8 SRR, i
FERR=IR e, 224 kX .

baculovirus

FIRmE

— IS AN RS Al i i PR 3R IR I DNA S
iR RARRE. At HWEBSG K
WA A ER S S HI50%, i ol
LRI & UM E B R, BT AR R ]
HTH B2 WA I

baculovirus expression vector
HFRRERIEEMA

(#i5: BEV) HEZul BEPA 0sE AR %
B (TP AR F P B I 2E)
NE TG B Ny 5555, A TR Ah I
KEHNEBE SRS .

balanced lethal system

FERIERS

—AMREF R R GO AR AL AT B
FHCEN IR RS AE— A0
MRL KT A SRR N, S BUER
A HMAE G IRG T A BEAAF

balanced polymorphism

TEEEUR

T ) AN ST D ORI AS BUE 211
el

bank
FE
.. EEE (gene bank).

bar gene
ETHEE
W B CMER SN (pat gene) .

barnase

FHATE R VE L S

— Pl G R AN R TR I o 1% DR B A
W FEAEAC L T RIE I 2 7 A — P PR A
A, T RAa LA AEF e il . e
M T AN 1 2 D] 284 ke (R E AR AR b 1
THB e S A AT M E AR . AN E IR IR
JE R R 52 E M AR MR BR BRI FI 2 B
ik, BT CUAE 06 B SOnT BUH Bk ik 2
B

barr body

B R /ME

J2 e W L3N P A0 A T — R SR BB RR
MRER IR, —&KJFE WM. BiEEm
X-Jetifk, W: FIE#ME (dosage com-
pensation) , f££i=1% (sex linkage) .

barstar protein
FEMTEZEZEREEIIRER

Pl TR TR A% B AL TR (1) 22 DA o)
o

basal

B, BAH

1. TSR A B RS, 2. AZUE
TR FEAR LIy S HE IR AT
AERAR A
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base basophil
wE M {2 4L 440 i

R BHBRAZRNA 2 —. 1
RARDNAUEIL T PURRfgIE: A (BR
EI2) MG (BIEK) DLALmEC (Ban
WE) AT (RBREALE, 5-HSLPRIZNE )
FK) o /ERNAH, THU (RMENE) AR5,
W: WEXT (base pair) .

base analogue

BB ZE A4

— R R AR R B W e ik, 54
TF TR BE W AT AN [R), B A N B AR
o e R BRI .

base pair

AT

(465 bp) BRI WS 4 W Ik — 4% I
(1 RERG I o) — 4 B - (K R IE 2 ) F R o
S AR E IR HES K. DNA
HALETHEON (RNAT 5U), DNAFIRNA
HPGHR RS CRCAT o AZ IR 2 T 1K K 8
IR0 e & B L X (B

base substitution

WEER

FEDNAZ; 1 — ANk o — ST I
fR. W.: ¥ (transition), Bi#t (trans-
version) .

basic fibroblast growth factor

WU B A YE B K EF

#i5: BFGF) W: BNAFHELEE (fibro-
blasts) .

basipetal

M EH

LEMT b TR LR . W ETR
B9 (acropetal) .

H 2L B T B M 2 Y — Tl B 2 B

batch culture

SitiEsE

FE— PR, Al B e AT BRI
WRPRRE TR o A KT L A KA ST
2, BT AR ERAE [ — I Rk . D
ELIESE (continuous culture) 7] X i :
St & B (batch fermentation) .

batch fermentation
Dt & B
. 9#t3EFE (batch culture) .

bench-scale process
IETFHERENETZ
ANFUBE SIS S MBI L L2, WS
RIEEE .

beta-DNA

[3-DNA

H R AL 3w 77 AE [IDNATE 3, 24 T8
HE.

beta-galactosidase

B3t

Rk B AR, RE A A FLAE A A
ZRERIEFURE N . B2 I/ DNASE B
(HIFRIC -

beta-glucuronidase

B-EEEEILER

(HE5: GUS) FaXeman ™ Enng,
REMEIL— 251 B2 B R 2. th
THD RN R TCBEE T,  Br LLiZ a0 v
S BB DR 3 R O e R R R A0 1 4
HHE
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beta-lactamase

B3 - B f By
E—RREER A T EENTEER
PUAE W P T i 3 R 48 A A
I, Azl e, Jf
AL A0 B A BE 2 R RN
fFAE. . EEIRICEE (selectable
marker) .

beta-sitosterol
B-AEEE
.. HEYEEE (phytosterol) .
BEV

HFRRERIEEMA

baculovirus expression vector

=

5,

4

BFGF
WA K EF
basic fibroblast growth factor [1]4f

=

5,

biennial

MELEEY

i BE PN AR I [R) AT BE 5 AR A R
L//B

bifunctional vector
W e E IR
L. FREFIK (shuttle vector) .

binary vector system

W H IR RS
—MEEHANREMRFENSE R
AR R F R I 4l i b S AN T-DNA,
[ I S 388 s T IR 1A P o L — AN
R AR ERE (7 IIT-DNAFER)
PN I T-DNATL L. BB FRIC LA
B FFEEREHEIA

binding

&E

FH T3 1 2 100 23 DX 3 R RS At T2 AR R A
FE TR BN A T A L AR A S5
IS . X2 M WL AR 2 IS,
LU fn B A0 LR . HLARRI LA IR DL A
DNA— 4 fiff 55 H T Mk < 8] 19 AH A
M. W: B& (ligand).

bio-

£

EE—AIE, HES ik EZA
WA R MBS TS
FRERT, RIS TINE TS, DRR
S B THA T o

bio-accumulation

(EEWEM) £MRER

Fae b2 i an 42 JE 5 DDT, HEA K
SRIREEIS 5 R MK ) 1. 6 L BT AL 1R 3R 85
HABATIAS e & W) s T AR N, AT
FR AR il 25 Wi A B ) b A 0 T
I, A A A H . XAW
ICIRYS NN -7 G N A Sy e F it
YR KA AR . W EWIRMHF

(biosorbents) .

bio-assay

EHE

T RS AN A LR ) T P A
E o A ATV AR R T2
DI E . R R0 BB R
AMAAE A E Ok H TS, %
B eI s s ik il 2
BfE. DORAr, SRR HL g S sh sk
YOATAEIACI ). 2. — b i DA
XPIEAAEEHEAC MR R Ry 2 )
piem Ik PR
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bio-augmentation

cXyE:404
MR PTG —AEoR, Wil
SR T 23 TS G e JI R 2B

bioavailability

MR AE

TRV U RO AP — L) ik
W WA B % 1 o BT P 24 0 45 4 L
Wil Lo, — L6752
HURAC, 32 Ak - 3 (W pH{E A 45 e s
i HOBEAR 2D

biocatalysis
EYEIER
T PR A 27 S N 0%

biochip
a7y
i.: DNA&H (DNA chip) .

biocontrol
EWrGiA
RS TRPaH R, RS
HER IS AL E P B 5 — Bl A= AR K
RE, s i E okl o —F
B, [ X EYF5E (biological

control) .

bioconversion

EEEL

FH A= W) A4 56 B — Bl Ak 22 4 5 31 5 — P4k
W) AL, AR TR
Mt [ A A B BCE A T B R AT
o AW TR 2% K07 IR 58 4r
DN e G I E ST

biodegradable
AT &Y BE R Y
A AR o

biodegrade

ErERE

TR — R & P o0 i ] AL o
YIHIRLRE o 5 G W A ) e it ) ) S Ay
TR K vl A A B AR TR o

biodesulphurization

EYIBRIR

iR FH 40 TR RN b SR A o 22 Sk P )
A ARG HUBE 26 40 1 ] LS AN
(R A A S TV I B R &, X RE A
AfLARIAN B — R e . WL HEWNEEL
(bioleaching) .

biodiversity

E B

BADIAR S PSRRI 2 REE, IR
FhlhH . IS RS, LT
B SR A MR
AR . R RS RS 2R .
[ . HEM% S % (biological diver-
sity), £ SHM (ecological diversity) .

bio-energetics

EEeF

SR RE B AE A LR A AR 30 R 38 1
— 1R,

bio-engineering

ALREERE

RN LA BT ST AL
PRFIR L i S SR ()38 )«

bio-enrichment

EMEE

3G I % BRI Y DA R AR 4 h
15 RN A o
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bio-ethics

EWES

IR —AN 3, BEFR AR
SR S RS e 2

biofilms

EHIRE

A KT R R T 8 A B AR
ZERMRAE T — 2. — HAek
A2 BRI PR A7) A 2 1T 2 T 3 ) BB A T
WA, RS,

biofuel
EPHIESI S ST A A
Blo @lln, ZBE, WsFFEEE ai.

biogas

B

T REREFEE . Tl R 25 5 77
W AR 1 R e A A A B TR AR
4.

bio-informatics

EMEEF

A=A 5 T AR R R, R )
S AW o R 21 2R O L2
DNAJT %)) « 15 BT AL o 1 B 4y
W EY R IFEES. L. EVMERZF
(in silico) .

bioleaching

EMZEL

I AR 05 2 T Al A 2 B4 b 351 1)
TiE NI A 3R A 4 R R
A IS BT R TR MR O™ A
P4, W EHEYL (bio-recovery)

biolistics
BEEEE
— PR EREREA M H AR . XA

RACEELA DS B (BEEE) T
DNA LAy AR ST N LA A2
0 M B A T B AT RO BT LT
EAEE S WHCINEDNA, LI A
JRII T80 RE AR TR A R
M R A . ) il kT R

i% (microprojectile bombardment) .

biological ageing
EMEML

.. T#Z (senescence) .

biological containment

EWMEME, £EWMERE

Fir R A 25 1 M DN SI2 38 45 1) A0 IR B R
Wit fE. MR — R A
RELEAN B A A7 R AESN IR
BEANIE A WA A . ST Ak
i, ARy AR SOE AT
TRk € R A RE LAY, X
Pl oy AT S0 86 5 N RE ks X T
S (AP s, EA]RER
Ji 2o AR IR Ab B R B AN GG S AT I AR
K. SAEFIEIH,

biological control
EWERAA
L. &SR (biocontrol) .

biological diversity
EMF S
L VS (biodiversity) .

biological oxygen demand
SMFEE

(#i5: BOD). RAFAET/KTH—FTE
SUEMRE AR TR A FH T (1 i 2 1)
fe DURE20° CHH A7 I 8] Py 7K 1)
FER G5 . BODAE MK FE AT Yeit
FERI—AN bR, Rl e A B il 1 oL
TPV MR .
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biologics biomimetic materials
£l m AR

i BE WK T 2B W 1 0] 0 1 i 5 g B
XA T TR R X A S 5 R
M.

bioluminescence

&Sk

RFZAR DS (R k Pl VR
Z R L) P E AR A = AR T R O IR
. nHEEDEERETWIREER,
I T] TR TR B0 B A DU

biomagnification
EYMAIER
W (AEWRE)EMENRAZR (bio-

accumulation) .

biomass

EWR

1. FE— A EWRE AR AR A e 2. 1R
A A fit 1k 2R VR BAL 27 o3 A VR 1A ML
Yo 3. f5RIET KR E &M T
HHLW)

biomass concentration
EMRIRE
R R A R

biome

EVER

FE— AN 0GR R Xl ) R A A TR
T2 BHE S G, HIUBRE & 47
LEA AR 1 27

biometry
Mgt
I G 5 0K O3 M A ) ZR G N IR A
AR WA EYITESE (bio-

metrics) .

NI AR AU R AR R B R R
MR . B, REEea ok 1 AL
EBRRAEBBR, OAESHEMNERS
POy e Fibh— etk R n S e AT/ B BE
Bff, BER PR L A R ALy I
f— ek

biopesticide

EYREF

TR FH o 1R 2 P 255 20N T AN 2 5 32 1Y)
2 B ROk KL AW & . BN
WRh 25, EAFETEMBEER, 5
feEsh FHTE A, B A LB
P, Bets bl EMPE R A T Re AL 4
ST,

biopharming

I

FER R R AR AR RN K R ok A AT
WAE AL EH, Rl 2Pl m) S
il: 3 FRAHIZ (molecular pharming) .

biopiracy
EMER
TR AL B L R A 2 1 25 4% BE
WA . XA ARIE I fir A1 2 &
NI

biopolymer

EMERM
AR R AT ROy TR AW (B
HER. K& ZHE) , A5G —E S ek
P (LGB R TERER) . [ Xin]: &
WIEEY (biological polymer)

bioprocess
EHdiE
T80 FH 56 205 4 il B e T A 20 (Lt dn
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fiti. RHERUK) SRS M) FL ki Ak 2
AR FEAS A AL L

bioreactor

W) 2 R 8%

— M EEIR A A, LA AN B I B
Fig e T SE R — AW N . TEH R
I S IR L ) B

biorecovery

Y E g

R 3= IR AR S b 3k A3 A (e
(AR (3 8 B8 R IR AT HLA) (R 7
L. HEYIERHE (biodesulphurization),
442 B (bioleaching) .

bioremediation

EiAE

FERH L) S EOK 2 s Gk
HEYWLRE. . 188 (remediation),
£ YRR T 2R (bio-accumulation) , (bio-
augmentation) .

biosafety

EMLE

F8 18 R e ek 2R W B B AE
WE SRR AL R, DT 8 e AT R
N RAE JE R 22 A 06 3, R I R 970 34

7
55,

biosafety protocol

EYREWES

LU RE F—Bos s, TR
R SZ Y RO IR BE D AR W) v
e EFNLT MR, MR
P AT ) et X S B D A ) i, 4%
73 B 5B FISE 5 SR B TSz
o A XA RIEHNILES (Cartage-
na protocol) il: ¥ BHEEAZ  (Con-
vention on biological diversity) .

biosensor

EYRRREE

— iR ] 1) AR 2 A DG A ) (49
BE. b, fHRRES oA ) AR I ok
MR 2P e i, Tl AT oy
Fror T AN AR S s b5 5 .

biosilk

EYee

J2 BRI 2L WAk (1 A G B TR o B A
RN S vy ot SN 04 = ST NI 95 4 0]
— M E A Y.

biosorbents

A IR B

TR A E SRR R, SN ER
WRAG SR AR 1) 3 F B E D . XA
FETT LA S A T 5E e, BT LS —
FRWBA EN. W (BEYRN)ED
KM R 2 (bio-accumulation) .

biosphere
EYE
HURANR = AT A R IS5

biosynthesis

EMEK

FRiE A A B I R, KR AR
A JFURFAE o

biosynthetic antibody binding sites
EYERMAFESA A
WG PR 2 A A0 T (455 . BABS)
W: BEiE (dAb).

biotechnology

EWRA

1. “FefEFAEM RS AW IRE AT
WIHERT B, HIAE sl sedt Ry 5 i 1Y
FERME LR, 7 (BB A ).
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2. RIS — RAIAFRKY T
A, Lb NS A 1) Jk DR 45 4 R0 S DR
. DNAG BRI ZORE. 7 (BRA B A 4l
U EMHAR MR IR) .

biotic factor

EWMEF

o — e Wik, A AR ISR AL —
i, ZHERAEWITEL, SUZR
RS A A

biotic stress
YRR
FEO IS B e .

biotin

E£E

REAYAEZBI M, R EES,
ML AR RS, [l G 7 AT B
ARG R DT IEFEL T, 3)
Ylnrh A e R 2N AEM R, AW
ZHMEMEERNESEMNZRN YR
FIPEAF AT O — R E B 4 A
o [\ . #E%EZHEH (vitaminH) .

biotin labelling
SRR
BAEIRINESD) 20T b JUHIEDNA.

biotinylated-DNA

EMZLDNA

T I A 3 bl 1 AR R (Gl R
WELE) 5 ADNAZS 1R AR I DNAYY
T bRl [DNARE S EG KOG 55
BRMELG, W RGBS
il e 55 VF 2 AN TR A DL S8
x5, I SEHLbR I DNAR I .

biotope
BERAER
FaRBEE PR AN/ R

biotoxin

EYEE

R — w2 A YE A R, RA
TR R AR T

biotransformation

EEEL

A A AL TR — ol A 255 4 o sl e
A S — R I AR . AR A )
— AR SRR ZE WA AE T, DL e
FH A0 77 o AR P A R .
BUR I A A — R B, BURS
A E U R ) — A ] 5 T e 4 A
T Y.

bivalent

—ihiK

SIS S LR S N 13 N 1 /7 O R ZN
(— ZRETREAR, 5 — FkRETA0AK)
TERU, S VUG AR 0k,
IAIREO Y BT EAEIIR B . i T-DNAK I
RATETT, PrA R =il E g s
TP, XFEREIN T — AN
DU GLtm Al iy — A0k,

blast cell

B4

2 FPUR Y RIBEN,  BH R & i K
(PN & SR ST R TP = 1|
JHO R g 2 P B AR (K 2 4

blastocyst

742

AT R B B B FLSh I R (2K
G9), KL BRI . SR T —
A A Bk

blastomere

TIECE2 e

IGO0 S W) LI Gy
FTC R T A A0 M. VR B8 58 T 2R



FRAT KA A A T

29

O3 =, ARGy R YA AR
B\ AR, DL SHE.

blastula

/L

Tash Wi FBRRA I 20, 8 SRR B
I, T (R ERL AN AR AR (VR
&) mgpEER (BRE) .

bleeding

B, #%{k

1 IENBREY S PR, 2. 1
THRUR R Gl H SRR BUk
5y SR JO 11 36 ol 5 57 i AP R A DAy i 5%
BOIRES.

blot

1bu

£ shid i, © k& {DNA. RNA
WEBREREE AT (B4
W, B2 A DNAL. RNAD
BT S A R AN TR 2 B B
AL DUAR 3 TR AR/ B R I 5 1 oK
4. DNAENT % (DNAFIDNA), RNA
ENift (DNA/mRNA) , 4 B % (HiT
R/ EAF), EARMIERAK (DNA/
HAMR) . HpHHEH “Southern” LA
KEFRIF L, X2AK N E & LLEd
Southern— LI A (¥ & W] 2 (1) 4 iy

blunt end

KK i

5 WEEDNAS; T P 4% 5 1 A ot e 5 —
St RS AE SN . A I . Fi (Flush
end) .

blunt-end cut

ERImYIE

iR P B A% 192 P9 VG ) SLEEDNA,
LW R s N S 1 DV i P 23 N4

#| (flush-end cut) .

blunt-end ligation

FRimiER

SR WA ELAT 1 A (1 U EEDNA S 1 1)
SEE

BOD
EMFEEE
biological oxygen demand /{14 .

boring platform

$hLE

i F T 2% SMER 1) T R EFR I R
i, A HORES LG

bound water

gZEk

TR AN 28 3 R Rl AN B8 RS i 221 2 B 18] 11 7K
7. A BHK (free water) .

bovine growth hormone
FEKER
W H5EKHZE (bovine somatotrophin) .

bovine somatotrophin

FERHE

(Ai5: BST) AN I —FP KR E .
FIHEHFDNAE A L& 4 EKH
R E RO RIL, JHER AR L
M. AR IR T IR 1
A, fEm T EAR/ R, T
A= AR AT S F
AR . [ A AR K ER (bovine

growth hormone) .

bovine somatotropin
FEKER
W H44K#Z (bovine somatotrophin) .
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bovine spongiform enecelophalo-pathy
B DEE YNGR

(45 : BSE) —Fp ik gk gz A ks 51 ik
A= 5995 IR FRIKCAF- )

bp
WA XT
(base pair) 1455 .

bract

shH, £

— LR A AL B R e, B
BB

breed

o

1. F8 FH T SCRITT RN A MERRRAE I 5
TR BB, AR PE E X
T [6) — APy Rl Py LA A AL e SCBE
i, 2. & th T S AR 2 [ 27
/BSOS AN ], BAT AR
FAE— K AMERE

breed at risk

P ST

— Rl il T BN S GE O R AR RIE SUIR AT
BRG K A8 5 R

breeding
£
REMEEE A S AT R

breeding value

HiE

MR BEAAEEARE, EHMRT
H 45 A R DR R AR B B S R R
BYXE SR B0 00 5 o e 22 . B
R — A SR T — AN BE L
FEARA R AR, E W4 MR E A
(SN e A S R /N B K I )
i 7 1 P A

brewer’s yeast
[iizas
WEREI)—DMRRR,  BETIR A=

bridge

W

M BB ER R AL, KBS
20 A RN S 43 A1 D B0 8 4R R B At A4
ko

broad-host-range plasmid
[TIE T8 E MR

RE 8 £ VF 2 AN [ B 28 41 B v 52 10 10 R
i,

broad-sense heritability

I XiE R

FH 38t A 22 S A e [R] R0 AN R S5 A HLAE
JIT 3 ) FRBLAR Sty R A AR S (L
B

broodstock

Eg=:]

FH Bl A 1 () — B P R £
browning

ik

WIIIT HIAE ) AL S 3 1 R 1 e A i 7
LR CIG . EHMPALRIETRT,
T REIS 7S 18 JR sl T D, T &
THEORTE.

BSA
4MERER

bovine serum albuminIfij5 .

BSE

B DEE YNGR

bovine spongiform encephalopathy
Mais . W. =HBREREEBN (pro-
teinaceous infectious particle) .
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BST
HERHE

bovine somatotrophin {145 .

Bt
HEEHFEM
Bacillus thuringiensis {145 .

bubble column fermenter
SUEIE L EEE

FH A H 77 B At B 0 P AR s
. BT T R AR AR N,
ZHCT N S A AR LT

bud

F

AR A— AL, B R K
M ML EECEIRR A TER . F—
FHAREAL R BRI OR Y

bud sport

T

KA R IR SRAE, 5N
L5, ZRRTREREE A Rtk
AR B IS S RS I

budding

HEF, FE

1. EHEEENFr R, BT ERY
CF) B R A T B B Ak 2. %)
TECROR UL, 2 A R T R
MR AE . 3. — R iREE T A, B
ANMUST R TR MR BT AR
JEHRNE S MM EFHALR S, —
FAE A BRI S KO
IR 2% o

bulked segregant analysis
RAETHESIE, SBEBERSEASTE
— P3R4 5 H AR TEARAH O RIS IV
SRk, A T AR & i DNARE
wi, MRS P RN 22 S R AN AR, TG
PIANPE, LLERTG 72 S DNASE LB . 78
—ANEEAAICH FIDNA R BERD A 124 %
PEIRFE D HIAH SSAR 1L R 128X 5 o

buoyant density

FhEE

R0 o> B 4 S ROR R T
Al (HanCsCh Bl (Heangens) 1)
AKHSURIN e AT T T LS T [ A7 % 3
ANTR] P A s ¥ DNAKS A FEAMRE 1) )
B, MRy R g WA X (A
tefplgese, B G+C XF A+TILLAHI.
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Cc

C
il
cytosine HI4i5 .

CAAT box

CAATEF

V2 A BB R AL N B F
X R ILE)—BEDNALR S5, 7 THR
HEER AL AT KA 75 M FE AL, AT
B —5, #/:GGCCAATCT, jt#F
ElF R A g5 A LA S 2 —. [ X
Hl: CATEF (CAT box) .

cabinet
¥, #
. AIX{ZF (growth cabinet).

callipyge

WALE

—HEFE () MEBEEHE, SBUEE
HFUSHREE 2 LW AT, Bk K &
I .

callus (pl.: calli)

AfsELR

1. e L BOZ AR R HTE R
HEREZ] AN M 2 e R P2, 2. ad
RS T AR EAS B KRR E
BEYNAY . 3. EAEKIAFIAAER, M
AL (15 1) s BLREEF R ROk
Hs 2GR AR S g 4, e
RO T Al B 41 R

callus culture
AlGERLES
—PREP AR R RO TR A

IR FRIE b, ERR /I ) SMBEIETT 46 -
AR A CFEUR 0 7R 4l
o ds TR AR AR BRI B il . 2 B TR
] DA o S0 00 R A 77 G PR 3t £
[

cambial zone

FRE

ZERUR B 2 R e 18 A 350 0 A Rk
X 35

cambium (pl.”"cambia)

FERE

P TR FREBFAFI L BB 2 (0], HH A4 73 4
WM — 2B 2 A AL . e RETE %
WHAL, KR AT 22 BRI AN
Wt . WA E I RE R ST (R
WD) TE R FIARKE TE BZ o

cAMP

IR R AR 2L

cyclic adenosine monophosphate 1]
45

CaMVv
EWELEMHS
cauliflower mosaic virus 14’5 .

CaMV 35S

TR E T fm = 35SIZERDNAR B F
e AL M 15 35S B {ADNA S 5 1
M4E5 . W: fEEEREHFS (cauli-
flower mosaic virus) .

candidate gene
RIEERE

B2 HEW (B T DNAJTF1)) 1) — A>3
B, WG LT gE 2 5 1 R ALy I ) A%
=il
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candidate-gene strategy

15128 2 F SR

IR R A A 2 R/ el A P ok
PUNMRIEEL E W —Rh g k. [l Sl
Ih&EE F 52 £ (functional gene cloning)

canola

1 Baitse

—NRESE [T SR RIS o 129 S b
Tl (3ol ST il 5 A7 88 v 1) SRR AN U R I
i R FH AR I IR

cap
TEF 45

EHEYmMRNA 57 gk, MRl
B SRR Ik, W GIEIR 549
(G cap), MTEFHLE (cap site) .

CAP
EmRmAEER

catabolite activator protein 45’5 .

cap site

8 F 4L A2

DNAREH b3 IR a0 67 fle B0 B T
RNAFE R 7=15 3t 52 GIAR 45 1 (4% 5
i3S

capacitation

FEFIREE

LORG T NOE TN, e A M AR B E
JRC AT R IR R S T B

capillary electrophoresis

ERERIKE

— R A T T KA DNAT B %
PR e MR, FER A —A
B A AR R B KT P AR R A 11
(ESRLPURORS

CAPS

Bl I8 £ SRS

W WU 2S5 (cdeaved am-
plified polymorphic sequence) .

capsid
R5E
RTFNERBINE . CIRE PR E

o A XiA: 4MEEH (coat protein) .

capsule

B

fig LA TR AN F A B AR ) A 2 1 R AT
U SR 2R TR ) . ST Y
ZHE. ZIREEERE GWAR, XL
Y JsT LA FiokH B A 0y 2B AR A
EIP

carbohydrate
ML
L. £ (polysaccharide) .

carboxypeptidase

FRRKER

— KA ML BRBE AR 1B, & ZRR)
AR, 5 IR BAH S0 IR 25 i
KRB — R, . % AR A
JIRHEI 2 B 7 41

carcinogen
HEw
— AR BRI

carcinoma

1=

RIS Rl W e RN P Y B w4
22T T R IR B N s Y R A4
E.
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carotene

[ZENE A

Z 566 A FT I — RO 40 (0 1) B (o
R, ERERAENERW M, WOLgEE
RAMIHT A

carotenoid

LT MR

b2 S5 AR — SR 40t B 3 A 1) (R
%, 52 Y TR SRR R
AL, W an, W M. S
B MR ER. R hRA
AR — RO sk o 7, TR
SRz A sz e R TR TR .
. #E NE (carotene) .

carpel

1194

TR e AR B8R, Ak
TEREFI 7 b5 4 B

carrier

PRt EE A

AR R A EMERRE FHIAE.
TEIXFB DL, A SR ) Bk 2 D o 2
TR IERI T R o REIRE T
RIULBLZIEF W, (H2&E Ak A G
ISR RE D (RS Bife s — vz —
TR

carrier DNA

#KDNA

TEDNAY) B % Sl f b, R I3 #% 4k
(kL) DNAHT AN ¥ ZIDNA . 3X Fil
NIMEIDNATE & T B EFFLIEFIAL 2 A
FHIDNAR 5 RG M AL SR . MK
BUHI AN 2

carrier molecule
HILkDF
1Rt R B T

T eIl ELE AR IFEARY
BB BB, BeW A X B A b ik
TR AR AT, AT A8 15 L1 8
¥o 2. —MIRETED T, REEAE T
KW & IFEENE sk, &k
G0 ATR TS PR A A AR A
wed s R N TRE B SO A R, W] LA
B EANTH I AR

cartagena protocol

RERRMILE B

W AWruseE 1 (biosafety proto-
col) .

casein
BEH
FEAN K.

casein hydrolysate

ERE B KBS0

B B B 2 WG Al R AR ) 1 AR (R B RE TR A
ZIKHRED) .

cassette
EREH
. ## (construct).

CAT box
CATEF
JL: CAATEI T~ (CAAT box) .

catabolic pathway

SRREHERE

90 10 9 AT L3 T R AR DURE R A 45 2
Ji AR KR B R AR TS BRI

catabolism
SRR i
HHAE R T, JERETRREE 1

pUR
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catabolite activator protein
MEEYMiEER

(4i5: CAP) —FI 5 cAMPLi &1 &R
BR. cAMP-CAPE &4 & B KRBT E
HIJA BN, WO A IR F I i 5k . )
Xid: pERREEHETER (catabo-
lite regulator protein(CRP)) , cAMP
REH (cyclic AMP receptor protein) .

catabolite repression

(38 4R

HHIZ BT, 25 2B REHERER
Pt 2 ) Ik DR e SRR [ BRI (Ll
M) o

catalase

dESHE

— WA TS N EEEE, b
A Ik A A0 i A K R . XA I
PR (SR IV 7 SER S AP NAT IR =]
T PSR R L

catalysis

fEfLiER

I A5 S8 I N — Aol Joe LA n G e
MR R, XA G A R
MR AR (LR

catalyst

AL

T B e ARG A 2 S N 1) A i T AR
BN BEAT I . AR RN, AL
A FEA KK AR o

catalytic antibody

LB

TP R IR i S A v ) A £
A I FARE IO EAAG 27 SO BT
[F) Xinl: $fkEg (abzyme).

catalytic RNA
fE{LRNA
Ul ¥%E§ (ribozyme) .

catalytic site

3t

Bl 31 2 I (R AL T R rp b N W] /b
oy GEE AR BRI NERIY) -

cauliflower mosaic virus
MRS

(#i5: CaMV) —Fl g 12 J4e Al = FiF
Z e WFIHHEY I DNAY # . &1
35SHZHEIRDNA BB F 14 K 2 54
WA BAT Ui vE, bl iz
EEERERIEM R8T

cauliflower mosaic virus 35S
promoter

e SRIEM R E35SRaF

(4i5: CaMV 355) \TEMREEIEM R = 1%
BERIE R 2 BRI B B+ 751

caulogenesis

KELRE

LBREERK, WNEGEARSE SR
#*.

CBD

EMEHENY

Convention on Biological Diversity 1]
45,

ccc DNA

4 SFIKDNA

covalently-closed circle DNA[{4ii5 .
W ER{k (circularization) .

CD molecules
CDAF
7o ALEE (cluster of differentiation
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molecules) 1455 . ‘& ] LLAEATAT S5kF
SE T2 BV TREAH 26 ) 2 T A BRI

cDNA
E#'DNA
complementary DNA {I%i5 .

cDNA clone

cDNAZ[E

TE — AR b Sz XU cDNAZY 1 18 5
K74, 43 3 H cDNA RS /5 RFLP /3 #r
ERE . P AEEST ZI AR AR LL & B
EFRIEDS

cDNA cloning

CDNARE[EHRA

=L I mRNAFE 4 v B 45 21 1%
B gl 741 1R %

cDNA library
cDNAIFE
cDNA RIS .

CDR

BEINRER
complementarity-determining regions
45 o

cell

b))

R ST A AT MUK IR S A SAT o B0A% 41
AHAmZ (SHReR EEaRS
BSR40 B 5T, B 5T A i AT 4 B
Zéo JUZANMLTC AN B .

cell culture

MAEESE

5 N2 40 B AT WL A 2 25 15 2 1 41 B 14T
RN

cell cycle

A i 2 HR

AN IR TR B TR T
AT 2 R B . L R
B (M) FIEERANR B, T3 X 45 o
G (W B 3 w3 10 AR e R A i 2R
K, S (& MR AFDNANfY)
G Ch R 3 B EHER)

cell differentiation

AL

B A — Bl AN s 4 SIS TR B 5 ) S 7Y
e g o0 R D] ) A 0 O PAD) e
Ao FEANTEAHLRE Y, P r T4
ORI R OIRTS s TERr e 2126
Bk, HARE R0 TN ) 4 U E A

—d

E

cell division

4 B 43 34

B — BRI i T 5P AN B B 2 (1) -4
Mo fEXA R, &k, BE
JE T AN AL Z A0 B RS F . 441 B 1)
N BLSE, NP AEF
FI R4 B 247 AR Y

cell fusion

MRS

PR AN AS [R] ) A J5 ) 4 B e A4 o1 35 55 1)
Al — MR 7E A A
o, AN AL T RE R AR S JT AR T
Refla, (HETERE S a2, N
H—NHEEICRG, FT LLREAS T 40 H 1
B —AHEEZ T, R AT EAZ
— ARG AR, T RES A AN A
A% S — S A ok, IR Xn] . ZAf

2:3Z (cell hybridization) .

cell generation time
4R B (X Rt )
T3 2L (R AN B T O 03 24 I T 5 1) I
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|, EEFT AR AA % cell sorter
SN — 5 BT TR 4 B 43 1E AL

UL BRI SIE (fluorescence-ac-

cell hybridization
M ZE3R
W.: 4REREE (cell fusion) .

cell line
Y IERN
1. RETEMOMRFF A MG R BT
FRFE T R R AR K A A8 5, B LA
Btk | U e ok oS S A e N i
URANAL. 2. FRAEHETE PR NPt 1 40

R,

cell membrane

A ff
W: FRERE (plasmalemma) .

cell number
AR
FNT RREFEY N B A0 H E i

cell plate

AR

A BE AR, T T Al i 4y 24 )
. g MR AR TE AR D, P BRI A
JRLFEE T 463 T I o

cell sap

iR

A2 440 W SR v 11 7K LA B BT 11 95 5
Wkl HER . EAYE.

cell selection

il abvig =3

TE 1A% 27 AN [ () 4t RORE v o 08 s R A
FEIURY 8 PR 2 B ey R o 38 ik
HE TR A B i 1 R R L PR R R S 4k
SRV, ()0 B R LA IR
A1 9H 2 4 1 o

tivated cell sorting), FzNAFEA (flow
cytometry) .

cell strain

4 Bk

FH— A4l 2 A4 A eSS S A5 2 1 %
W) IXFERIAN A FR T DR SR S [R5
A B . ASIR 4Nk 2 e e
AT TAIARE I T DABTR JE AR itk S o ) X
il BZAPR (single-cell line) .

cell suspension

A 2R

T I 51 B R B0 R R A S5 b 55 53 11 4
Ji, P A RN 40 P B R R

cell wall

4 ff

AL FERE AN — 2 RSN 45 . e B
TR A, ETRA AT

cell-free protein synthesis
THBMEARK

L. K5MEBIFE  (in vitro translation) .

cell-free transcription
it il 0k s
L. {K5MES (in vitro transcription) .

cell-free translation
T BEENIE

L. K5MEBIFE  (in vitro translation) .

cell-mediated (cellular) immune
response

MPNSRBNE

L TN S RERNZ (T-cell-mediat-
ed (cellular)immune response) .
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cellular oncogene
AR E F
. FEEEE (proto-oncogene) .

cellulase
TR
— PP RE AL S HE R AR O .

cellulose

TR

ol bR A R 2 e ) e K A
SEENE. o EYAN R R 140% F
55%.

cellulose nitrate
RS
W: FEHILAZ (nitrocellulose) .

cellulosome

LT YR

—USEE Y I — R PR AR R 2
HBUREAE . Uik H 2 A xS
T BT T B AR I8 UL, R A TR
AT T

centiMorgan

EE

#ET: M), EBERE AL XTI
BAREK, M TERATEN T

central dogma

ARl R

H AR St 4% 5 K ADNAZ|RNA T Z
BB BRI R b BTG G SR AR . AR
M, ERERHET, RNAGTHH T
BT E T LLR M4 DNA.

central mother cell

rh S B 40 A

DT A T 4> LB AR — N W R 2 Al
i, PA—AKE S HbR &

centre of origin

&R

B YIRS A . i
WO de A T RE A I 1 AR AR Sl o e st
(ot s, TR 2 R AR P (1 B AR B

centrifugation

B0 fEH

M E AL 50 T, 2 IR/ 8l 2
R o /A A 1 B 2.8 I AP P WA e
LREHRLT TR W BEHERD

(density gradient centrifugation) .

centrifuge

B

— R BB P R B0 T B L B L
ke E .

centriole

RO HL

T 2T, 58493
IN 27 SRR 1A T i — Fh SR B8 . A2 4 i /)
ZAEF, PSR4 ) 1) 28 B AR B A I
T, BRI R i o

centromere

=<2 s

FAZA MR BRI S5, AT 2 0) R
TRAH o Z N LB I A AR .
s pi e EESHIDNALL .

centrosome

HbR

T A0 TP T AR A B ) — MR X
S, AR o3 YIS R M Sy
A3 BT o K 2 2B W A L 1) 0 A
R R

cephem-type antibiotic
SaRnEER
AT LR SRR R A R P A R
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chain terminator

PELLIETF

1. W. #£1EF (stop codon) 2. 7FZ
K Z2:DNANI T, FeHIkZ ILDNARE
Bl A PR b XU A = A RA TR

Chakrabarty decision

BRI EEFERIY

F o B VE R . FEIE R
MoE, KB R W R E
TR RS VAR, A RRR Y K
W A R AR T AR A A L AL
X A i T SR FUBCH G T 81 Tk
o

chaperone

TFHE

— R REN DR A ) HoAth 22 IKCRE LE A 2BE TG A
MEE AR, SR A&k, A5
IFANHE IR T £ 1 JT 1) Ly e e & ) 1 4
o FEEAZ Y h AR . W
#{K5E EH (heat shock protein) .

chaperonin
HIEEH
W: 4>FHI5 (chaperone).

character
LE7N
L PRI (trait) .

characterization
RIE
K—A HUAR B ZR G0 JE AR AE i IA

charcoal
=
KM BB PARE JE ik B I B

ZALY), I —FIEA W EER

(activated charcoal) .

chelate

BEW

FH 2 kA AL T Sk b (R R/ B4R
JE AR 6T T A5 A BB T L
JER I . R T B — e 1Y
M ST TS YT LU
HEMMEERY, Kk, WRXLE
TR RAE T B AR, ST )
T IDTGE o

chemical mutagen
HFEFLH

RETS T A MUK A R A L2

chemically-defined medium
ARERE
FREETRE P IT A7 4027 1 o6 A C AN AN

chemiluminescence
kE&Hx
2 NV FE T I R I S

chemostat

V=R

AN FFRNETRAR R, ik
Faad ik DA ] 5 T e i N BRI AR A I
FERGr, A R b A A AR R A1
W RERRE E

chemotaxis

B ms

FR—Na B2 B R AR ) B
78 B HE R R 5 W) SO R N ) U7
IS

chemotherapy
FETE
M A 22 25 WIR ST 9005, e A Feim
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chiasma (pl.: chiasmata)

X

W BT, RIR G (0 AR 1 JE G ok
AR 8] n] WAL SIS o ) SR

XX (cross-over) .

chimera (or chimaera)

#HREK

1. F8 RN SE A AR ) () 35 DR TR 41 B AS) Js 1
R RS G (I I5IEHR
&1k (graft chimera) LA AMAck AW
ANBETE 2 G BCA TR T DU BUR A A
MIER. 2. TaIFFIR AR DA E
HDNAS T

chimeraplasty

REBER

— TR REEE MY UM DNAF B = AR A
SRR 5, ARSI YT AR & A A
T REJT ARG BN W . SENTH
KA % /> EERNAKIDNASY T $ A H
PR, et S B AR T,
IG5 R AN IDNAESHLE, il S
BUS P HI A BT 5 gk e

chimeric DNA
#&DNA
W: k& (chimera) .

chimeric gene

REERE

2 B 1) A 2 1) I LA 3R PRI SR A5 1) R
Bl) 5 H/ B Al AT R A P
B DA B IR BE R A IR S W o /)

W: BAEEE (fusion gene) .

chimeric protein
AEH

.. B&ZERB (fusion protein) .

chimeric selectable marker gene
REEFERICER

FH AN B 2 (WA [ BE A R, BB AT
16 A0 AR A BOAE (R85 b AR A ok
f9E- TP

chip
iy
W: #F%5 (micro-array) -

chitin

TR

—PAE B IR A R ST R ) Al B R rp
S B FH B BEHE

chitinase
JLT BB
—FhREMETLT BRAOES

chloramphenicol
5%
—MTHEAREGRIIER.

chlorenchyma

FEAR

AT AR R 2 (M AL e SRR
AL

chlorophyll

M=

NEZ R/ A e SEN TR REY
—, N ETEHBBOGRE R EEAL
re W MK (chloroplast) .

chloroplast

FHER{A

THMERER IR B BRI
A0S 1R P S A PR A A 28 T 2R RCIR ) o
CREJR) IR HERA = (R B G54 (R FEAK)
e MHaRR R CREFE RS FITE N . B
JREE TR N . S B Sl
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TAZIEK FIDNA, IS8 HE P A i B A
ik,

chloroplast DNA

H 424K DNA

AET AR [IDNA . AR I S AT
RIZHEL /N, AH B TR AN i b 5 AT R
BSR4, A SR AEADNA LY T AN
K EDNATR K LE T .

chloroplast transit peptide
FHERIRERIE AR

(4§5: CTP) . —Migiafik, X5 Fb
A PRG I,  APRX R R RIS B
Mgk, — BSR4, gk
R AR D). RIS USSR, H
TR R L N B bR Rk 7 ) e ds N ik
i,

chlorosis
TSR RN sk B A B i)
AP RIS, T — R gRRE

chromatid

FEHEH

2R 2 e R B R 1 — 4% -
X AREBATE A Gt Bl 35 22 i
BAE— AT, — B2k 5 (
TEA 220y 34 J5 IR A oy 245 W1 1),
(RSN RN =g (R R -3 R S i)
NS

chromatin

FER

I E AR A R AR W i, AL
DNA. AERMIFHAEALEREA(
VSR 00 1) AR E &4, LR a
FIRNA.

chromatin fibre

SRS

THEA 30 nm R ERbRUESE
£

chromatography

B (8ii%)

e T 7 A S0 A A [ A P AH [A] 23 i
Koy EIREW S FHS T HE
TR 23 B AL B 0 4 JE 3 AR AT 1K 23 745
o

chromocentre

FEFud

SESEEH H R 2 Y AR 2 (U
W) T, Gt A et DX SR AR T
SHEST AN

chromogenic substrate
RERY (£ &)
— e AR GBI .

chromomeres

S

RIS ARFUREAE AR Je o i B 2 V471
iff o PR /NBRC AR

chromonema (pl: chromonemata)
FE%

BRI A AR T R WL 2k %
LT (R

chromoplast plastid

&K

MM ERZ AN G H I BRI A,
L. MK (chloroplast) .

chromosomal aberration

FERRE

PR g KRR IR e o, B
Bk, mEEL BN, AL, AR
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ZAEPE . SO 5 IR AN A 2
Ao HRE R B g AR 2 AR
Jras AHR 2 Mo A i Sy sAS [
TESY T EE . W eeikRE

(chromosome mutation) .

chromosomal integration site
FERBEEMAS

SMEDNARER 5. H— AL E2
PRAEPAEATTEA D BE R e (AL 1

chromosomal polymorphism
LeEfREsHE

e AR, R 2GR L B
FhEl 2 Fh] AR 254 1T 20, IX R G
PRAE I SR R G R B (R
AR O BRI, Tk, EHESE
FEATEE A ) o

chromosome

FEK

TEEZMMT, R Ras T K2
AR 41 o A RN 3G B B R AL ) . 7
B HAUBE S B P EI W48 R 2
Gtttk BB S T R BRI
KRB A1 EDNA . AR EAZ AW #
TR MY PR . 410 R 2241 1
A — 4004k, R DNAZL
B A, MmASEERD
RNAZ .

chromosome aberration

S EMRERT

W,: FEIREZ (chromosomal aberra-
tion) .

chromosome banding

REKBE
REMAENREEIITREMELR O
WG\ E T S I X A R 3 £
IS o A [ 2 3 B e (A [ Y5t

chromosome jumping

FERBE

— RIS AH IR A T A (R A
200kb) ¥ IR EEDNA 1 Bt — [7] ve B 11 1
Ko AT EZ 5, B 7 BT
TEEREL, %) ve BE M AE G (AR KF R
ZIHEE 200kb FIDNAJTFS. W.: ELLTE
[% (positional cloning) .

chromosome landing

FEIRERE

— R R BT B %,
XL H b DA by L B Al
1) B AL L R 41 DNA S B g AT 7 i%E , DA
W (CHRE” ) RS AT B EREER I
Bt

chromosome mutation

FERRET

Yt R g K 2 I TR W DL g AR Ak,
WSO AR = A R A RN, H
REAEBEAT PR TR FEREEHE
(chromosomal polymorphism) . X
AR S 0 R 2 R R R S R . G
EARAS S () L BR B Sy R3]

i

chromosome theory of inheritance
FBEREEFR

WA QORISR E E,
AAEIRE I 2 IRPIRES S FE Sy B AU o7
MBIt T B

chromosome walking

RERLTH

PR X REASL TR BE AN Y (0 M 1 B AR B Bk
DN PP FR) SR o R TR A BRI g D) K
HEIDNA (BAC ) e th i —
B, RJEHAEN TR — B (BAC
SEIE) TR AR 46 5 K ELAN Y 51 ORT
MRer, HTREEX - FBEAESN
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HeAF B (BAC 3ik®), 1EAHIN
B A ERIATZARE, CHA R
IR R AR E T

chymosin
HFLER
MR AT 1B, T g

ciliate
BHER (FEHM)
(%) W FE (cilium) .

cilium

“TE

(BH0E: cilia) HLLgl i £F BRis
gy JE S B RIS EH

circadian
BRTE
DN
HYES) o

24 /NI R TR PR R R 2

circularization

7814

H AN TEDNA R B G i BR
AR ER R Y EREG D) E) 1 A B g,
R G R A R . RIR
DNAFI BRI & KR L DNA.

cis configuration
I B
W.: 18EX (coupling) .

cis heterozygote

IR EF

FE— NIREHIEL R 5 4L L 52 1
Maett (W: a+ b+ /ab).

cis-acting protein
X AfERER
I FILEMDNAST TR E B R,

cis-acting sequence

=A% A P51

DU [R]— 4 Je (A LR R Rk 7= 2
MiZE BT .

cistron

Iz F

Y 1 HE B R 2 I DNAJY 715 JE
[ES

class switching

LKA ik

I 32 20 ff 2% 1= A — 2R Ak, i T iR
PSRRI R .

cleave

571

TE W T A TR BRI A IR P U)W 1) D
BUFEDNA PR s . [ S H1E)
(cut), iHIk (digest).

cleaved amplified polymorphic
sequence

BRI 1S S R T

MR EEEEX R A (PCR) § 14, 2L
DNA/J7 3 S5 E 1 DNA M B, FIBR 1%
MBS PCRY 144, i K%Y
AR IRBIALR, &7 AR AN
BRI B, BRI AR A T FRR
SR T AE UL T R AR AR,
W PREIE R ERAKE S5 (restriction
fragment length polymorphism) .

cline

TR

Pk — g i ya [, R A B AR A
REAE B R - 1 B ) A

clonal propagation
S fEEE
M=k GRER) 7= 2 A B M IR 1)
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FLR TR RR (MRS ML
S RE .

clonal selection

TEIEIERE

T Ik e 1P A R AR 1Y) B R R 4 B R 4
UL PR B A AR, AR
k110 A B A 7 A ] — B P )i 7
W ¥R R EL (primary immune re-
sponse) , BRX%&E R (secondary im-
mune response) .

clone

RrE, EMEEER

1M TR . R A AL B
£ R I S B R TR ) — B A0 B A
fho 2. JEEE SRS R A ) —
AL FEDIRUAR F] kAR B . 3. )il
ol o KEDNA T B N B B2 1 Y
RN

clone bank
REEXE
. EEXFEE (gene bank) .

cloned strain or line
TR
KEFE—vE (R KR, H &

cloning

5 [E
. EEEE (gene cloning) .

cloning site
RFERLS
W #EAALE (insertion site) .

cloning vector

SEFEHIK

— A HEE RN T EDNAS T, il
WL REISATN T IR OGER KL A B DNA

Je 5 I BRABLEUN 7 4L (4 ADNA.  REE 4%
i A\ IDNAME AT T A7 o (7] L
il: FEFEHIK (cloning vehidle) .

cloning vehicle
SRR
W: R (cloning vector) .

closed continuous culture

B ESET

— Rl IR IR L RN 2 5 AE N T RE B
FRERHE AP T R Rk . 4l
JHL L B F LA 23 25 ok, I
Gl o

cluster of differentiation
SR E
L. CD 4rF (CD molecules) .

<M
[EEE
centiMorgan 145,

cmMP

B B RAER

cytidine monophosphate
. BEER (cytidylic acid) .

INEHCE

coat protein
IEER
W: K% (capsid) .

coccus
KE
BRI -

co-cloning

HrpE

v H FDNAF B ARG [ DNA
B, o 7E e B H I DNAKE b 4l A
SIS
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coconut milk

HFit

W&i@c HIRE-T-REEL, TR 40 i A
HEUEIME TN A HLIRIY o

co-culture

ItiEs

PR DL 2R AN B S R 35 5%, e Al
VAl B AL AN B . PRI T B R A
M. AT 2K 7R RALIRE S
7o

Codex Alimentarius Commission
BmEHRERS

B DT 5 1] s 2 it AV 1 B LA G 1
G HEARRALA—57) » xZ e
i 2 0 R AT 22 4 B H R B R 0 7R B
Fe o avr e (friik ) .

coding
Yfg
PADNAZ} T2 11 2 e s ks 470 1) J1

. W: i=fEZE (genetic code) .

coding sequence

I FT

B DAl b B B v e H ) B BR Y 5 1K
I3 o FaE BRI Al G A DX LR P R
BX, wEsF. BHAF. LLEF.

coding strand

Ymhd 5k

R DNAXUEE 15 L 8 3% 42 [ mRNA
LA A )7 51 T8 2« DNABR§E (UBF AT
ZJE) . WA . 'J_J %%%
MRNAFEFR N IR e B W &Y
DNA (antisense DNA) .

co-dominance
It R

EXRERET, WAHESREEY X

ik, SR R AW IS .
e XETHALBAEBRO, H2an
S5 AR e DRI €0 S5 6 DAL TR IR 2%
TR

co-dominant alleles
HEHEMER
. #£2 (co-dominance).

codon

ZEF

A ZREA R R, it e B
I NG ﬁ/\i@ﬁ?ﬁ@&ﬂ’]ﬁ/ﬁ
{74E T mRNA WA T AR
RNAJTT U, lefb %H&f%EJﬁAﬁk
I FE R R B RKBE . DNAFR A5 T g fith Fl
WX TE AR W =g
ZHy (genetic code) . RIFFRIT (start
codon) . &IL% Tﬂ?(stop codon) . [
S _HBQ{ZK (triplet) . JL: =% 3.

codon optimization

TR TR

0 2L v B R DA A IR A Al B
REATAE T, RS A K
& B REER T IR R,
HMES TR LB A1 5O S A A S A A
RSB T 1 IR S 08 SRS

co-enzyme
Lefi
4R (co-factor) [11F) SLidl,

co-evolution

Rk

P IR 1 ) 7 SR 1R P A R A B R i A
TEN RS W W TR
HUBAE
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co-factor — PR R Y AR NG, ol 4
HWETF AR BT, LR TR E R A B

Ml 2 S A A W T L AL O
HLE T, [ Xd: 488 (co-enzyme) .

co-fermentation

HELE

PR A D AE — AN 2 B N v () 0 1
KEHH

cohesive end
M R i
JL: JEH (extension).

coincidence

W H L E

LG B AL $e i 2 5 W B AR 2 L .
R R S AR T AL 8 58 Al T R A
PITTHE P A M.

co-integrate

*rEs

PIFfAS ] I DNAZY 14 A B 5 — A7 k1
F I R A DNASY 1.

co-integrate vector system
HEEHEKRSE

LHEFMRSE A THEHDERER
IXRMLA S . — Dok L T4
FECR SR I T-DNA, SAREBERITE
Jii o, Z RIS AR TR P R ) TR
LR A IR TE R T — A 5 — ok,
HA G 2L SUE L I T-DNA - X3, #;
W TR N AN I AL S

colchicine
okl
T MBKRAL SR, RENS B 1L 2 58
IRTE BE Wik . AE B L B R A
M, fBaERESHEBRERE S, X

/g\ o

coleoptile

FEZFEH

RAFE Y 07 BEEF IR I AR AR 4 &5
[P

coleorhiza

FETREH

AR W) rf B BEAR 0 AR R 0 &5
o

co-linearity
g

L AT S R T
{4 BT AR R, f,
B 0 1 92 15 L4507 402 I 2 B 2
G 2. I EERIBTHIA B
.

collenchyma

EfRAR

FTEAEAE T AR D b K ) 2R BE 21
P, IMBERY MR, SHAKR
MRz, EAT AR, FENE)
M. A R B AR A B A SR A LR
S

colony

E% BE

1. —FEJE AR, D B R ) 4
MBS R, 20— TEAH ELAKAE (R 40 i B A
Wtk

colony hybridization

ERE3
FIRZBREREH 5 001 495 215 i 7 48 A DNAIF) 1
AR E AR .
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combinatorial library

HEXE
NSRRI I R
BR Xt = 2 B gl (R IkER
SRh X )RR AR AL AL o« TR AT B
R B3, At m] R DR 2k 7 4 i A
PSR AR

combining site

ERERML

W.: #Lik % & EBML (antibody binding
site) .

commensalism

R 2k 4 /34

PN B AS DL A [ P 2 ) AR T 6 3
[ A2 3, Xl & B — 5 A 2 i 55—
TR

companion cell

% (48) A2

L YEE Y F R 415 AR B A5 4 103 Ak
4.

comparative mapping

ELRRIEE

AN 6] 4 o i) s DR bR 2 W A R L
o T GW ML, WA R
SR R LR, EXAE
BT, AR AR AR A s I oK
BN U 5 2 (VA < N S I ol B e W
B B EAT EEE W] 48 7 ) e 1 1 4G %
%o

comparative positional candidate
gene

R RIRIRE R

R QTLIREMY — Fh ) B T Br . WRAE
—NYFPQTLA — AN ERIBIEEE, A
KRG P Zbric 55— O A HESL,
AT DLHEN H I QTL IRk o

competent

1. HEfg W SNEDNAY: T M i L %
AR AN T A0 P, IX R0 AR 1 F s AL 4 1 v
JE SO Y AN R AT . 2. HAET
RE DR (6 RS2,

complement proteins

MEER

—MRE A MERAS &Y, HEdE
BV Rk g S Prigs

complementarity

EiME

1. W.: E#(complementary). 2. 5
DNARIDNA L A% S 7 B AT mRNAAH 2L
HIRE Y G 3R

complementarity-determining
regions

EWMERER, HIAMEAR

(4. CDR) Sl BREE 17y T4, Hik
HHUEAH ARG X 5. 7R F S HifAh
X XA 2 IR 3 41 W] AR PR g
W.: $iRE & ER{L (antibody binding
site) .

complementary

i

HAMAWADNAG v, — A0 iR
157 A S o) AN TR T30 i
1 B i B B B X U UL (R A
T, CHG) . EEIHEMT, WEL
HMF R FEDNASY 1~ 5 MR B — AN XUEE 4
T HAMORE RS SRS IA-T, A-
U. G-C IIBCH 455

complementary DNA

E#'DNA

(4% : cDNA) LLj ARNAY FEA T S
Hesk RSN & I DNABE S, JIIDNABRE
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R S AN A AT

B & W UEEDNAY 1o 5N Z4IDNA
Mz T HATASF. FXn: &
HIDNA (copy DNA).

complementary entity

H#MEK

1. WEXT (base pair) 7] Xirl. 2. Bk
MRS T Beh e 5 55 — S A A% IR
B,

complementary genes

HEAEE

PN AS DL AR AT 3, 7R
AN, LRI e A R A
AT, RSO B A 2 A Y ik R B
AR RMEEAME T, HAXNER
PEEEEF MRS R I R ABON .

complementary homopolymeric
tailing

EXNERZEBRME (RE)

T 3 EAMZEBR AL ([ DNASS 111
FE (B0 7E—ADNAZF 71937 iy i B
5%, 5 —Ams B EME)
, UEEPIA-DNAZ TSR . i) X
W: dA-dT fNE (dA - dT tailing), dG
-dC fnE (dG - dC tailing) -

complementation

HEiMER

.. E=IEEH (genetic complementa-
tion) .

complementation test

L=

DU 5 AN 7] A S B DR 45 A7 1) et A% 2 7
e WINRTIRGAT )G, HALHE KR AR
S mom) BRI, ARSE AL R SR AR
L7 Em, 4+ m BRI, [ R EL
AR, JRE MR EEFER (EW) .
[ Sl M3 (trans test) .

complete digest

TEEY)

FH BR 1 A 2 A D) g Ak FE DNAKE (it I [
A, ATDNAN IR ITAT LA 5 58 2 V)
P R XA: EB4rEEY] (partial digest) .

composite transposon

SEEHET

PR A ) 85 LT AH (7] £ 4 BB F 3¢ N\ 31 9F
G FEDNA T B 11 B R F

compound chromosome

SR EiK

PSS R 1) G O ARl 5 T WG TR e (0 4
W IR X GO AREX-Y Ge Ak

concatemer
E9: 30N
FH 7 90 B RAHIE A i FIDNA R B .

concordance

—

— X B — A RE AT R e MR B R —
PR, bk 22 2 I A RE R PRIR o

conditional lethal mutation
EHHRERT

TERRIERBISAT Gl S S s A o )
BRI AR FEOE, (HAE T — M4
i GEHEM) FAGITRAL .

conditioning

FHER

1. SRR A I BOME KRR R AL
ST, 2. ZZVRNEETRES (A AS WA ¥ AH
ER, Al s s han i AR K. KR
T2 UM (B #TAR) i) 40 i 5 i 4
LR N B B I b (BE IR B 1) R A Hl
I 0 B R AR o) v B R 58 1 4% A1
e
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conformation

[IES

—AMRE S THERZ R =40k, FF
ML S BN - REWIT RN
Bl e M E T T NAER
WS E AR S, EERNH
GO Yo T AT, —S ST
LIy B8 A2 70 P P B A0 5 [ 14D A 3 4 512
TRAY o ARV RTAE AR P IR AR M0 578 i it
R TEIT TR AE A AT A i v R T
Ko

conidium (pl.: conidia)
DEMBF
VS U A R 22 P AR I TR TR

conjugation

= A
=)

1R TR F RN LS. 2.
FBRAIDNA M — 41 B 4 i 53— > 4l
M R e R, o S AR R A I
ol SR 2 B 2 9 B B P IR 4K
HRy LN, 3. BERULERIEY TIE
FUMAMEBN AL S Y i, AT e
TR

conjugative functions

*afiEm

JRORE [ 45 DR J HC 35 =yt i 5 A A H
i AL N — A4l B 7 3 5 — A~ 4
o

consanguinity
TR, M
PA— NS EE .

consensus sequence
H£EHFT

R S D)0 P SR (AR LR AL, — SRR R
TAAN [¥) 18 5% 1) 7 s [K] 345 S5 B 51 v 38
AT T

conservation

R%TE, RSP

UL BE (%R 77 (gene (resources)
conservation), {&*<FFF%! (conserved se-
quence) .

conserved sequence

R=F 75!

AEHH TR] BAN [R] 9 Aol 6] A [) 35 PR 2 19
o, H IR S 20 s 4 A ) AR S AR AL
MZERB R ERR T 5. A 4y 41
FILRSFIEFRA1, FIIL D RE -

constant domains

BEERX

B IRy T IO AR R B3 TR), E$T
PREE AL M R B BT 4 AH A (11X 35

constitutive
pizp kit
BREREANTHF AT EIENIBS.

constitutive gene

HR B E R

FE— AR B 40 i P R 23R A 1
FERL

constitutive promoter

HRBREF

S Rl I R R R B SR R T
MERHF.

constitutive synthesis
HEBEHK
PR RR LS P B )

construct

infed

ERG DR PN ) AT S 47 i 3
W ERERDNA. SRR eh H ARk
Rl — AN i 2 R R 1 (R 3 7 1 41
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R S AN A AT

e — AR WS Rt ]

WA A

contained use
=HIF A

W,: B3 (containment) .

containment

Vil

FH T B 11 % 2 A sl i TR AR 5 41 608
BE A R R T R0 53 (R SR 4R IR

H (contained use) .

contaminant

e 2

1. WEDENA YR GV TR
Zefi. 2. EEFEYIOkEE SR E AT AN
PFEY . XLy R A SRR
segr, BRAGHAE K 8 B ARATT .

contig

EEH

— M S FEDNAFT B, Tk
TE ke G AR 26 (1 S B AR s B BRI AR 1K) s o
R =2 37 I PR HAS WAV IIE B2
()62 R o

continuous culture

EEETT

I o iy N T 5 5 R R A N TR 2 Y
IR IR B pUE R A

continuous fermentation

T8 3ok % 45 N B 00F B 97 R A8 40 O B
Ay K ) Ak T R B BRI B R
2, WA R RN RS WL
Wy S A L B B RS T A
.

continuous variation

EETR

ANBEFE— R BN B HC I AT 5 IR Ak
AR S o 5RO 2 AR S (W MR R O Bl Pk
Re W: ZEE (polygene), HEMEIRAL
= (quantitative trait locus) . S X ii:
TiELZT R (discontinuous variation) .

controlled environment

CIEZE7S:

s B ANRES S (ARIE,
FEE AR B ANAL 4y ) 5E AT (1 3
EEZS

controlling element

HETH

FLAZ AR T R W) O 0 DR P ) e R
Fo e R B AT AR D] Py R E
AALE, RS TE R AR IXANL S
FRR, AUIEDEMEE RS .

Convention on Biological Diversity
Y EHENY

(45 : CBD) S Ju [ P 24 % IR
O B PE PR 37 45 2, R P b ok Ao
e B R S 9D [ o i (g v

conversion
BE
{RZH B RE A 6 R 1 L R

coordinate repression

G ELE]

BRYNF AN HAH TLAE I R B BN —
AR E E AT I Py ] A

copy DNA
S HIDNA
Jl: H#DNA (complementary DNA) .
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copy number

I

H s M (B AR R, R
TR0 i T 5 AR R 1 K

co-repressor
= =REEY)

SR RS S, KA B
LN RIB MR 5 F

corpus
200

WRE TR EHE . S AT 41 i
AL BT U5 A R

correlation
GEBS
— MRS R

cortex

KE

R EAMERBE I AR, FE2ET
SEITHIRZER, AEM P EEIE P AT,

cos ends

cos K ifi

B R A -DNAH 5 124 G 1) B
IR i .

cos sites
cos i
W.: cos Kim (cosends).

co-segregation

#£55

PR THIR (KI5 SR 0, 3 ik DR 3
G

cosmid
HEAL (SEER B B Ar)
fifcos Kimi. —PNIEZATEIENGL (W

FUERBUEREDD N LA B BRAL. Kk
WHIE J Bk, BEZE 4K v BEDNA (7
i% 40-50 kb) .

co-suppression

Bl

—FRAR BRI S, TR LY
Wk SRR TR A B QR S
EPER, Ho v BB B FE AR &
o nli I R EE Y AL mRNAT
FHEAEH S A0 5 A VR DNA [R5 (1) 5

cot curve

RERTE] B2k

2 3 DNAR] Y5 1 8y, BB HEDNAER 7%
S (s B KR, A5 DNA
FE S B S Bk A ¥ o I ) il 2
AT AN 4 BURE R T BE S ) AR 4 (1
IRKREE, FF= M TG N e R 1 2
ot Fl—1-DNASE B M I R0 3 240
e—cot, ] LU W AT FR A W 1 R
PEFESE . BUPAEDNATE &) B T AMERE
B

co-transfection

a3 20

TR I3 3 RV 1 00 A () B 36 N 557 19 B
AN

co-transformation

3314

— = A B R R S0 . AN
[i) ) AL [v) 1) 3 4k 78 ZE 4l L (30 4 sl A
Y, —AVEERIERRIE. A H
ISR, MPAS BRRLYY s A, %
e s S A A W g, HILAE
DR (R A s RT REAN ) o RS IR
W30 o 1 RO R A, STy
B AR A Tk 8 AN O ARl A
NS
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cotyledon cross hybridization

Fit BRER

YR — LIRS, A — K HBEDNAL T — 43 HANE) H AR
FHEW T, RN TR E IR DNAIR K. 38 H TRV B 5 %ﬁ‘

b 4 Y o

coupling

fBEx

PN R DA R P A R P 5 07 s B A
R AT AUTE R — AR G (A L [m) I A7

ks [ SR IRRAEL (cis  configu-
ration) . Jx Xi7: EFF (repulsion); &

K2 (trans configuration)

covalently-closed circular DNA
4 A ZRDNA

(45 : cccDNA) H M A i e T R
FIDNAZY 1o RIM#EAZ 1 i DNAKE B Ay
2, RBRIEARN MR BRI
A FH ccc DNARHIBEL . W IR

1% (circularization) .

CP4 EPSPS

CP4 5-HEE X A B 5 Efg-3- e &
Jpdis

CPA 5-J 12X P il I 2 2 1R -3 - IR 15 ok
fEM4E s . W HEXARBEFER-3-
BB & A B8 (enolpyruvyl-shikimate-3-
phosphate synthase) .

cpDNA
HH4R{KDNA
chloroplast DNA (#1455 .

cross
EAEH
PR BB AL L

(cross-breeding) .

EREM

(K DNAER$H7E & 4 Fi b 2 55 =R
5o

cross pollination
FEZH
AN 3 A B AT IS

cross pollination efficiency
Ea/\z

T AR5 Dy A A 2 REJE
Ty 467 A 28 A8 AR i

T H 7

cross-breeding
B E

ANTEVREAR (B iRl ) 8] f 2% A2

. %32 (cross) .

crossing over

ik

(MR Gk e N SO S PP TiPUE |2
Tl Gk G (0 B AR TR BT 2R R 4 o AT e it
e F Rt fE . 0. E4 (recombina-
tion), XX (chiasma) .

crossing-over unit
RHREALL
W: EZZE (recombination fraction) .

cross-over
ik

Jl: ZX (chiasma) .

crown

R, =

ﬂ%iz‘i%u TRMEYI T, Iy BES > A A 25
AR AR . R A ) A - 22
Ho RAT TR -
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crown gall

B, RE
TRIERFFE 2 Y HE LMY J5 K KR AIE
PRI X PR R fH TR — 3 /) ¥
LB R 2 L = AT

CRP

SEREMRATER

SRR EANES. WL 98
RiBYHEFIE B (catabolite activator
protein) .

cry proteins

ayEH

B EFETE R KR E
B, RN TRT B MY )E, T
P i dtE . XRE F R LR R
B (e FOKREE, FOoREo s, o,
WEL R MR, LS
&) AR, EXSShRIR 2801 o6 B
HEH. [ 5-ME %X (delta endo-

toxins) .

cryobiological preservation

RIRRE

BRI A T, AR B 95 A T PR HIG
IRFSHEAT O/ AF, R A PRl
M THaF 1 RIER . Y. ShiYrs
FABLIEFTANM R FIRAT o 7] Al
21 (cryopreservation) , %7 (freeze
preservation) .

cryogenic
439z o]
ARAC )i

cryopreservation

RAKIR IR

WL: {KiE{R7F (cryobiological preserva-
tion) .

cryoprotectant

LR

T B2 5 o e P O 40 I G A2 3 5 11
WM. DU AT G S &Ko e
PEo H LIRS ARLE BIER (HmA
DMSO) RiFEBIER  (RERE. 4. &
TR BTHMIRRERAS LI

cryptic

R 7L Y

PR Bl gi. 1. fEE R AR
DN 1 G AR B SR P e MR (
Bl S ARN” ) o 2. ZBATERL DRI 2
SHEE(C“RIRSERER” ). 3. FHHM
M SR AR (ot e RS W0 R (1 5 AR A
CEH T HAH R 22 IR 20 B i) ml 8, 3 il
SASRWBEA Al cR) o 4. TEIE
WA N AN RE AT AH 3R AR AT AL A
(A7) o 5. HAFAETEAA R MR
B2 (1D R M NA U VK (BN DA
B I T I AP R E R YN B  GVR A
R

CTP

B, M 4R IR F B AR

1. HutF (cytidine) 5'- =TERIIAI S, &l
RNA G R 1 AR RTR 2> 1o 2. IEPERAR
3150k (Chloroplast transit peptide) )45

=

5.

cultigen
IR
ANGNICEF AR AR S 1) ] RS TR A

cultivar

i

(HE'5: cv) o [EERE A R FERR RSP
FIEIARE o 7 BAT 5 AR SR A [ e
ENEIR,  HIX R IR TERS 2 447 R Relg
HI
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culture cutting
Y %k, it

FEFE A AE T A B B A sk 2B 4
B .

culture alteration

ERME
FIREFED R (SR, A
R R TERUERME . B IRk, WA GE
) AW U IR TE, N AL EE TR TR
A IR SO TR R B R R ) A8

culture medium

R E

M TR0 M 40w SO e R E s
FERGE, W AR T AL )

HIREY .

culture room

1EF i)

T A K T AR, &R
BN,

curing

HkR, BRE

BN E 1A B kR . FEReT
PEDNASHIIIRA (WREZ5) . B
0 T A% A0 I P R TR

cut
I

W: BTl (cleave) .

cuticle

ARz

ek RIS A 1) £ PR B, T D
IR ZE R

MAERR Y B — 03, el il M Ab P RE
i 114 S BE RO RELAR o

cybrid

B R 2

—MBR Coan itz AR 5 AN
A ) 240 L Rl 5 1l ) 24 4

cyclic adenosine monophosphate
IRRREER

(A5 : FRAMP, cAMP) ¥ 40 iy 4k 4=
KBTI A5 5 5 A O 4 i AC i A2 A5
T WAV Z MM NG AR AT
A

cyclic AMP

IRAMP

IRBRE B (cyclic adenosine monophos-
phate) (N4 5 .

cyclodextrin
AT AR SR .

cycloheximide

MBI RR, ME&ER

AR B A h & B A R gy
T REZAEM TR EnE S R
AP e 45 5 B IBT KSR P o

cytidine

filo8=3

P 2 e A 25 (C) T D-#% A 2 1k ) (A% )
ZE, RN A CRROE ) R 1 R Ok e
M. W. CTP(1), dCTP, REHEE
(cytidylic acid) .
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cytidine triphosphate (cytidine 5'-tri-
phosphate)

RO R = B R

(W5 -=) W: CTP (1),

cytidylic acid

BB

M BRI A SR (45 : CMP), &
REREN (X5 B8R, XV KR
S (W) B2 BRRR b I 45— B L 7
123 5 2 R

cytochrome

MmEHR

DAL T —ROK, WAAETH
K, JLDhRe AR A H AR
TR,

cytochrome p450

M E R p450

—REE R (CRBLT #1500
NFF) EMA RN EBRR. HKRpas50
BEEMEREEAMR, (HE R AR
Wil E4NT T p450 S 414004 2 3 R
KNI EYED B, fERAZ AP 200
500z AL R/ . TEM RS, ¥
A0 25 AR s af IR ] R SR R
[l i E M & R R KRR R el
MR, PR, ERERNTEZ AR
NN RED I A s AR e A e A
Z M S NEIF T BURNLEEA G, dlE T
pAS0RIE R A MM B 1.

cytogenetics

MARIEEF

WF gt fh LI SRR i . BRI R
e R

cytokine
A EF
R ARV FEE 3t S AR R 4 7 AR 5 1) 25

NEHEEBMZIKNGR, SRR
BOR A T4 A2 R h R
. W: MEETF (lymphokine), H#i#%
EF (monokine) .

cytokinesis

BRSH

B BRRE S P X T 40 iz o
ESIE OV R

cytokinin

HHNHE

W) 40 BE 43 B 43 A (¥ R4 AR KR T
e AEHLIE IR, Wl A X

RY SG R HL R T . B
& BRIER AT L . W SRR

(kinin) .

cytology
A

TS 40 L L RE AN 485 40 (27 o

cytolysis
i ohy
I PR LA o

cytoplasm

AR

B0 Tl L RZ () A0 S A B, R
i i BRI A ) R IR A, FEAR
FIZED A & (g i, JFUiAsE)
FAEHT

cytoplasmic genes

R R E [

AT A kxS, Bt & 75 BRRIDNA |
A

cytoplasmic inheritance
AR E
4 5 200 I 2 IR S L) o A A et
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HEET B AN AT

cytoplasmic male sterility
WA TRE

LM E TGO A Ty e i B B L AT
AR B B AL B G . AEVFZ AP
] LB s RS S Al S rEAN T, AT
LS o S T

cytoplasmic organelles

Eiliiaboa ok

05T P A I 23 B 1 M 40 i 45 R — Sk
. BURFIREBIR.

cytosine

il

(45: C) M DNARIRNAM TE 2
— . BF (cytidine).

cytosol

R R

SRR AR S, B4 A 4
JH0 % 2 A1 RS 5 o

cytotoxic T cell
AR T 40 A
W BTN (killer T cell) .

cytotoxicity
AT
XA R

cytotype

i) 2kl

PN R R e VAP R I RN R E Ui
IR
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Dd

D loop

DEIN

BSR4 S . — /NBERNAL — 4%
DNASEFL X T B 458 . B AR T IR
AHCH DNA, 2l EHER
EH (RecA) MPEA, H—4 H5ERNA
B T WEERDNA— &4 T iy — N X
Et.

dA - dT tailing

dA-dT fnE

L. BHERZEEE (complemen-
tary homopolymeric tailing) .

dAb

BiHIK

EMA | BEMIEHLIK (single domain
antibody) A& [ IE R LA A 4544
B — AN EBRNDUE. XA
HEATRZ IS, XA A1 i d g5 I
HRIRERM S &L T ey 16—k
Ak e BT AR AR T SRR A A
g BRIk, AT RE[R] B K T A
AT HET= R I o

DAF

DNAH &84

I.: (DNA amplification fingerprint-
ing)

Dalton

/R (45 : Da)

T B A, R SR T B A
Y, AT TR, EMRSFEY
T3 R (kDa) #JKiE /R# (MDa) »

DAMD

M D EDNAERZY 1S

. (directed amplification of mini-sat-
ellite DNA) .

Darwinian cloning

KRN FE

VAN € N o 3 S INETF oY U DA B s
— A TR, AR B A KRR
BEDR B A B A O B I N L
Bl 5 5 L 1K) 43 T HE AR 1R 23 1
Wk $E. RAK AL, SR5
AT PR o P BEAT X Ph i 8 15 2 5k
EBIS T EANREWR AT L
FE R W] e AL 4 T AT Ik

dATP

BREBRES -=HER

dATP & DNAS B JIT 0 T 1R B 42 T 4 45
T. W: BR¥E (adenosine), BRFEER
(adenylic acid) -

dCTP

BiEAES -8kl

dCTP/Z DNA G B T 44 5 1) L 12 1l K 70
To W: BE (cytidine), BEEE (cyti-
dylic acid) .

ddNTP

YRF E A% E R

Xt 4% 171 (di-deoxynucleotide) [
45,

death phase

FETHA

AN MR 5 I e KB ER, B SR
KKTHHEFE HAREEE )b .

deceleration phase
R R
REH MR IR T, AT i H
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FEET B AN AT M

Z G REB AT IR K, W
44 (growth phase) .

de-differentiation

E5k

M J8. 57 95 21 23 455 57 v (1) — i = N 3
o fEX—IFE, a0l ] A2 g
ek A, JF I8 oL 240 Rl 4y B8 A B Ik R
Iy AT AN e A (s BB AR) , el
0 IE 2 IO AR e N S, T B S
HEAT 20 A BOAR [F] 288 T BAN [ 288 704 () 4
i

defective virus

TRIGER S

REEA SR REEENM S AR
i, ARTE 5 —Blops B AETE T R A K
T3 —Blog EE LA T 1200 7 T R Y 0
MR 0o

deficiency
Bz, 8§k
s EEHE IR g B 05 A 1R 4 AN
g, SRR E . AERKBUZEM YRR B

S

defined

ER(RE. BEA)

1. AFAKNE G R SRR
FBo 2. KM T R T AL R
KGR Y o

degeneracy

(1)

Al = EEBAE AL EBEBFRN
o 64T R 144 A4 T S i 2 0% 22 2
g, IR AN TR AR T AR

degeneration
Bk, TR
TRMSEN M., AR TR

o 2. A RE R AT S
(PN

dehalogenation

Bt {L(1EF)

WNAE A e R P R 2R R 231 T e iR
TGRS WL Y MR RR.

dehiscence

I, FH

sk, PF IR 1 R R ZRR,
FETFIAR B LR B -

dehydrogenase

Bt SEE

— RAE A S A SR TR R Y
f.

dehydrogenation
BEER
MM E Y PR BRI N

de-ionized water

EBFK

S AR T A, BRET
25 ER AT K

deletion

fRE
E—BDNAJTHI g 20 T — Ak 2 A
B MRE, B, KWk
A I T DL L A R B

deliberate release

B BT RERL

AR, BEEEWNE W
B

delta endotoxins
S-MEX

JL: cry ZEH (cry proteins) .
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deme
Bk
— B TR — o R A A

demineralise

ET R

I3 (Rl 27K T 2B o (s,
BT o BRI, BRI T
e W EEFIK (de-ionized water) .

denature

T

T8 o B Ak 2 T B A R R
HARNI G, WA .
UL: ZT[%EDNA (denatured DNA), ZTff
% H (denatured protein) .

denatured DNA

T EDNA

To T T T AMZ R AU, K
AEEDNAR AL AR BE . — RS Ty,
T T 3 AR

denatured protein

THEERRK

T L o AR R Ak B A A B BRI A
WIS, MR T e EwaEtt. 5
BYEDNAARFIE, ZrERRRDGE
R .

denaturing gradient gel electro-
phoresis

TEESRATRIK(%ES | DGGE)

R L 41 45 8 RN AHAZ IR DNA J¢
BRI BV, AR N W A
SR L A TRk S OO Y 1 I ] 8 e A
PRSI A 2 1R R B ST, T i
BRER) BT MAEE T AR R4
SR RAE R ASN, Kk B x4

dendrimer

RECREE S

3K % LAY U AR R D EROIR 45 4
BRI, (X R g f A RS
DNA S BEF A A7 0k, BRIUERE# 3% i DNA
HATHIEA

denitrification

RAELIER

A - 38 (R IR 6 0 ik A o) AR T R
KA 2 7

density gradient centrifugation
ZEHBERLD

BT ARy RS, el
S R B R L B v A B D
o IR PR B T LAAE B0 i
TR PIIEE BE (150 35 26 ) VAR
SEPL, T BLE g SRR O R
J% (BCsCIRI Cs,SO, % R

deoxyadenosine
Bt S AR
UL: BRFE (adenosine), dATP.

deoxycytidine
Bt S B
Il: B (cytidine), dCTP.

deoxyguanosine
BRELH
Il: 5% (guanosine), dGTP.

deoxyribonuclease
Bt EAZ B R
J: DNAEZ (DNAse) .

deoxyribonucleic acid
Bt E AR
.: DNA.
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deoxyribonucleoside
Bt S
WL: ¥ (nucleoside) .

deoxyribonucleotide
B R E R
W: #%EE (nucleotide) .

deoxyribose (2-deoxyribose)
Bt S 18 (2-Bit S A% HE)
W.: 1%¥E (ribose) .

deoxythymidine
Bt SR
TEARARAR A 11 B (1 1) SC 3] o

derepression

EKMRE(1ER), E=MH(fER)

fRBR AN E R AR Rk ], AT
L IFR” FkmdRE, wRdBERRE
BF LIGBREH S, X R L A
TEDNA EIf 2ol g% .

derivative

T

1. A 20 RN AR 21 24
B o3 B4 B I SR IR AT

desiccant
T
T B 8 BOK e &40

desoxyribonucleic acid
Bt E AR AL R
deoxyribonucleic acid {7 5.

desulphurization

Bi#RAE F

W EYHHIEH (biodesulphuriza-
tion) .

detergent

57

RE MR R 5K ), b R e
LRI

determinate growth

BREK

B — A2k 22 A K AR
A, AERKKEIER L MZ . i
i HIER, AR . R id.
PR 4 1< (indeterminate growth) .

determination

RE

JENG AR A BB, A o 0 T 2
KGN (PPE T AT 4Ean e, LA 4l
Ji) B AR

determined

RER

TEI/\%E?’QHEZ?K*'T“PT/TE E:QEV/\H/]Hi:Hﬁ
H

development

25

A Py A B AR A R P A A R
o BEAFRERK TSI H1H

deviation
g, RE
1. AT ThRERIAT A ek
A, REFAMER T ECT 0 W R

Mo 2. & —DSCBrgE 5 ST
ol Rl EE i e e NI

dextrin

HitE

TEVERBEAE R R VR 7K At B 22 2 b sk
R = A [ — P 2 WA P a4
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dG - dC tailing

dG - dCinE

W: BHERZERINE (XNY) (com-
plementary homopolymeric tailing) .

DGGE

T BT R AR FRK

. THEREERE R (denaturing
gradient gel electrophoresis) .

dGTP

RMESES -=HiR

JE DNAE BT 2 5 1R B B2 A4 53 1 o
: 5% (guanosine), B (guan-
ylic acid) .

diagnostic procedure

BHTEFF

T E R R e . AHRRIAEAE
A I G R R A R el

diakinesis

KTH, REEH

WS ZATER LG B Y iR &
WA, T AT I, kAT O,
ALY ELN

dialysis

B

Ry BT AR Ry T (e
J) FNGRT- (s 30 AEAEIAR . i
ARBE TR L I BAT AL /N4y T iE 1 (3
BEPERRIE, REaalitb s Mok,

diazotroph
E &£
e [ K h B R4

dicentric chromosome
W& L @R
HWNEEE LRI Yt fh,

dichogamy

WA (5) = 7

A (IS 8 e ) A% TR 303000 ) ) e
PEAE T 28 B AT AN ) (P I o) e 2, 3 pl v
DASEIN RS2 R -

dicot
T HHEY)
s WFIH1EL (dicotyledon) .

dicotyledon

WFHEH

(45 dicot) RAMAFRHEY) . 2
THEMP A EERREZ — G — A
BFMHEY) . WIETZEY (LR E,
s S0 WEHY B WA
FIBRAR (BB BB BRRE) S5 XL
T

di-deoxynucleotide

SRt EAZE B

W EAZEE (45 : ddNTP.didN) « —
Toft 5 B8 HA) 0 SR P IR, L3 i
£, RREEIL 3'-5'BR BRI TR
SEM, T4 ESanger DNAF [
)4 AR U R — 25993 3995 1R VR T

didN

YRR F A% E

W M EAZEE (di-deoxynucleo-
tide) .

differential centrifugation

EEFD

— Pl AR B A0 B RN KRB SR D TTE
FHL Oy BRI L2 0 AR A
JL B B EAT 18 25 T ) 8 0 1 7R
i, ORAURL (i 40 A R ZRE 1) 2 AEAH
XPARIR IS OUE, 1M /NURE (U A% 48 ) T
7 L e RN A BRTTIE -
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differential display

EZRER

— il % & mRNATE A [] 241 20 B0E Tk Ak
R AF R RIK K2 1 5. ek
MRNA % # 5% J3cDNA,  TF LU & (¥ L
il e R Y 1Y, AEEd
LK

differentially permeable

EZRIEMERN

& AN [ 1R 90 J52 e 1% LUAN (] 1) 3k 2653 ik
JiE e — BBy J5T H RO AN REAE 5
FL, DA RE Iz I IX R

differentiation

ik

ARk 110 208 B 1) LA e R 45 44 R0 Th e R
PRI R E B LR . B AET A
SR 2 40 M E AR v, TR I A Bl
1T 41 L A S TR R D RE R AR I R
e SRR N R A X — i R — R A
. 4GSR, X—RIEHT
IR RIS T 41 B 1) TE o

diffusion

/R

I3 IR DRI R R B Xk 1 K
B

digest

Hik

FH—Fh 5 22 Fh PR 6 1 A% B8 1A 1) B 6 DNA
O3 THATACI, R HDITI RSN B

dihaploid
XEE IR
BRI AR A

dihybrid
X F Z
B PR SRR LD ) e A A 2 R

A AR £l PR AR I R R
K.

dimmer

—BK

1. VISR 85 5 TR I o 1, i
FEREE MK IS . 2. PR/ (S AEL)
SIS gE A . VT 2B TR S
S PR S AN L0 P 1 R S T T
FAR

dimethyl sulphoxide

—HETH (%S : DMSO)

LU RA G R I N | T
B JEmE . sl LE M. ERHIER
IR IRIENS, W] SEDMSOW iR A
Bl AN SR IRIPFIAE L
2 2B N R (UMD

dimorphism

WEIE

Fi 50 b A ) PR A A A7 A 79 Ao 1] b AN I 1)
KB IS . W FLBN ) T PR 1k S
SE—A BB

dinucleotide
ZIZER
AR ) Z BB K.

dioecious

i:3cd =27

—AN KR, M. B e A KAEANH Y
FEAR Lo

diplochromosome
pEs 29t
. #% A BEEH (endoreduplication) .

diploid
&K
AWETBNRGEER, EF—ERAKR
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A, —ERABA, 5 ABKEFAM
Pt K 2 Bl S R A AN S0 F 4 48 LA
FAT A Qe A 2L

diplonema

W 2% HA

IE BTN — AN B, RS
Hlz)n. BTEz. AW, —
ag R R R NS T R A A

diplotene
LB B (2 &R)
I WEHA (diplonema) .

direct embryogenesis

HERREE

fEH TR, &7 RGRBIE BSMER A
gL, MRAE) A2 id AG B LR B
B BMARAE . =R A B
% (indirect embryogenesis) .

direct organogenesis

EERELE
Toiti R BARALR, TE5EH MM AR

I E ARG A T X BERE L

4 (indirect organogenesis) .

direct repeat

FREES, BEEES

B A A A% EF BR 51 (4 5 4 1l 2 ~DNA
FEB R s 7R
— o F b, I A B W T A
&8, BT REAHERARIZ o

directed amplification of minisatellite
DNA

NEEDNAMERY 1E (455 : DAMD)
(#i’5: DAMD), —Ffift/ILEDNAX B3R
WA Fhric B EEEXRMEE AR, b T
PriciE e a1 —AN 5 14 A
TEVNTR (% H nJ A8 R R HL ) (A% 071 o

directed mutagenesis

EBIFE

TR R AL A e B R DA (R A B
FPoU= s . | TR U IR P51 5 5k
KIDIREMIIN G R, LR SUERE ). W]
MH: PRSNFEE (in vitro mutagenesis) »

directional cloning

TE )52

I 9 et A T ) BIR o1 14 A B PR 0 Bl i A
BARTIDNASEN JT B, AEIXPIF 7> 1%
11 5 A 2R i T R AR 1) R SR
PLH] T DNAFE N B ER LURR & Jr )i 2 3
AR, O R G AR B B MR
AR

disaccharide
ZiE, WiE
WA AN A ) BRRE P Z B8R

disarm
R (FERR E 35)
W3 TR Bk g5 B 1 E0R 2L A

discontinuous variation

TEZLTR

AR RN B, AEEK
RN — PP AR S o A T A 4
TR AR (AN B B, RS E
EIAEM), HAHGARB AL BV 5 Mb

BEAREFTERMHRE T EER. &KX
i JEL7E 5 (continuous variation) .

discordant

HEWE)

X AR I AN AN A AR R
1k,

disease resistance
mE
FH A k2 Y B R JR R AR B R B



64

HEET B AN AT

{ERERTRE ST o A7 LU U P Rl HE 5
JEARSEIL, A7 L8RP R AT,
LR 20 R A B R

disease-free

TRE

— AP B IR A IE AR 3
WA PR e R IR, NERRY “ RHET
AT 00T, T ORI AR R K
TR0 35 1T AR R A7AE

disease-indexing

fREEHR

i BB A IR A 05 37 8 B A2 )
R A L o

disinfection

HE

T Ak 2 T R I 2R sl T A
A OUI W ) s IR DR se 4 sk
M. W: XKH (sterilize) (1) .

disinfestation

RIFR(GE), REHBGE)

TH A T 0 2 T A P A A 40 03 P LA
KLBRE

disjunction

nE

W MR BRI BRI 52, ok
BB WIREE 24 5 W TTAH ik g
AR

disomic
ZR(1E) RS (LA R)
W ZRE (disomy) .

disomy

ZiRE

R I [ 8 G AR BN AR AT o A E
AR AR AE

dispense
B
LI AR 5

disrupter gene

(BH)BIRERE
MmN TR TAE . W
PR 13 K 122 4% [ A (genetic use restriction
technology) -

dissecting microscope

MR B3R

247 S0 BN RE 0 W ilse, T T4
XNPE AT B . WA T 2hls b
FIEIE.

dissection
&
sy B LR, TR EE .

distillation

#*Ia

W AR G h S E R A A Y
FER WAL 50 8, AR 18 1 0 e i)
TR BEAT Vo U, RS T AL BORS R 1K 40 o
IImAE.

disulphide bond
et 7% 1
UL: ZEi#E (disulphide bridge) .

disulphide bridge

— AR

TR o R e 2, R IR e B R
BR=4E&5 Ve, AT 4455 4 11 BT
TR DIRE . 2P Ve 2 R Bk ke 1) 1) il B
5 5y AE A TR AN [ B0 BR 4 T T A
[ Xiil: Z#i%E (disulphide bond) .



FRAT KA A A T

65

ditype

1}

FEFCR T, LA S T el B o) 2
P () BMmERR (M 7EF)
. 2AB M 2ab.

diurnal

BiTH

R EHI, HlEEARRENS
(CoN

dizygotic twins

ZRE
IR AE F A A R A
XA, AREATTIE BN 20 1
JUUSZ KGR I 20 TR 1 o

DMSO
ZFREIR
L. ZEEIEH (dimethyl sulphoxide) .

DNA

Bt S AEAZ R

B EAZMERZ BRI 46 S, MATIPES )i
J&  desoxyribonucleic acid. —2&/Bi4UZRE
RIS k. DNAML T K%
AT A AR 40 M 2% (R B AR T
T LA SUBRELS M (M I AP . — 25 ¢
(RZEDRIZE 2 £ B EEDINARA I, ) — 2]
JE PR EEOOUBERNAL L . I BRERT
(base pair) , =f5%HS (genetic code) .

DNA amplification

DNA¥ &

BRML, WEEAR IS HR LR 2 DNA
FOA AR 0 R0 (Efkah, B
A EREEERX RN,

DNA amplification fingerprinting
DNAJ 1854 5347
(45 : DAF) —FiHRAL %5140 (5-8bp)

A TR E B RSB R
B,

DNA chip
DNATH
WL: %% (micro-array) .

DNA cloning
DNAR[E
W.: EFE5EFE (gene cloning)

DNA construct

DNAE

FEAT 7 20 i 485 7 e B B 3R 8 9T 7 4
5 R IR A DNAYK T

DNA delivery system

DNAf&E R 5

DNA% 12 3 52 44 41 I ¥ I 17 F5 e 1 48
o

DNA diagnostics

DNAIZ i, & Eli2 i

i FFI DNA I 2 25 MR A 52 F 91 10 771
KA, XFPFPAITRER W] TSR R
Je AR B b PRI o A o ik PR R A7 £
W& WHHREHEEXRE.

DNA fingerprint

DNAJE4L

M4l 8 1l DNATBSU4 #3513 HFIDNA A
BLEE, o NABERBW R, WX
i: DNAEIZ (DNA profile) .

DNA fingerprinting

DNAE L5 (EiE)

WAEFH 2 Fibrid BeAR $RAF IDNA R B
FRUEEREGEAT IO A0 0 S 2R H
RFLPs (BEHL A BEREEZ &M, HEk—
JRUAZR i X S N Ky il () L] 3
f£38 4043 1T (genetic fingerprinting) .



66 FRET AN A4 AT
DNA helicase DNA probe
DNAfZEES DNA#R§t

i AL DNAGUIE TE 45 A4 v E I A T 1)
fity. W) SiA]: 1RFEES (gyrase) .

DNA hybridization

DNAZ 3

Sk U5 TT RE AN TR] (1 1 4% R HEDNAY 1R
Ko TRy BT A [ IRRE LG4 . J%
AR REBH A P 4% 43 1 A ELAMER B 1R A2 4k
M4, HT7EDNAFE S A . %50
i€ MR EBRT 5.

DNA ligase

DNAZEZ

TR AE — 4 BE 3 - T ) — A BE 0
S IR FE 2 ) N BEER —BR . Mk
W 143 T B 5 4 DNARE o 2B 4% | Y
(. EZ/ER FDNABEMEH. 2
DNATE A AR HEAR TR, Ao
DNA4; & B #ifk .

DNA micro-array

DNAf &

W #FEF (micro-array) , {RZABEZLFh
R (somatic cell hybrid panel), #E5f%%
Z AR (radiation hybrid cell panel) .

DNA polymerase
DNAR &
I.: ZE&EE (polymerase) .

DNA polymorphism

DNAZZiE

7ELADNAY JEfl W bric i st b, AE7EW
AMHE L MR ESEMER.

DNA primase

DNAS5|#)Es
RETEDNARE G BT AL & i S BERNAK
it .

UL: #R§t (probe) .

DNA profile
DNAElj&
Jl: DNAFELI(DNA fingerprint) .

DNA repair

DNAfES

B ETEDNAS FI 2 b 1 AR R A I A ik
(e HAMZ ERRINB ) L .

DNA replication

DNAE #l

EDNAR GBS HIAER N, DNAH
LR BN

DNA sequencing

DNATF

5E DNA T B IR U (¥ i A o H
Wi ik 1. Maxam  GilbertdiA&, Bl
A F A 25 7 VEAE R S8 LAY R UK DNAY]
R B I &2, SangerfiR
(RFRRUB A B 26 1135) . & HHDNA
B2 L IDNA%E, XA EA%E
B2 B AL BEL T B 1) S K S o D 7 VR
TE N B R G R RK, AR K
JEDNAJT By, wIAE b E R 3R
Fea. Ak, DNABIT MR A B
SNPGRS

DNA topo-isomerase
DNA#R M ZHIEE

fHE Ak DNAGER W T 45 1) T2 1 S0 Bk 1 7l
[d] XAl $R¥bFH)EE (topo-isomerase) .

DNA transformation

DNA%:{L
Ul %14k (transformation) .
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DNA vaccine

DNAJZ &

T8 ok 7 S R 2 DNA T BER 37 26 4 g2
SN FE W o

DNAase
DNAEf
.. DNAES (DNAse) .

DNAse

DNAEf

WEAZ P ZIREF 45 'S . (/L DNABEER
ZERtRIMr ALl . DNARG T IR
WAL RZER NI EE, S DNARE @
FCE R B VFZ VS LR N DI
MizEE MBS H 2 5 T DNABR L FI &
Hil. [ Xia: DNAPME (DNAase) . J.:
PR %I %4282 A 71 B8 (restriction endonu-
clease) .

Dolly

EZ ]

T VAR AR CR H BRI FLIRA L) 52
FE G Gl AR 4E) 158 — Al ah i (
R9E) o ULBH ] A 2L b B R A
A, X5 URTARARE .

domain

LEHiE
ERBRIDNAS T B Al T RE okl
KT dit . FEBBRAT L, Wk
HE NN REBEEIL 4N, Wil
BAEBEM K.

dominance
2%
B BHEEAEREED LR .

dominant
RER, SUAR, KB
1. EREFHAGT T, AIREENE

ARFI RO AH ) R S5 R o b5 A
JERRTERY. 2. DRIFETT IR 2 R A
AL SE3RASF B . AR S5 AUR] (K30 9
AME. 3. FEREE M BT, Ao
HOR AR LS RIS DRI R -

dominant (-acting) oncogene
EEERBEER

PAE P8 DR X AELE, ol BE R 2R AR 1 5E
SHMER B EE.

dominant marker selection
RIERICIERE

A0 4 — 7= 4 G B K] 1 41 i 07 3k
3, HUE A IR S 0 40 A Re 7E s
EIREE AR, Filin: FiASNEneor kA
FR) 1R 40 A e o i 3 AR AR SR ABL I e
A BAAPUE, B RS R 4
Wisti A %t. W: IE#EFE (positive selec-
tion) .

dominant selectable marker

RHiEERID

AT AP A 2 DA 1) 52 A 2 T T R 4 4% A1
NREWS LA, AEA ST R,
/] X iA]: IEEIEEFRIC (positive  select-

able marker) .

donor junction site

R ERE AL S

SN F 5 g AR F 3 g [ 3% &5 47
Mo . ZREENALSR (acceptor junc-
tion site) .

donor plant
HRED
W: IRk (ortet) .

dormancy
RER
YL BUE KB 58 2 1k
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AR I (AR AN EZHIR) o R AFILAE R
HMIPREE A S R — B
FIRIRAE ok &, MVF2 12 4R
Pt LLAE TARMRR S D28 . MR 25 sk
A W RATHOR G BT AR,
SAEILE RN (50 Dh s PEERF ) 2 i
FL, e LT BB T PR 2 S B A A
&R, We FRIEE, {KERET (quie-

scent) .

dosage compensation

FIE M

— PR R (TR, AT AR
FLENPIXY BOXXHE R Y (1 5 R R 3k b T
SPAEIR A R/ XX ) 5 P DU
XY Wif. UL [#iZEi (sex linkage)
B /)M (Barr body) -

double crossing-over

3L HR

TE— 2 R BRI B P 28 X
AETE AN R TR] IR A7 18 79 A B K] [ X0
BAR T 51K

&

double fertilization

WEZAE

— B I e MR A R . 7R
o WA HERZ A TR I R g g,
11 BEFE 43 3] 5 AN [7) 1 e 1 A i A
B AN MER TS IR BE o e R
FEOD, EH ANHERL TS WA RAZ A
GBI 2R % iR E K
..

double helix

WU FE

X TLFEDNA 71 1P 4% HE 1105 E 445 1) 1) 4t
W, BGBERE TR, BEXTAR T
(U B e AN TR U RIS
Fo —4BEMN3 S ALAT, e 1K TR
BEMS 73" 4EAH

double recessive

XLBR

LEPA LR A A 2 PR S B F 4l
G DA,

double-stranded complementary DNA
Wi E4DNA

(485 : dscDNA) i —4> H. 4 DNAKI L
TE I A EEDNASY T

double-stranded DNA

WHEDNA

(455 : dscDNA) P4~ T AN 1T DNA L5
1B KB AR FEDNAFE . [7] i s XL
55DNA (duplex DNA) .

doubling time
it A i)
UL: #RBEHHXETIE] (cell generation time) .

down promoter mutation
RBEIFRMRE

BAR A SRS AR I 28 R AR
AT B BDIRA R 1%.

T3 mRNA

down-regulate
TiA
FEAN LR RIE AR AR E T

downstream

TifE

1. X TDNA, 2SN Gl 2RI
YA ) 35 5 T AR BB . N UF IR
WRHORE R b, +2, +10%. 2. {F
T AR, & fe B b AL B 1)
TG A . W K B R R T
FIfcRI4ith . W: TN LiZ#E (down-
stream processing) .
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downstream processing

T TiTFe

— AR M EW R A A KB
SRR S MBI T R — R
o S KERIREEREY . YA
WEY R E BN FEIU NS, BTN
Tk k4. Al R fE O A T

=z 1
S An o

drift
=R

. BEEL (genetic drift) .

Drosophila melanogaster

e
AR BAZ AL 2 I R BT ] .
N JEBE DR A 55 A7 1R 2 3004 B0 Ak ]
B DA £ SR R DR 4 A AE AR A
FERL

drug
Bt
UL: ¥A97 7 (therapeutic agent) .

drug delivery

Eps]

24 A 3 B FAE A AR ik . 3K
AWM T T — D% T R,
PR CAE B G T 4 25 R ST
2T R R, BRI e IR
ARy OBVRIT IR E TR E A L B AR
I —FRIEA

dry weight

FE

2 e il BT 2 P A K 4y S AL )
i, WA RMERRFRT® A, HlT
AhELBREaK, 45REWEHE AN,
.. EHK (free water) .

dscDNA

Wi E#DNA

L. W§EE4DNA (double-stranded
complementary DNA) .

dsDNA

Wi

DNA.: X(5DNA (double-stranded
DNA) .

dTTP

Bt & B EF

TRAAEHT, AR A% R U LA A e U 7
5-HHRMANE . CEDNAG LT
HERAS T W —BEERKIE (TTP) .

dual culture

WEIEFR

E0) —FlAE 4 A 2R — P 2R ) A (2
) B A AR O (A L) 13
[ 35 7% o RE G FRER B T 2 F0 H
B, W vEALAr AR A (] A A A
DL alibp s IR A 7

duplex DNA
WHEDNA
.. $EDNA (double-stranded DNA) .

duplication

B5E, &4l
ZRET: 1 AKIEWHDNA R B
T —BDNAT; 2. Al —FBEREE
EIH F Rk B
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E e

E site
EfiL &
W HAAME (exit site).

E. coli
KEAHE
W: K%¥# (Escherichia coli).

EBV
HEMEME
HEMFME.

EC

BERRSHRS

: BFZRREYHS (Enzyme Commis-
sion number) .

ecdysone

Wi E R

bl B R L P A IR, RV B R AR i
P ) E R RS .

eclosion

Pk, wEL

1. MR R R 20 BRI RN
WILRBT Lo

ecological diversity
cXYE2 =k
. WS (biodiversity).

economic trait locus

ZFERALR

(HEE: ETL) o sgm A= BN PR AL
S

ecosystem

2R Vi R0 IR 58 M ) SRR, 1R B
R AIESBALRIEE- . W &
a0, EEEYH (abiotic) ; MR TF

(biotic factors) .

ecotype
& L

T AR A B ) AR A ) e

ectopic

SR

P BRI 5w, Rl Fe B JLRAAE
T ESME R .

edible vaccine

BRARH

AR S LS I 5, e AT T
CZH B R IE RGE. R 2Ny
TR, Rl AL 7RI L0 98 P A 4 R R He i
Wi = WX . X Rl 7R R E B
WARTT B S (k. BR2E. HLess)
A A

editing
g

W.: BIHE, #HE (splicing) -

EDTA

Z BRI 7 B

W: ZZPBzMZ B (ethylenediamine
tetraacetic acid) .

EDV
R EAITER
A PRI A R IOAES
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effector cells

35 Nz 21 A

TPE RGN T LA A T A RN
A0 A

effector molecule

N5 F

B 0y AT A2 7, il HEl E B R
i) B Bl (1) K95

€gg

bR (4858)

1. HEORSh I SZ KGO0 . 2. BRI
B A 4

EGS

SNBSS S

W.: 5MEB5IZFF) (external guide se-
quence) .

EIA

B e E

W.: EgSIZNZE (enzyme immuno-assay),
RIS 2 W B (ELISA

elastin

HIEER

LY E AR, sl g g U (i
Ao A E = .

electro-blotting

FLEiTF

HEE ik - B DNAL RNA B(E
BERES RSN b, iE s, 2
T Southern #1 northern 2% (%%
BHR.

electrochemical sensor

LR RREE

LW IS, W FR R FAR IR R G
AR . W 2 R A2

FEG A RIS, WA B pH {E

BAERI

electron microscope

BFRBME

(Ai5: EM) . L fivE “ B kAT
IRRAENBME. W. FERFERE
(scanning electron microscope) .

electrophoresis

Rk

W T A ER, Hr 2 AR, H
TRy TEREEMMA S H
J BRATFE S AT A E R I 2 5L
S, 3 1A IR E L A/ By T i
HYOEITBERD). W ERAEVERRL
Hjk (agarose gel electrophoresis),
RA KR RIEK (polyacrylamide
gel electrophoresis), Z 1418 E SRR
7 (denaturing gradient gel electro-
phoresis), E4HE ik (capillary  elec-
trophoresis) , + Z kR S W B 0 32 R % Bt
BRiEERLFK (sodium dodecyl sulphate
polyacrylamide gel electrophoresis),
iR R EEBKMIA B A ALK (thermal - gel
gradient electrophoresis pulsed-field
gel electrophoresis) — #1% R BRER AL
(iso-electric focusing gel) .

electroporation

BTl

FH F Ik 7 0 R A i A A )
WEE LR . X SefLBRESMNE DNA 1l fE
NG, T2 Faw L.

ELISA

BREX 5o 7 R <E

Wik G e W B E 45 . — Fh SR il
REJIE, J— e T HURBAR R R A R i
HRESE 2> T HE E TR . R RRER
B R A A O A m e D Y 5
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Fro — MRS KR IR
|RBS ) WHAE B AR R L, A
SRR A, B P BT A LR Sz
Sidro FHIMARIR A A2 AL Rk
Mgyt (SBBLER); FERFIRIRYR
FUAFAERT, By 5B AL

elite tree

[, FE iR

LER AR B 8L AE 3k A3 0 R AL R
B o

elongation factors

(R EF

X 8 BRSETE AZ AR AR 1 4 ik 1 FH T v
HEAR.

embryo

FERR

AT E R BRI A A B . fE
WL T, R T E R E R SRLA
He fEtwh, REMR FRh K § 4
), S B2 HE IR B SR AT KGR R IR R
SR AEARSMED AN SR, WS
Hi R 2 B A .

embryo cloning

FERR SR FE

T I K A AT IR TG G R AT AR A5 4
BERG 4y &1, 7= 7 5 BERA 58 4> AH IR (19 4
%,

embryo culture
FERRESE
FEE FRE IR LTI R IR H R .

embryo multiplication and transfer
FRRR ELTEANTEIE

(Fi'5: EMT) o K5I IR 0 B o e A
2 N LEBRRRMZ . 0B RIS AT LA
U AR B BRI L

embryo rescue

FERRIE L

e 18] 2% 32 7 2 1) 52K AR 1 I Ak 8 2
KAIR B B2 AR AR 1 2R 2R
SRR

embryo sac

R

BP0 AR F R . — R —A
MRLF—PBha . — AN ORd i, =
AN S AL (RN — AN BB R F—
TP PR AL KRR FL BEA L o

embryo sexing

BERRTERIEE

T AR T A YR G 1 ) o A e S R
BEA G 4121 DNA, XTI B E BN
MY BEDNASE L o 33X BT A [7) 1 e
AR T FERRIC IR AT R I

embryo splitting

BERR 4> &1

LIRS TN UANER2), % B AR RE R A Ak
— W Rk, B
PR RS AR B . 2, LA
MEAN I fif A7 A>T 10 L B30

embryo storage

BERR T 58

R ERAF SN DIIENG, ATAERRNIG T S AR A
FREAT R RERR B e HR A

embryo technology

BERRHIA

FEATI LN IR SO (AR . e AL RE
RTEPE, BERR 43 &), RERRHATEANIRIMERS.

embryo transfer

FERR#%1E

HES: ED . W WIHEANEME (em-
bryo multiplication and transfer), 8%
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HEDRFNAEBA 5 1E (multiple ovulation and
embryo transfer) .

embryogenesis

s & &

1. CGEF ) RIGHRE T 2. 3FWRUUT
R O R IE H VR iR o R 0 e AR
Yy 20 A AR AN iR R R R . R AR
0N R e P U = R AV 527 N Y s ]
KA WA BB AR R R
AR 15 KT I R — )
AEACER, ORI T AR A A K R K

embryoid

BEIR K

AR I D LD EARRE . R
M, A MEERNWBGAR, &
AN B TR SE RN IR N RE

embryonic stem cells

FE BG40 A

(A5 ESAf) o WIAIRAG 4, s
7 A AT S SR AR BT N 1R T AT S A R
o

emission wavelength

ZHHRK

FH ¢ D6 43 1 R KRR 2 IS RO, Gk
M ERETE (B 1K) & IR Wik
e

EMT

FERRELFEFNIEE

. FERRELJEFNTEHE  (embryo multi-
plication and transfer) .

encapsidation
K=k
TRTEIZ IR A AR R I

encapsulating agents

BRI, AR FE T

I B s A T A [ T A b e i e, o L
AT EREREL . DURSE M. XA 2
TEPEI, W AR VPSR FIAU U S 3 ik
Hae Ak, JF HonT DU o AR i R B TR
JE, AR el ([4) o IR (R
RN T 7S IR 2

encapsulation

i REL

A RFBEECAN B IE T D RE AT R T,
FTAE A S ] 4

encode

)

P 5 B AR ER e 0 o2 1 5 TR 3R 0A
Y. . iB{EERLF (genetic code) .

endangered species

B

DS ARt 1 1) s 57 P B S KK
Ak, 1 46 R R Sh A ) el

endemic

3

FE—F AW, AR P L, B
WLAE R E X

end-labelling

KimtRic
FEDNAZCRNAZ) 1 A 51N —Fh 7 5
MEIIFRIE. W I, HT48E
B 51 (EDNA S A 7 | N32PJR

endocrine gland

43 ik B

B e A R I R, R O bt
N AMLFEAZ IR B IE FR B 1A I A7 55, X 264k
FABE RORERR Ay L 35 F SCH A
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endocrine interference
A il T
o IEH R T T

endocytosis

% (fER)

W AN B o R B N A B e . A
JHOJAT 40 S A7) 5 e L4 5%, T Bk ) I
AR P SRR AN X TN A
M e Wit R AN W.: B
F) (phagocytosis), M1tk (fEA) (pino-
cytosis) .

endoderm

HNEEE

N =) I a = AT A e S N N
wE () FE it

endodermis

A=

RV NE 2 L N ST N g
212 ) B 5 A A B 22, FL A A B R 3
| & N A e A L S (P YN
FEEH AN 23 28 1 S 2 4n

endogamy
L5 %498, [/ & AL
W.: A2 (inbreeding) .

endogenous

i (#Y)

T4 E R R AR A B A N . e X
i"l: SME (B9) (exogenous).

endomitosis

BRELHH

B AR S, (HAH A% AS 702, A4 i
FEMEHH IR @EZ) .

endonuclease

¥ ER N 1] B

AT FT W DNASE Py IR 3 2 — IR £, JB R
NG W #ZERSMIIEE  (exonu-
clease), [RHEITEZER A IEE (restriction
endonuclease) .

endophyte
REEY,NEE
A AR AR A F ) B

endoplasmic reticulum
AR
(Ai5: ER) o 2 )5t IR 548, 55 4t it

MEE, AR s P i, EERR
B AL .

endopolyploidy

ASES

RN B LSRN A0 R
BIREH e (BEEZ) , U ak S B R4 i
Fo WIRIMCBETER, LT G (O 145
H B2 pi LB hn, T2 BRI A ) 22 i A4
W, BB N 2 A

endoprotease

AIERE

[ IE S RE Sy T N SRR B . W
PIEr SR S S R iR B e e

endoreduplication

CANERE

2 10 53 2] ST e (0 AR 0, TR LR B e
B BT AN G (O BRI B (O AR (R4 G
)

endosperm

REEL

REHE THEWF TS TRALR, F2
AR EY (—BhTEk) , BRI
FKo REHBRRDIIETLE =&,
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endosperm mother cell

AL B4 AR

BCA R A R ZE 1K B A 4R P iR 1A,
A5 WA RAZ, 2R Ja, 72 R W B LA
M, )5 K E L .

endotoxin

NEHR

R P P R AN B ) — AN 4, T )
LI LB ) AR AR o

end-product inhibition

ey EIE

T R B B . W, X2
AW OGS A TR A B, A )
RRATY . W RIEMEER (feed-
back inhibition) .

enhancer

R F

1. REMSRIR LA M el A B R T
Sk, 2. HAZAY DRSS INJL R F R
1) —JSDNAFFFY (£ — L& B A% 97 5 T A
BRI o WEAL TSI R Tl
o EATLEGULN, BER B (B ) Bah
FIE sk [ SCiA]: 158 F Tt (en-
hancer element), 1#3%F 7% (enhancer
sequence) . 3. MY FEALA Y T
IRl R ASAEE A

enhancer element
R F T
W #5e1 (enhancer) .

enhancer sequence
R F RS
W #5E1 (enhancer) .

enolpyruvyl-shikimate-3-phosphate
synthase

HEZ OB AR S R -3- T R S Bl
(45 : EPSP& K EBELEPSPS) .

enterotoxin

&%

—FP AR E B R, B 2 5 80
JRAE, VS FG L

enucleated ovum

P ATE )

FBEH MR (Y O B, 5 TR e
(eI

enzyme

e}

FE EARA IR IR FE T AR 5 A 2% IR
HAE SN MRS b A4 H 4
SN ST =Ty R 6Fh: 1 AR AL IR
Bg;s 2. 5AERE; 3. KMREN; 4. Z4REE; 5.
SeAlE; 6. . BRI A A AL
HEAE FA R 44 Bk [ inase 548, HF HAT btk
Kign's 2% —BFERE EO RS,

enzyme bioreactor

B W) 2 T 2R

FH T B A A 1) A 27 B A e L 11 e I 2
He

Enzyme Commission nhumber
BEERSRS

#Hi5: ECYT) —REEERCASTIR U
B e BB RGALIRRE . IR S I
WA SR 55— A S I SN
AR —F (. B s KA
IR, WOy 2R, e — A
AR MRS PE, W EC3.3.21.1 28
SIRHERERES |
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enzyme electrode

B AR

— ISR BL LA A, I E T R AR Y
R o B SNV, o7 I N e
BRI, = A, B H Rl 2y o LR T
FRSETY. 1. R (ML - AR
J AT BEOREE A0, B HEAL S NI, HLT
WA ERR. 2. BAE (HT
R - AR S A T B e
P, AT AR B . S R
L TR BRI B8R ARAIS, T
W b — 2 E AN BT B HHH .

enzyme immunoassay

By i) SR 0% 7E

— F BT e e 0 E BoR, A R Rk
SR B E  (ELISA)

enzyme kinetics
BN 1%
it SN PR S AR AIE o

enzyme stabilization

RIS E 1%

YRR TR PEMI R . A AR SRS
AL IR BRI B P R SE I . A
SEAAT T, LB PR 45 5 BEFRR
TSP 1A M S, XA 5 2] 1 il
A ORI

enzyme-linked immunosorbent assay
B BX 5 7% R, B =2
. BEEXRIZIRFMZE (ELISA) .

EPD

BEREEE (H)

W JEACHIERZE () (expected progeny
difference) .

epicotyl

il

A 4y v SV (0 VR Al 1) L35, 7EF R B
Jio

epidermis

£33

1. 3R R AN I B2 . R HESh
WINR BB T WA — 2 H ) S5 (M40,
W—EABANERE (BRE) Hi.
ME ) P 2 1 2 FCT 2 4 ok P s iy —
7o 2 MR R AMIN AL 55 (W 40 )2, w4t
B O o) 28 o, 2D RE 2 IR AP )
G2 3 TR KOS AR R . SR
40 B T2 T i A T 40 B sl 5 P S 8 11 R
Ko RAKHY) ZEZREL 1 Dy BE 4k JH Je 2 21
AR, 7 B, B i vk IF b T Al
ZUAR

epigenesis

B

R B FEHE, 1R E Ak
AR B SR AE B — AN A H W B ST R 2
fitl b SE . BRIE SRS UK 7RI, 4
BT SO MR B A, AR HE

epigenetic variation

RELR

AR AL (AT PR AR S Gl 2t TDNA
FREAL 5 [ B EFRIE UL 1 B o

epinasty

fm b

G - O T AR S UR S e |
MG T B KRR . TR
Bz SR AR R E A S s
MR VR S S IRE S AN,
s EPEA U AR .
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epiphyte

i =Ly

MRS e EAE K IR, (BN %
A AN SR ARAT T - b b R A 2

episome

B An{A

PO PRS0 1R AL B F (Ul KA b i F
A7), RE 8% 70 40 i A Alor T e AR gEAT
HHrRe AR mEROS L. BET
T2 2 R DS 22 ol DAL e B I ik — AR
CANH R, JF4 N A ) IR R 1 BRARLHL
Ko

epistasis

LA

AN [) 26 L s R A ELAE i — AN A
VAN [v) e R e b g — > 5 DT ) 2K
SR 5 S B DR (1 KR AL A 03 AR DG IR, T
L A 1R S Al A A e R A ) 1)
FHHEAE

epitope
E02
PR RE #E[7) S i] o

epizootic
HRITRR
[ I J e DR Bl A TR 5 o

EPSP synthase

EPSP& Fi B
HREXARNHERFERI-BRSEH
(enolpyruvyl-shikimate 3-phosphate
synthase) 11415 .

EPSPS

BB OB AR S L 3- T R S Bl

I e 2T WA TR 2F R R 3- 0 IR O B
(enolpyruvyl-shikimate 3-phosphate
synthase) 11415 .

equational division

HESH

BEA L G (LA IR T A G (0 AR ) 4
B, A G BRI ST A A BT AS TR
We —MELEABESENBLYH
RS oy 2 A A A 22 5y SRR AR
I3 R AR A R B 5 AT S
PO A AL

equilibrium density gradient cen-
trifugation

FEZBERESLD

He T R (AL AT 70 2 Ko 1
HIRE .

ER
A

L: PEM (endoplasmic reticulum) .

Erlenmeyer flask

AR, = iR

(A TR P G 7 B S B ik, T TR
B,

ES cells
ES4h At
UL: BERGT4H A (embryonic stem cells) .

Escherichia coli

KGITE

AR TR NRIE N IR 2 3 &5
HIFEA AN BR o KA ) FAE % e 41
A= 4k Th e B AR BL R ST FEDNA 15 .

TERBE T, &R N5 K HE oK
P EEFRREY . —HRE R, AR
E. coli 0157:H7 R—MEZEMREE .

essential amino acid
IR T T R BB, (U ik
B SANRE G R, 200 I fr g Es R R
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essential derivation of varieties
MR EARITER

(45 : EDV) o S PR R0k 5k 55 Pl e
HEARABL o N JELATIAE 400 o P A A v B 1R SR
PRI GEAZ AR BAR SN, B0 T8 3 [ A2 B
AR

essential element
WA EM R B A KR E L HNE
.

essential nutrient
AR AR W AR KT T T Y
Ji.

essential requirement

EATRYIBR

TERE A AR ERSEFR IR D, hehLER (&
TAMCE LTI ICR) « AUy (&
B, AErE R0 « TR WA AT
F (EACE, M REB NI R) « BUR
CREBE B AT ATHE) K A

EST

RIEFHIHRE

.. FTIEFFNHRE (expressed sequence
tag) .

established culture

ERIESR

1A AW I JE AR AR (L T8
FE) o 2.4 0k JLANBY B B i ) e

estimated breeding value

it EME

(#5: EBV) . 2HERRERMM
o IR IR 2 T A AME A
T FE R A Bk, i AR e U A A

A2 R R AR R AN SR AR AL
P A B AR TRUYIMEL, 2 ROE Al v 7 R

HIFE TR B AR A
SHEAN JE AR DTHRAR )

estrogen

R

.. MR (oestrogen) .

ET

MRS ENES

W BEHEOPANFEBRFZHE (multiple

ovulation and embryo transfer) .

ethanol

B, B

AT RS R AL PR
A ELFN AR G 2R FE AR EE, 7T ATk
WP IR e, ] TR FEIEOR
WK R st 1R S 28, i@
#5 (ethyl alcohol) .

ethephon

Z1aH

— PSR A AR T A, AR R
Vb T I I RDR A7 )

ethidium bromide

Rz

T 37 N RUHEDN ARG L X (196 )l G
R, BRI T 5 TDNAR et fE%
AN RO R A R 9. R B A —
PRI, o n] 82 SO RIS .

ethyl alcohol
B, B
W.: ZB, B (ethanol) .

ethylene
%
=AY TR, T
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PoiE IR s SRS AR ) PRI B
P I S AR 22 D e ) SR s 24

(ethene) .

ethylenediamine tetraacetic acid
LM

(#i'5: EDTA) . —FIEEEY. WHIKER
FRE IR, an] Rk 45 & 2 vl )
JOT, 3 AR SDSRAG B T 32 AR 40 B N )Y
A . 2 B E AR AR BR B (1 £ 280
HIF, DAl H AV AR IR S DNAK 47
il IS I 7)o

etiolation

=ik

SRR e G, PR B ANBEIE
KE o AFRTAIE T 2f = = 38
), MO HR B R B 50 4 R I ER B
AR TR I ) M B AR . B TT L —
SO BB G |

ETL
ZFEIRALR
W Z5FFHEIRML A= (economic trait locus) .

eucaryote
BEiZMBE, B EW
. EfzdR, Eiz5E4 (eukaryote) .

eukaryotic
HiZ# (A1)
W: EfzdR, Eiz5E4 (eukaryote) .

euchromatin

EHRER

FHRR 52 GeRE 3 (0 1 25 (0 1507k 1 IR e e (0
Jit. T E S EEFTIDNA X 1 —
SRER, WY FIDNAK AR BN,
PRI N A A 5 SR IR ) G (R AR X 3k

eugenics

hEZ

MR “BR” e i i, 78
YRR I A AT W RE T

eukaryote

HiZHM, B EY

PRI 5y 32—, BAT A0 1 1) 2R B A%
LA e T B LD EHM MM R0
o BTN, Y. Hwk—
s, L. FRAZEEY (prokaryote)

euploid

BIEK

PERES (Y SPRN I -1 NIOE o G AR /TS
L. WH AR Q0. =k Gx)
o OB (4x) SRR B RS 1k R A ] (17K
o X XH: JEEE{EK (aneuploid) .

evapotranspiration

EEEE ()

BT M AR ) Rk a (LR,
h ok T A T R 2R R R ) [R) R 28
Rk Z Al

evolution

1k

FEEIA B 22 R R T AT TR 4k S0
IRAE T A A= A 1) A A8 T 2CORIASE X )

o

ex-situ conservation

IE R

TEH AR St 2 SN A 2 B
JEGER 23 I —Fh 7 3

ex vitro

E (1K)

TEA LG FRFFE TR TF I B A
T AR B IR R AR A b
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ex vivo gene therapy

RSN AT IR

B A A B AN SR ) B ok
20 iy, DU IE B it A% PR 1)
HI. a2zl #5575, 8 f
SV e A FRTE AR

excinuclease

IBR I L B
—MEHZBENYIBNEERE &K,
AT YIRS N S VIBR 2 B (I DNA J
Bt.

excision

P

1. MFREBRaLEPER A A ki s
BEAIAE N 2BRDNA R BLRIRLfE. 2. 7
Wgpid PP 4. A% SRR B D) v A
TAE. 3. N FOIsRA e 4.

excision repair

YIkESE

X W EEDNA) — 455 132 8 A HT i
HEAT DIB%, HF LA 53— 4 DNAE #MEAF 4
B OB (1 Wb AT B 45 1K) ' DNA
(CI-BuREE

excitation wavelength

BERK

T8 T R K DGR 96 oy T (s
RS, A LD CRUIRIY) SRR
e

excrete
HEittt, 53 i
K ) J5iz 1% 3 4R R A AR AL

exit site

IBHALS

(45 B2 A W S tRNAR R JBCZ 77
MR LI gs 607 a5

exo lll
¥%ERSMTIESNN
Ul #ZEESMIIEEIN (exonuclease INI) .

exocrine gland
ok BR
B G A AT 4 1 — SRR

exodeoxyribonuclease Il
Bt iz A ER ST BRI
W.: #%EESMIEEN (exonuclease D) .

exogamy
REXE

J: €% (outbreeding) .

exogenous
SMIE T, SN E R

AT ECGHE BTN R X
w: MIERY, W&/ (endogenous) .

exogenous DNA

SpMEDNA

FINB LA b ok B T AN A Rl
W)UK ITDNA, 8RR 4 S SRDNAD F
JEDNA.

exon
SNETF

VeI TR — T HEAT e R AN OR B
IRy B, e in T, Mesh i
T A DIRERIMRNAZ 1o FZH
LD B A St T I & F Ik A AL

exon amplification
SNEFH G
T8 3855 07k

exonuclease
%R M B
BT 4 ER K 3, 7 fL DNAZLRNATK
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Wi o DNIEEESR A A A T 4R A
Mo 5" K% BRAN) i it LT B 15T R
S HFHATS” i B3 s [ BEAT AR 5
ZAA, 3" R IRAN DI I 103" R
[4)5" 3 )5 1) BEAT P e o

exonuclease Il

ZERSMI SN

(455 exolll) —Fh AXUHEDNAIK 3 2
FLuti B PR AZ TR N KB ER . [ X
W BRERZEZER M EE || (exodeoxy-

ribonuclease IlI) .

exopolysaccharide
K5 S 54
A 736 3 A RIS TP (R 22 0

exotoxin
SHNER
MABEIHLAE RN S ER.

expected progeny difference
HEBERRER

(455 EPD) ARHEANK E £ A0 (80 — A 8L
ZA RGN ML E VR BRI R A
TR, AMARRZYEIR, S PRIRAN 30
— AN B AN MR AE TS AR R T AR
o HRAFILT, BOE 5 IE MR
MRS ARAE S FERE R REAR ), D)7
IR AT LA o B ST f i SRR
TR . RPN ARG AR T
JAFRIR N SEAFIREAEPDZ Ao

explant

SMER

AR ETCRE VB, AR S FR B IRk
IEFRIELS) o

explant donor
SMERRR
AN A IR TR o

explantation

SME

BRI AR TN AE
HIsE R, DL AE KRR B L

explosion method

BIE

— ol 4 s A B R, A A
DN A BRI (14 7K 3 1 5 4R 25 (i
fa HUE ko), f R B E SN (R ) 4l
Mo

exponential phase
8 (ER)H
IL: 3 (5E4K) #H# (logarithmic phase) .

export
Wit
W E BT B A

express
e300
e DR PR e SRR 26

expressed sequence tag

RIEFFIRE

(45 : EST): 4> MFFH cDNATFE .

FH T bR M A DNAI 7 52 8 1352 B e 1) K
JE 46T KB4 cDNA T [ 72 471, IR ikt 75
SR AR K, TR (1)
2 — 1~ cDNAM DI R (2) % vl PCR3I
Wy 14 5 cDNAFH 24 i 2 K 4 DNAK)
H ), 35 4 KP A0 2 A 0 ZE

T A0 e M, KR K cDNARELE
EST/KV Lt AT HE T o

expression library

RIEXE

Je 5 — /> cDNAITEE OB i A\ 21 46 54 1
TN R R REHERE. W. XE
(library) .
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expression system

RIERGE

B EFNEARLG 5, TEIREE TS 50 N Al v b
{10 s IR 70 1 A i o D Ak, DR &
Bk

expression vector

RIEHK

i ADNAJ) 1), H4mF8 )7 5 fE AT i
sk HmRNAREHEAT BHIE, IXFER @ 1 ve pe
BRI RIA B A . od b SE R B B T
—ABERNFIFAEEHIZ R, 3 AR
A — Bk 20751

expressivity

ROE

R e B EEHI IR R IR . 123
IAIZEAN R A A ) R IR B v R AN
W.: AJELFRILE (variable expressivity) .

extension

R (i), LEfH

AR R SEYI O R FITE R Y] B b 2 5,
RUFEDNAZY T b 4% B 1) — BUR A HH ()
BRI IR o IX SR 06T DX A8l (1 A A
P30 58 G R, X AE B S BE AT
TR XA RE XK (protruding
end); #4 (1£3K) i (sticky end); R
if; (overhang); 1 (T£K) i (cohesive
end) .

external guide sequence
SMERSI B 5

(Ai5: EGS) W.: 515FF!
guence) .

(guide se-

extrachromosomal

FERIMY

(ERLAZ AR, FRATAE T3 a2 b 4 Fi it
SRR B B0 M 2 P ) AR DNA. {E
FERZAYh, FRIEY (O RDNA, R BRRL.

extrachromosomal inheritance
FERIME%

W #BEFRIEE (cytoplasmic inherit-
ance) .

extranuclear genes

ZANEE

AT RBaRZ AL (e ghifh, 4t fhak,
AR fIEE AL

exude

EH, R

TR LB O, B B IR R R
TG b b HE 5 AR 5T Cank )Rk
PHERR B Z T R)
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F f

F factor

FE+

HEHERTFHS . AaEESSE DR
HEEMRIIRE N — M RAL. W: SR
E4H (Hfr) .

F1

fx—1k
BRI A S . WU R
PRI RFE . e RN
(F).

F2

B2 U

A F AR PR s g ml— ANF AR R
A AREBE Y. W ZR3ENIE
(F).

Fab

MEZEERE
IgGHLIR I — Bk BG4, A 4%
TR 4 X AT AR X R — 4% SE AR 11
BRI, S AR IR A AL
o

FACS

b, v S s pvig

DL SRABTEMAE S %EE (fluorescence-
activated cell sorting) .

factorial mating

EFRE

HBEAS A AN BEARHR 73 53 2 5 1 5
o LBl @ RSNERR £ PRI
B INS EeL P TE TN NINT 2
AR IEATE .

facultative anaerobe

RERSEY

HHA (BER) ML RE) 44 FHEE
EKIED.

FAD

HERIEN Z%EHR

UL ERRIER ZZEE (flavin adenine
dinucleotide) .

false fruit
RE
IL: {RR (pseudocarp) .

false negative
1RBAE
AZ A BATE AL 45 R AR H B L

false positive
&RFATE
AAZ A I I A6 25 SR IR B A

farm animal genetic resources
REBEEETIR

CH T T H TR R A R B )
YR R HRVEE . KRR S, XL
T vy LA 40 0 B AR RO AN YL R
Hu T R REANFEACRIRE, bR A, gt
i 28 LA SAT AT R Y H) 38 AR ) 5

farmers’ privilege

RRFFI

LA ) ity R DR A 3 B P 457 AT R BT IR A
A, HAEN - Z=RE R TR AR
BN AN NVER SR SO B ) Uil
R AE# (farmer-saved seed) .

farmers’ rights

KRN
FE19894FAO K 4 5 LK L 5 Tl i
FIRCA], AT SN o I
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BV T PRk, M
MIEEFIR A . SCRAFH Eh
RS IBCR” o &4k (HE
MR F R ERAIE) 7 1A
H T ORE R HR E B WA I Ik
[LARIE (REMR A EYIEEE
REPFRFL) XL RRBB T
TR

fascicle
&, R
. 4% (vascular bundle) .

Fc

MIKER KR

FH S TR R 1 4k E R 1) P X 0
B, ANVERSHRSS S R

fed-batch fermentation

St & B

TEA MR B AR YR R i R v, 8 M
LW N A IS IS SR -

feedback inhibition

IR

—ANEWIB IR R A Y R L)
BRI R . RN A ORI WA
WYRIEIR AR I A O . WL #&PE
130 (end-product inhibition) .

fermentation

LEER

AW O &R E W) &8k
WA i, AR Re R R . R
M T RER AT IR W) A ey, TRk
i ORBERE, EW N AR) th AT IR
I SRS TR

fermentation substrates
AEEER
A AT T SRR BT I I A

Jot ) o DL R e A A 1 BE R o i i
A= L RIZE R T R Rk

fermenter
% B
UL AR 2E (bioreactor) .

fertile
AEN
BHEEMMERAE 1.

fertility factor
HEEF
W.: FIAI¥ (F factor) .

fertilization

KB DNAFEPEMERFL SRR G
TSR, WA TR - EREK
ofk, FrLAE Tz e s s
kg tati. LU LRI 1. Bk
SR (AAD) kB [al— MR MERERR F 25
Hro 2. RRRE (ZA0) : K AR
WEREPERC 45 A, 3. XCZREIER: IR
TIFEREY . A AHERS RGP 455 H 1A
B, 55— A B AZ R P AR AZ (sl
EA%) G55 T RBEEL .

fertilizer

BE A

Sy AE = N AT T . IR
REAT RUJE AR PR 1 CanHERR) , T LA
R R Can N kL) .

fetus
50JL)
L. BRJL (foetus).
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Feulgen staining

BERIREE

MG ek, T LAY SE R B AL
3 G RDNA 73 FL g i .

FIA

R RENE

996 M 5 (fFluorescence immuno-
assay) 145 .

fibril

[RetiE, it

— AR R TR, Z Y
R R AT HE R IL T B

fibroblasts
R4 4R ffn
TE W) & i L2 Th 32 3 AT AN
PRGOS SORMRR . — P75 5 FE R A B

fibrous root

IR

FH A0 A AR O A 21 1 ) A% 30 AR ) AR
. ] Xiil: EiR (tap root).

field gene bank
BFOMREE
. EEEE (gene bank) (2) .

filial generation

#EEK
N (F) .

filter bioreactor
T B A 5 N 88
— A A R AR H s AR A R ) D
WAL B AE KA R R R S, %
WL AT e VE R SRS, 1 Al e AN
FEm ko 20l T R B S 4E

e, HE RN, W R UEY
e s AR, (H AT R LA AR D R
T SN A A R S s WFLAE
IR R3S -

filter sterilization
TH 3 B AL 0 Y i W T R TS )
B, XFAELIR N, BRI R

filtration

1.1 2 FUMERE U A v 3 8 Tl 44 1) ek
o 2 LM R e VR R ek 3 LhyE AL
FLAR /N Il A i ek, i 0 LI 4 R
FCIE . 2.2 R A A R SR AS B 4 A
VE IR, T ARCEE AT SRR R ) D
.

fingerprinting
LRy
JiL: DNAFESI43 1T (DNA fingerprinting).

FISH

WARRMER

WL WAREIRFIZE (fluorescence in situ
hybridization).

fission

Es

— AL A A S R B AN KN IR
L T AMA R TE P

fitness

E(&)E

TE— MR B — AN B, AR T
[ 0 5, e A A 5 G B ol 1) 2B A7 A AN
EETP
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fixation flow cytometry
EfL, EE MR EAR

AN — AR 52 FE D /B R R AR i R A AE
TREAT ISR . FEIMBEER, i
B R w55 52 3 LA B 0 W) A R R 2
B, WH KA BEERS, ek
AR R I 3 A KPS

FLAG
FEERICY
W.: FEFFERICY) (affinity tag) -

flaming

RPI(CRELE)
—FPORIE TR ARG AT R T TR
PIHEEAR . KA ILTE SR, s
BB A7 1) L, AT R HE 2 T AT 4
b FR KR o

flanking region
& X
55 7 51 IUAE 1 IDNAJF 1.

flavin adenine dinucleotide
HERIER ZH%EHER

(#i5: FAD) o TE&FPAEAL s Wl
TEAERMHEE. BN FRGEESR
B, (f% 35 %) 7 1 FIBRE B (AMP) &4 20
W, ERERE T NS R R
T )R FADH, 3 i H A% 1 B R
AL TIFAD RN 43 T I ATP.

flocculant

BRI

AN T RORLERE (2L00) 4k 253t
floccule

2R

VR T AE WA L TR TR W 2R ) B R
B o 35 R B WG G I 7 R R kgt
SEIXFP BN S o

8 40— A B — AN AL L O A%
AR, AT REMRA R DMLY
NSRRI R e BN PR
SRR — W RAMEBABFEAR

(fluorescence-activated cell sorting).

fluorescence immunoassay
RARRNE@ES : FIA)
HMIZ AR IR BEAT B S BN E o

fluorescence in situ hybridization
RHRRMFR(4ES © FISH)

A 9¢ 6 b3 AC (1 5 FEDNABIRNA 5 58
Y M R BEAT I FR 3, RN 2 G
ARG T R DY) 45 . 2R
HHE B 5 PR R B RS
BAE, H T ARG 0 4 b Ao Bk D
7 E MRNAZR 1~ B B R I B X 1
K

fluorescence-activated cell sorting
RAHERMDTER(ES  FACS)
SR EAR N Fh k. TR
R IS CRERILTT TN B (40,
BN GO REE) o IREEBUR NSO 0E T 11
ZEE AR ) bR . N T
EFIER .

fluorescent probe

pE ]

AP RRC RS, IR T
RBIF T

flush end
i
I.: FEif (blunt end) .
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flush-end cut
o3|
W Fimi 0 (blunt-end cut) .

F.F,F,

MFRER, EENRMER,

BIE 3 RE, TR, FILF [ 7C,
FAT O TACIK B el F1 2.

foetus

BROJL)

BREN Y /T IB BL, AT BEBR 1A
SR . AT PEE Kfetus. I
X} (embryo).

fog
A RTINSO, G kAR
IR AR R A4S BRSS9 55 2 T )
Ko W: BSEZIE (mist propagation) .

fold-back

Eiil=l

O R IESZ)PIINIDNASG ARG, 1E
IGHE T R KB RTI UEDNALE 4 .
TEIXAMEDBL T, J5R S>3 25t IR SRAE
FEEFHIAKRIB K, JE—REEX

folded genome

mERENRA

I P GO RDNAS T IR GEDIRAS o e
J& IIDNAZY B AN [ G548, RS 454
S8 — AT SRR e S5 o

follicle

i, IR

—NE P HBERE, T LLORY g 5
A KB R . DR E K I L —
NRETHIAH, BRAESEEM.

follicle stimulating hormone
RIDE(ER)HER(4ES  FSH)

Wi 2L 20 0 ) BB A 23 A T — P 3R . 7
ME Pt L 30 4 b R] DA 0t B B (AR O
)RR R TR S5 A B A AR R s A
TP L 30 4 v U AT AR S S A RS T
AR FSHAZEUA 24 (M E 2S5 .

food processing enzyme

BT

M FEdlar b i, Ak, AU BUE
B T I TR 52 2% 22 8 20 P K
OBl AT ARERRARM. &
ai IR AR 1) 2 B H A2 TR AT G
LT i SR T 2 £ A

forced cloning
TE )52 FE
4 HMIEDNALLTIE J 1] 4 A\ b P28 o

foreign DNA
SMEDNA
A EEIEHE A SMNEIEDNA,

formulation
[5a)
W.: 3EFEE A (medium formulation) .

forskolin

BRI, EWER

MFEP AL P E ) — Fh 25 H Zah b &
Wy, ATHFRITOE . T GHR RIS e
it

fortify

&k

15 T TR B PR N s A 2 23 50AT &6 K
B3
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forward mutation
EMRE
WEFER G FIRAR . ]

Midl: RIEIZRZE (reverse mutation) .

fouling

P

B I R 1T W ) RE A0 7 o ) e
B (kAR s E))

founder animal

k=LY

A ZMREEERL D WEEERLY,
THTFARLE sl R B H ML &,
B R Sl 7

founder principle

FrimE R

FH SR Y T[] — REBEAR 1) 2 B0 4 e ik
B ARST REAR I AT REME o DR IX RGN 4R
AR REIF AN RETAR I SRR,
TR T BEFIRERF AR AF AR AL 2 . W
WA (genetic drift).

four-base cutter

o B

TR VUAZ TR R A () — i B4 PR 1 P 1)
B. DR PUANTREE B o S 31 LG S 1)
FEEPHN B LR, VUBRIERE L 7388
EEYIRIA AN, BT LUE AR PR
FITE R BN, UL DU (four-
base-pair-cutter), DU (four-cutter) o

fractionation
PEAE
Mo R ZARAW 0 T IHAT AL 55 5

fragment
RE o4&l
W PRABIE A Bt (restriction fragment).

frameshift mutation

BRRYT

h T2 4 A o Bk 5 E(DNARIEAE
AR FT SR I9RA . Fe T —BRR RS F
PIVEJTT, 51 I ol AR 1) fif 2K B4R AN A
TR EH A2 = 4.

free water

BHK

21 2R e v DA 41 Bl N R i B 41 B
SN K . &% Xid] s Z5E 7K (bound
water) .

free-living conditions

BEEN

/INHE R AR SINGS 77 4 3 L BRI 1) 15 SR 38
58 Wil 3 A o R AR i B IR AR R A
I, MIREARIG, /AR 25\ £ 3 o
TR T H C A B

freeze preservation

BHERE

e fRIE £ H @R 7E (cryobiological
preservation).

freeze-dry

RETIR

1B 5 R A VR AR B 27K 4y o
T HH TS S R, T
OB A 71 . SR A, g
GIRAPRRAEAERE b o I8 S IREE
%7 (lyophilize).

fresh weight

3

AL K S TRRE T . [R) SC3]
(wet weight).

1

friable
ARERY
12 A VE I T A B B A g 4
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FERXFEOLY, @A HER W 5 T
3 AN 53 ORGP 0 A L 4T

FSH

R RES

L. {RIPAEEE (follicle stimulating hor-
mone).

functional food

R M

FESEAE FRIEAN T g A ATT P AR R g 25 SR
FRED i, 635 17 6 2R T L AR A R A B
BITAEA

functional gene cloning

IheeE FE e hE

W EEEEKEE (candidate-gene
strategy).

functional genomics

heeEFEAZE

DLARIAR )32 (R B A TR DR 20 1) Oy
filh, LA B B FRAE A AN AR I R 41
A EARE T A WS H I ST A0 .

fungicide
FHET
X FLE BA #AE R K

fungus

ER(EHEX : fungi)

AL PN AN R, AT
A A HERZ i A (S A
[F)), AUHEE LT BRI e AL

Fusarium spp.

RINEE

SV AL D XY/ NN RSP
i, LHAERFEY 2 S B E ™
HAFURI R 5 E IO H 2 B ™ 1)

R, DO VE 2 R RN R R R
Horp A 2o fe T K m AR R (L
HHER) . SRR R T O
P NI B T R R 1

fusion biopharmaceuticals
MEEBREMHT
BAZHRERR G SR . KRR RTE
R & i 7) | [ A I R )
RLRLE AT, RN RE Rl ThhE. 2.
BT BIAS R SN E ] e
I THIESEIRE. 3. — &80 T e S
PEERMIENLE. W f2EER (immu-

notoxin), Fi&E % (fusion toxin) .

fusion gene
MEEE
W chimeric gene & ER) .

fusion protein

BLEER

HEREEER = ENZ . AP A
SUEE e aeb U 2 1 | T e 3
N, PG IR SRR
B JER P ERBER. XA T
2R EP, B 1. = A
—HIEFMRE; 2. AR PN IR
FRERIER G 3. AL — PR IUAN [R)E
SEARA RINE . N MEERE
#1255 (fusion bio-pharmaceuticals).

fusion toxin

MESsR

WE S ER RGN EZ AR5
ERR AR A . g M2 AL A SR
WA RE 3 B AL B B AR, 17
He RN ZHERNE .

fusogenic agent
a7
AT LA S 4 0 Rl ) A 2 TR B
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gamete and embryo storage
G Bt FFARERR IR TF

XPOUF . #EFL SRR EEAT I AR MR
1. — MR RIGRRE

G gametic (phase) disequilibrium

G BE F (1B L) A 15

BIRIRI4ES . CEAHORIPAAL 5 b, BRAEEL (BEF) L
(R S AR 5 1 S AL B DR e R T B

G cap HTMEAN . e Rl il (FBAD

GIEF &1 187 (gametic (phase) equilibrium) .

1R T2 A2 A Y)mRNAT 157 i
AL BIEMS AT . ok se i)n, Wil
5 =57 B _PREIEHZImRNA L.
UL ANWEL = (cap site) .

G protein

GEH

fr T FRIEN R, 45510 BIERZ T
. GTPRIGDPIERAR. MG
T8 I i 7 A (G AR 1 AR B A% 04 2 IR
TR, Mgl 28 A5 — 28
AMP R JIREFIR) (R TE -

galactomannan

FHHERE

HD-H EHE v CIE 1 — AWl R B I
BRI, U S H et Loy 12,

gall

9@

Y FAKBRR Y. W TBEE (crown
gall) .

gamete

[

A5 R YR AL Sl AH S 11— 4 T i
HIEREFI RN, &7k
AR A A, BE T AT
Rtk gt fk, P 2B FEonF,
YT 2T i FE.

gametic (phase) equilibrium

BE F (B L) T8

EAH SR P FPAL 55 1, BR(EEY (il 1)
TR A2 5 P A A G 58 67 26k DR A 246 1) ofe
BUMSE . fldn: G SEAIBIRCF H LI S
LI AL B SR A %,
MA. BEFT#. x Xid: B ¥ (16
{iI) 1 (gametic (phase) disequili-
brium) .

gametoclone

BEF o e

Jic 7 A 4 1 208 L LA R SR Uy SRS T
EE0: Ly 8

gametogenesis
BRFEE
H1- B L e o

gametophyte

BEF R

) A BB T A e AR T I AR
BrBe. TETFACAED) T, HERC T AL TR
R, HERC T AL RREE

gametophytic incompatibility
REFATER

WERERL T E RHEBAL A GRF LR S) Hh
TARIA SRR DY, 3 ke A T R A AL
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LR O T ANRER RS I AL BL S o S o
AR Bl

gap
&0
XUBEDNA ) — 4B TP B R S 401X
TIDNAPK ks HA— AN R X

gapped DNA

#HODNA

AT — A a2 AN 3 B X W
DNA/%> .

gas transfer

KRB

RN TS ENBIE TR RE, XK
BRGN—DNEESH, CEHELY
PREAR A o o R ARV N ATl
JUASEAR L, A4SV (T
ANRHLYTR T AR PR A, T
ARV AR) B SR HOR A
Jrik (ln e s SR 4E A0 S 1 4 o (9 2 B
AIE M)

gastrula

IRz RE

FH 9 = 4 S A B R s ) S SRR G, 2R
T A= B o

GCisland

GCH

T RGO I RHEDNA Y B, IRy 412
T AR AR A SE R SR D IR FIE

GDP
THREE
57 AR SRR AL (M AR

gel
B
R IRRAIR E A, ARSI TR

Jr Rk BURAITEAN N E R 1 Ak
Higrdk.

gel electrophoresis
R FL K
.. Hik (electrophoresis) .

gel filtration

BRI iE

—FEBARKDNAM itk vk, T
I3 T RN F 8 R E Wb A
9o

gelatine

AR

—PRGCIR B B BT A B R [
o K ML AR H IR ) 7K R
G =20 7. H T HER R
= S ] AR R Ul

gelatinization

ROEE(TEF), #fk
IMABK I ER HBLRIIZ KIS . TK AR
MBS T AR, BRI EREK 7
TR HAAAAER B FEA 258 o

Gelrite™

Bt Z Bt & = HER

— BB 1D A R i R B R
s, HAERCE RIS .

GEM

EEIEMED

SR TGRS . W BB
B HEHIK (genetically modified organ-
ism) .

gene
£E

LA THE R TG e S 0 e R A A 326 £
YRR TC . ZARTE M TR 2
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PR R AR A% 3 o i f] B SR R —
BAZIR B, i — AT R H 1 5k
RNA.

gene (resources) conservation
BEE(ERRE
ST LNE S AP /i LIND {5 NN
A BE AR — o WEATORAE, W IRAE
R ARAAE L FE DR

gene addition

E R

TEAE AR BE DR A v zs i — A~ BE D 1 T g
PEFE L,

gene amplification

ERY 15

A IEPEIR; A BE AT 2 EE W, 0
Fg B P BCA LR o

gene bank

HEE

1. DURP7 dNE A A s e, M
AR AL ER Sl A A A A ) A
e 2. BT i e 2 E AR A
PRREAT S W AR A7 S ST I it . FH T T8
TEY R R, BRI AR
THEBGEETY, WM R . 3. Xk A
H— B2 I DNA v BUdEAT R TRAE
X R D R R B AL T AR 4 A
HDNAIFFI AR el 4. L. 3
(library) .

gene cloning

EFE 5w pE

CLAH W A B B & A o 4, R e
IDNAJT S AT 2 4 DI5GB 4 B IR 5k
ESEGIDANE3 47 WP e s rainE e ot T )
EADNAZF AT . [F 3. DNA
v

gene construct
HEEWE
.. #% (construct) .

gene conversion

HEEET

— R RN A SRR, A
SR FED SR I — AN AN,
FAR G R T L

gene expression

ERERIE

=L mRNAFIEBH R, 3wt
YR I L R

gene flow

EEER

H T HE DA — AN BEAE R 16 5 — A SR
LIHFPREIL R Y1, i AR AR E
SRR .

gene frequency
. ERIERESAE (allele frequency) .

gene gun
EEie
L. EE#EE (biolistics) .

gene imprinting
EEENE
HHHSRASK ISR E R R ) RIS 22 57

gene insertion
EREEA
—ANEEDR AR AN DA AR O

gene interaction

EEHEEER

A 8k D] T 5 Bk DS B ALV H 1R 12
(D
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gene knockout gene recombination

ERERRR EFEEA

UL: BE& (knockout) . JL: E4H (recombination) .

gene library gene regulation

R E 2R

W.: 3ZEE (library) o TR M M BAL 2R h, T A S E A il
LR IR o

gene linkage
5 [ i
. ZE i (linkage)

gene machine
ERE G
UL: $EEEFHRE (transposon tagging) -

gene mapping
EEE L/ EEEM
I B (mapping) .

gene modification
EREE M
FIIDNAFF A2 A8

gene pool

HEE

TR SE I (] N — A & T B v i A7 18 4%
FRMEA, 2. frEMEERERE T, #%
GRS IR NS &N e J55 ]
T, TERED AR T A 2 AL
TR A P o i) AN ARAE S 52 25 AR T L
0 2 3 R P o AR 25T s AR T2
SREDR P BB NS S I A,
TR B A RELIAAT -

gene probe
ERERE
W: #R$t (probe) .

gene replacement

ERFEEiR

Wi EREA, KU AR
TEHE AL A, S )R S AL AR P
I,

gene sequencing
EENF
JL: DNAUFF (DNA sequencing)

gene shears
HEHENE
W: #88 (ribozyme) .

gene silencing
ERELE
IL: 2K (silencing) .

gene splicing
EEE
UL BIE (splicing) (1) .

gene stacking
EREHER
I: HEFRE R (stacked genes) .

gene therapy
EERIT
A5 | SR 1) dk e ke DAL ) B A 70 % DL 5
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NZ LW AR, LUk T B R K
e AEMR AR (HATEEA% f) B G R
FE B s an L iy 5K EAR AN (A
A AR ) FEDG YT R, SR SR AR
P LASH 4 40 ML FR) 5 o

gene tracking
E [F R ER
AL TR AR AT B

gene transfer
HFE %%
W.: ¥4k (transformation) .

gene translocation

EE S

AN R AR R 2 S — A
JER o

genera
I3
R

generally regarded as safe

LREAE

(ZEEERGMEIENBE FHRER
iB) MINRE, (45 : GRAS) . IR T
mi RIS — SR A D AT
NP I R S b, B AT
REW A Ak IE AR PE NN . S Lo b AT 1
EZADNASLI 15 LAY IA N 2%
AHHE

generation time
A i
I.: R ETE] (cell generation time) .

generative
HIEI
.. % (germ line) .

generative nucleus

HTEZ

TEVEZ AR R D), BT (K T
PEAS LA i (E e T, ek
=AM BN S B H ) o T8RRI
W, HEMEEFHE 2 R A A
M — A8 F2 0% . w2 R 40 e 1)
A4

genet

Eik

FE R AR AME, AR A RTE
MR SEAR . BT AR 22k 3 B g
et (AMEFERAD) .

genetic assimilation

BRI

FH SRRl B A 1) B R AL A4 —
A BV PR A K

genetic code

BEEg

AN T RE MR EHER ZBIK S K E B
KLIFBELF 2 A R N G R . TE LB
3.,

genetic complementation

BEEEL

[F]— 41 L+ P N DNA £ 35 [R] A 34
A PR —/NDNAZR T BAlA 5 6 1
EAEIT

genetic disease

B RR

AR Y 5 R SR R, T RE A AE
DNAJTF HIKF B — A S, Bl
SRTERAOARATRUKE B Sed. BARIR
A RAAZ L B AW 5 g, 2
JE A AR VS 3 AR B AR ARG R
Wi o
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genetic distance

EfREE

TR AR T A 22 T 388 A% A DL 1) 4 7
W, B RTUVREIE . A KL DA e B
DNAJT 51| [f) 4% 5t by B it 0 AT 485 . 441
W, A5 AL R AT AH [R] S5 AL R A
FHIPIAN R Z 0], FALAE A7 AT 8
{EEEES M0,

genetic distancing

B 1= BE

WA 1 A i DL B A 0 3R B R A
RIS ESRE s DNAJTHI, FET
B FEAR 2 ) AR B

genetic diversity

B S

Tl Re Py BRI (0] 7 A ) A% 22 5, 0EAK
B AR T Y iR el A IR A SR .

genetic drift

BEEE

H1 T PR AR 1) 35 PR AR AE R e K/ Y
AR T AN Ty G v %, R A A AL S
AR AR Bl o RN, a8
R, A a P AR L Y
g, AL ZREVERCN . BIG, LR
S MR Tt AL PR AR AT L8
MR A

genetic engineering
IR
T B BE D) T BB S A B, AT

genetic equilibrium

BT

FE T H B AT ) A AR AR o, 245 4E
P R A AR R RS

genetic erosion

B R

B EABN T g R S A EE 2 R
PEREA N 18] AR A TR R, AR AE AR
e . W. BEEIETE (genetic drift) .

genetic fingerprinting
BEERY AT (EE)

J.: DNA$ESI4 1T (Bi%) (DNA finger-
printing) .

genetic gain

Bl

PTG B ESRER L, gk A
K

genetic heterogeneity

BESRME

R RILBLH ) a4 Iy AES R F] B A
gﬁo

genetic immunization

EE%%E

H i B T S PR e o R IR e N i A2 ) A
o JERERERIRIL G, ST,
M ORI AE DA G 305 SR AR R o

genetic information

BEERER

Pt ADNABLRNA T Z T IR s 17 41 i
BLEHIE

genetic linkage
15 % 5
W: ZE 5 (linkage)

genetic map
B E
Btk EIR LR T, T EA
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MR B s LA B (Y ek g 0 44
Bl . W ZEHIEE (linkage map) -

genetic mapping
BEEER
.. EE (mapping) .

genetic marker

EBEHRIC

FF VU0 e — G A R R A AR —
BIDNAJT 4. W: #RIEEE (marker
gene) .

genetic pollution

BfRiTE

AL AF L GELHE 5 S U BE D)) R 52 425 ol 3
BN AR A SN AETE R I R
AT

genetic polymorphism
BEEEARN
. &751% (polymorphism) .

genetic relatedness

EEEXE

BED LA s oAb, (), WITEARROPIAS
AL BRSO AR 2 R
fitm, r=0.5, &E&THHA K HARINCE,

genetic resources
BERIR
HAT SEBR sl AE B AL D) 5T

genetic selection

B RE

FEFPHE P SRR (7] 5 ()RR AL 4l
(1IN SN N 1B ik B A OB U/ P i
Al e PR W 2 T BUAN [R] 3 R B A7 3 LA
B, RV Z AR, AARIE SRR A
TR PN PR A A S

genetic transformation

EfRRL

Ul %14k (transformation) .

genetic use restriction technology
2% FRBIRE A

VT B DR Y T AT A B ml R BB e
B IR TR AF (W BAE AR 7 R0 34 14K
PEREAT A AR (455 : GURT) . HIY
ST RARP T A R A BT 1 A )
FLP e . H TP AR [ GURTs 2 3k
FH: WA KF I GURTs (V-GURTSs)
WP ERE AR IR —GURTs (T-
GURTs) , Mgt Al b AR 3747 40 1 1¥) 55 ik
AR . L. £Z5EEH (terminator
gene), WTREMH (disrupter gene).

genetic variation
BELTE

B PR RN S BUMA TR R B2 57

genetically engineered organism
(Abbreviation: GEO)

BRBUEEY

AR UOE Y (45 . GEO), R
PRI 55— Rl i

genetically modified organism
(Abbreviation: GMO)

HEEREY

BAAE R LWk (455 : GMO), H—
A IMFEEE RN A AR

genetics
BEF

WA (K2 Rt

genome
EEAH
AR TR, R, sidlfuss w5 b
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A A b s AL BT R LR HE germ

i TA) AR 2. MT—2RAR8kR3k BE/ A&

(EHNE LS QLR NE YN 1. YRR R EARE . 2. AiE: 5l
T I AE ) -

genomic library

BEREE germ cell

H—ANEY AL N LI DNARTFRBITE A B HESELHA

Y DO ) o 1 e S AP AR T A R (PR 19— 0.
FEMEFLE ) T, AR A A7 A T G ELR

genomics ST B[R] SR AR B T R A

EFEAZF (germ line cell) . jz Xid: R40HE (so-

FUFH > TR 2 R AE R A 3 DR 2 e ok
TSR k. Thae ik, mI2 2k
A2 R R E SRS o e HEH)
{£ B# (bio-informatics) , INREEEH
£ (functional genomics) f1E B RAF
(proteomics) .

genotype

ERFER

1. = AN YRR A S 2. FeBR AT 55
MR EEL R, P, Aailaa. 3.3
3T A MR A (R T AT A7 A1) R 1
Flo

genus
E(E# : genra)
—BESRG O RAHUT R, HOEAFHOC
FROH R T AR, IR £ A DA
DNAFRF 5! 1) %3

GEO

ERBUEEY

wENGEEY) (genetically engineered
organism) (145 . .. BEEIHRIED
& (genetically modified organism) .

geotropism

] %

BRI KES. [ . mE
711% (gravitropism) .

matic cell) .

germ cell gene therapy
EEAMEERTT

FERL T IR EAT, 18 5 sl Ak [
R, SEEY ARSI
R

germ layer

=

J5 [ WSR2 e sh B IR G W an i), e
MR E BB AR ) T 7

germ line

R

TEAEYR R T R, w2 AR
C T T8 O 10 40 M 2R o 3K b 2 2L
L B TR ) A PR ek
M AR5 R 2 18] o) BeAE AR AR K22 52
W: A4t (somatic)

germ line cell
AL R A
UL HEFEHAE (germ cell) .

germ line gene therapy
EEAMEERTT

AN B A SN R N 52K DN Bl
MR MR e AR, SR EE
PRI A7 100 35 A2 T 40 £ P £ 4 0
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IR AR AZ R R A T R A
IR,

germicide

REF

J T2 B R BRI T AN AE 55 J sk A2 4 1)
e vilR

germinal epithelium

HEER

1. 55 0] B AHE R G ER R I L — 2 b
M. 2. ST AE R ANE I A
Mok, AR R, W FEFRE

(spermatogenesis) .

germination

AR

1. M7 RE A IR B 2. T
RAITERPRL AR AC LR B .

germplasm

s

1. J il S s OR A7 AR R — R RE D 2
AR B ERE IR — AN, B ER
—ATikE. 2. AIMEY, B
e B BGEARY) UL 1S AL ) i, K
A G A SEERAR A AL 326

gestation

YER

RN 0 BE ILAE 18 P R R P A
COF 5~ 32 K) A2y e (Hh2E) 22 Tl 9 i
.

GFP
FERAER

FEWHEH (green fluorescent protein)
ARE o

GH

EKHE

ERKMEL KW (growth hormone)
M4iE o

gibberellins

FRER

— MY, A,
REQLHETTAE &R, M FokAs, fi
W Ay s R

gland

BRI

BN AR 3 03 AR TR SR — S
S50 4R B R A . S 1 R R AR
R NP, HEWEMA; Sb
IR IR, A T 2 AR
JrEAR K

glaucous

BEHAEN(ED)
ERE N D SRV PNE 2§/
N, I U AT LARERR .

globulins

KEH

M ARG, DL R WL
CREA . R RS T K, S
T SR AR S AT kAT vy ik
—AHE Y BRE AN R E A

GLP

RIFLHENERIFLRENE

R 5206 = R A 5258 = U (good
laboratory practice) )45 .

glucocorticoid
R R ER
e S BN P R T R DR R A ) — 2R 2RI
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glucose invertase

HE R LES

R EHE /K AR P 2H BB 2 1) Bkl (A
ZHEMIRBE) B o

glucose isomerase

HE R

A T 2 B R SRR A L S A o g R 2R
ML, RPEE— MR ay, W4
B RpE SR RSN, BEa)U
T R o

glucosinolates

mAEEERE

T 7RI LG A ) (Rp o) 2 =2 ) I 4 (0 20
GUrA ) — o1 HRAREH#IA A
25 THEY)- BRI AR SR &
IAEA & e ) T 2 R e
(RES SN Saa SN TE =21 P MR T A
A AT TR I AL TE SR

glucuronidase
A E PERLER
Il B-EE EERES (beta-glucuronidase) .

gluten

£735

PUARR T I 1 — 2 s e I P 2 5 o
IR G, AFAE TR (Rl Je /N A2) i
WLHOBREL o 2R i K A A
I, ANEERTUR MR RS b T
AR TS S FR I T . —
SR A B0 BRTRUR N, IR 5 IR
JEs s IJCERTURE £ o

glycoalkaloids

X RSES

— RN A B, A R 7
2, XARMILEW A Z i a ke
e EAHESRHEY s ) 2

glycoform

&R

AR EEER LR R A R
T, tH BB IR I S B T R T
SE o B S R S  ZE S T T BEAN
[, DY BHERAAN T T 5 H e
oy Z AR o

glycolysis

YRR

AR AR N IR, 7 HEATPIK— &4
SV o

glycoprotein
wEB
SF & e NIE A =) i

glycoprotein remodelling

WEEREW

H T BRI P DIRE H i ABE B R 1 b
DIBRSERE 2 5L o — N ERE AN SERE 73 301
DIBR AT LA BRI bR AR EE B B JR
PRI, T E AN 5 RS AN A 2 £ G 2 S N )
BT, AT EAM Y IEES.
I #ELEHER (glycoform) .

glycosylation

B

B BB A 5% 70 1 AN A B e 2R A Y
o1 b, BEEA BT .

glyphosate

EHE

— SRR B PRy, A A
T AT A PR 3 TRAE P 5 Al PO P AN T %
FRL7/B

glyphosate oxidase
EHBELEE
PEA T R AR (e, R Tl
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Jit TRT TR R T, 0% R PR A L M T K
GRS EP QIS E  PNE I E A
M, A X SR Y RE RS T 32 & A
H B ER SR, X BRI K [ B E 5 CP4
EPSPSHEEIN &5 A1

glyphosate oxidoreductase
BEHBSTRE

MIREM A A FF R D A5 2B
A B B AR . K g Y B
(goxv247) 4 NAEY) I HEAT IEAf K35,
TXEEAE ) AT 0 B R R ) R
Ao WEFARCPA-EPSPSHk B H Rk S 1L B 4
B ) i 2 M FE A

GM food

HEEEM

LN £ (genetically modified food)
M4Es . SHBE— e =N
B AR JGORESRAG R £ i o

GMO

oy 3 i ke LS

B E SRR LYK (genetically modified
organism) {145 .

GMP

1, BIERIZE-5" B

[ i : SEER (guanylic acid)2. RF
G

gobar
RHS
IL: iB= (biogas) .

golden rice

BER

R R KRS, R A AT
K B-TAE MR (BEERAM T A
J0) o FHATAPIAN 230K B K ALFE AR 2
UK TG B R DT T 4

Golgi apparatus

ERER

) R )y ) 40 Y 4 ) B Y R 5 1)
JETR IR S5 A, T el O A ds 43 Wik
Wy CnmgAER) . JF HL7E 40 B 1) %
HORIEAE ) CUAE Al RE TR ) o

gonad
HTERR
AT AN (BT Wsh P8 GaLw
ST I) 2 — o d TR AR B I
ARG IR SR LRI AR A L (5 1°) 1 B
B EFHMRE T LA AR, SRS
PEAE

good laboratory practice
RIFSRIEENE

RS S (485 GLP), S
AR ISR B S AR A
AN S W) B R P AR o e /A 1
[H] 55 )

good manufacturing practice
RIFEF=HE

RUFAE G (45 GMP), STEK XS
T 187 i PT EAT ASR S ) 1) E  mA
/AT ) R R A B AL AR 2
AR RRAE o

G-protein coupled receptor
G-EHBEKZRK
JL.: GEH (G protein) .

graft

kg, B

1.8 o SR A SCEU (44F) 5 2R
(REA) TE )z B8 58, INTTRF 4 2F S iR
SETERC AL, 2. 0, 2F
R SR e AR, RIS
&, IR¥EZT (grafting, graft chimera,
graft hybrid) .
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graft chimera

LTRESN=RIN

PRI AL 20 B AN [ (R 20 25 T8 B A
PR, JOIB BB E fe 5% 5 R A% Rl &
HIgEH. Ul G F (graft hybrid) .

graft hybrid

ST

IR AN, BRI B (1
fE. W.: WIEER G (graft chimera) .

graft inoculation test

LoREZEZ R

Tl T BE FR) 0 R A G B R R A )
HEAT R EEIR0 Jr . Wn RAR R A
TR, DU 23 A 2 BH A

graft union

oS e

— MR ) 4 2 b 5 — R ) Bl AR AT
e (U AN

grafting
o3
BT AL .

graft-versus-host disease
BEYEIR

ZAR G RGN B A A T A HE R R
N, R EEAL BN E Ak ER %=
S R IR 52 R TR L 40 ) B2 A 2 1 1Y) 41
R Rt

Gram staining

BEZREE

¥ 4 TR R RELEE L 5 O B AT R R I
TR XTI 465 ) 79 o 3= S 41 T R 2 R R
A2 PR P R TR A R R 1, 2 TG
PERAA T8 B . G (R DR 45 X
YT TR A0 L BE S5

granum
MHERIRER(EH : grana)
SRR ERT (R (R S5l UK <]
SrENEURL, LB N SRk — 3 P
T . EARE T BbEEH HEAH
KM R RRERE MR,

GRAS

NINRE

CEE T EEN LS TSRl 2
i\%4= (generally regarded as safe) (1145 .

gratuitous inducer

ZRIESW

LIV Siathe: & 2ghe o5k 5 3<00E 7/} P 2\
EIFAE T R R

gravitropism
EEE
UL mih{% (geotropism) .

green fluorescent protein
FERAER

SOYOLEN (A5 GFP), M—FPK
BErp oy S BIME G, BRI
96 O BRI S Mg IER, {7
PR B, B — M REE
BEIZ A2 IACGUS, DA 2 i 8 1 mT iR AT 52
INEIT27N e el

green revolution

FEeEq

—A%, M TR 2025, 1N
AL LA E M AR 2 E
PR R R BCR, RAEY = 5 SR
SRR AL o

Gro-lux™

KEZEL

T AR R AR K T ' BRI — ol %
HAT
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growth cabinet

HEFIEIE

b IR B A T A A A ) . 0
JEE O ORI JEE (1 4% 52 2 S0 I AR A
FtE R i — s 4.

growth curve
HAKHZ
WL H#4KHA (growth phase) .

growth factor

EKETF

TE I ORT 40 A K R A e 4t AT £
Toft B A AT AT — Ak 22 1 o (e 31
IR o EATIE L 5 AR A A A A AR
[0 o R I AR A DR 7wy B [ 7 1 40
A

growth hormone

EKER

ERKWMESHS: GH), WIS T
MR RWR, THIBERRSE
B, AR E IR SRR I e AR . GHA
AR U7, D I 0T A A AR
eI . 7 S HEKH R (soma-

totropin) .

growth inhibitor

A

A AT 0 A= A A A TR e A 59 7
A FH AT AR Bl ) (A A BEL ) 3807 JE 4
e G SET (TP [N o 0077 v
[N VAR B (SN 7 K 9 it B Pl KRR
AR A 2 e S A AR 7R 4 T RCR 1Y

growth phase
HEKEHR
AR R A T R AR IR R

B, AR T A 6 00 1) A A i 2 1 1)
JEAR, WL a4 A AR XA
W, e, 1 (lag phase; loga-
rithmic phase; stationary phase; death
phase) .

growth rate
ERE
A AR AL I (R AR

growth regulator

ERIETH

MR, AR F SO R A K
S 25 B AR o

growth retardant

HEKEFF

TR P I T O R A AR
AL e A B2 E k7, R TG e
PR ae=ty)

growth ring

Fig

AR (b 1) BT T R AL R A 2
Wl B AREAE D Y TR R
1138 B Bl T T BT A SBT3 o

growth substance

ERKYR

b TE SR AL, AT A ROF
WA AR K ERAI . W %k

IRIXHG™ AR, WnZER, JFHsR B E
R RAEAE
GTP

SHEF-5-ZHEBRNES

GTP TP EZ ML EER, "1EANGER
(BRI, [ RF S RNAA B A L B2 i 4
5. W: BEEE (guanylic acid) .
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guanine

S

(%i'5: G) 74t T DNAFIRNAF ) —Fil
2. U: 2% (guanosine) .

guanosine

BE L

1T SIS (G) 5 DR HE 4 G T U
CRZBE) B2 H o 0 I T S8 R 2l
i %15, W: GTP, dGTP, SH#
(guanylic acid) .

guanosine triphosphate (guanosine
5-triphosphate)

DE =B (BE-5-=HR)

455 N GTP. J.: BHEB (guanylic
acid) .

guanylic acid

ep=yivy

A T BERRHR S GMP), &1
I ) 2% 5 BE . 6 N (1 B SR B R
FRZ A W A8 S R

guard cell

R4 A

I SeSFLIK — SRR BRI R 2 4 . el
PRI A H 2 20 Ik 2 2 1 e 4 o <AL
FFiA

guide RNA

155RNA

— A A M RNAG I 8RR D) e )7 41
IRNAZS T U.: 5185 (guide se-
quence) .

guide sequence

5157

HHEMmMRNAZRAL, BESISHNEG T
FEIIRNAZY T (BH &8 20) » 5197
FIRAF I THIRNATT &, ] LU AR 1

(EGS) BN (IGS) , 1 55 53T 8y 42 541
B & 7P A BA B PR A 238 . s
W24 E R (split gene) .

GURT

E&F A PRBIR A

=% 5 FBRFI#E AR (genetic use restric-
tion technology) f14i'5 .

GUS
B-EEEE IS

B-#EE #EEEEE (beta-glucuronidase)
(REEESS

gus gene Gus

EHE

Zwhid B -BIEPEEERER (GUS) W KBEHT&E
BERl o 2k DR R A A AR B ER A
TEAL SRR

gymnosperm
BRFEY

JR BRI T AT R A IR P AR EE AR A
FAEA) (B UAAIZE) . AMBIFERY) (]
FHEWD) MR AT 755

gynandromorph

li:37:35 8= UN

SRR F 5 MEME D) FB 0 R PRI AR
Yotk VEREHAAR .

gynogenesis

M E5E

RS IR R, MEVERZ T
Ko HAGAE MERZ RCE) MEICE A BEA
USEREAI

gyrase

12 e B
.. DNAfZIZIEES (DNA helicase) .
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H h

—HIZR W TIRWINAOE R .
b, hGHEZ N KR .

habituation

]

S BRI TG, AT DL A R
FRAE b AR KT AS TR AR I L 20 T
LS. XA AR Ja w2 B FR T

HAC

AEANTLER

AN AT H04% (human artificial chro-
mosome) [H4i5 .

haemoglobin protein

mazEA

LA HESI I LT Bk, SR T
By, R A i 2 5 AR A AT
i HEE

haemolymph
mike
TG HE B P 1 i v 1) AL 0 e AR 1

WA .

haemophilia

MmA %

PP B B S IR S,  MF EEK
INf ) A e 2 0F Hoas AR A L. 3X
LR TPl LEFE

hairpin loop

TG

HoN TSI & REIES TS, SZER
LIS X AE A S A N R I AT S

I 7 DNAF K — ity 7 Jle — A FROIR XL
DNAI R A EL .

hairy root culture

EIRIEST

HAE ) e 2 2 A AR 2 B B IR .
T RIBAL I BRRAFEZ A4,
SR A R A A S G S AR G i ) A
AR o e S DAL JBORL T 7E 0K 26 3% 57 h %
prp

hairy root disease

ERA

WA — R T, R ZET L
AR ZR . BRI — P

AR A, S RIBRLIY R AR
GNEEIFSR

halophyte

HhEEY

R IE N e R AR,
e h B K2 A . W WY

1% (salt tolerance) .

hanging droplet technique
Bl
UL: #i# &S (microdroplet array) .

haploid

B

AT AT A A b )R et e
) — 4% 1) — A0 BB A 4k

haplotype

=il

10 CAES X Bt W 2 47 mi LI — Py
RN VeSS

haplozygous
FHFH
UL: 4571 (hemizygous) .
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hapten

R

— AR A O IR 1N, R
AT A FCh A
— NIy, A T B ROR RE AR R HE AR
M.

haptoglobin

ZARER

TEMEIE BRI 1A I 520 &
BAH LA — Rl i & e

hardening off

by}

TR K BRI 3G 0o s A B b
BRI eI N A
TP N e R85 M m R v] A )
BB =AM IR K.

Hardy-Weinberg equilibrium
BT

AT SR HLATTC = A2 IR A 2 A B (1)
PR XEFASEALIEN, A RIA,, fE
—AREE T B ) 2 p Mg, B
P2 AA;: 209 AA: @
AA .5 EEAT AT I WL
WA R .

harvesting

IVES

1R BEMERIL R 2. h TR,
AL TR BRI A R AN

heat shock protein

HmMER

TEA IR 7 ARy e R A ) — 2R
EAME. WA ER—HSP 90 A
HSP 70, wiffiff—Ledm T & 1 i &
R T IEB IS . [/ S i s A

(stress protein) .

heat therapy
BITiE
IL: IB#YTIE (thermotherapy)

helix

W2 HE

WZHEAR I E5 4 . RUEEDNA £ 52
TSR HE 4544

helminth

=

— R G TN R Bh WAk A A
Ao

helper cell

L)

SR BRI bk [ 4t J0 23 ) A% ™ AE 4
FRSE AN BRI 545 40 B ) T4t i o

helper plasmid

SR R

TR g, $Rpt—FIThaesi o)
JORL AT AE FI IR 2R 5k .

helper T cell
LHBNTHR A
UL EEENERE (helper cell) .

helper T lymphocyte
HENTIH B R
UL FEENERE (helper cell) .

helper virus

HERE

TR 4, St Fh DR o o —im
BERIEAE NI

hemicellulase
F A E R
— R LT L R R R T
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hemicellulose

KR

Bk 21 4 35 A0 AT AL £ 2 35 IR Bl K Ak
G VAR KR 4

2, TR T AN EE L
hemizygous
AT

BE DR AL A A AN B R A AR — % XA
PG R AT A AR R L A A
PEGL R S X BT A 7 R R L L
KA AEBERRB AR ZETF T
[ i : #&F (haplozygous) .

hemoglobin
mazEA
I.: M41Z A (haemoglobin) .

hemolymph

() (BT Mk E

W (CEEMEZYE) MitE (haemo-
lymph) .

hemophilia
MmA
W.: M7 %% (haemophilia) .

HEPA filter HEPA

Tk

kL A A IR R AR S . R ko
P8R T0.3 1 mfdlobL ik E 4% . HEPARL
YERR Y T2 VR R R A TE s i
R, WL FipERE (pre-filter) .

herbicide

FREF

— A PR, AR
2z A 0%, B TR RS E 1)
HEMY), FERAREL

herbicide resistance
FREFIHE
FE AN 2 A FH ) o 70 ) 5

heredity

ot

ML ZE 5% W0 (R AN A 2 ) (R AR AU, IR
mMCEAAE S AR

heritability

BEh

AR —f e YRR, R
R PR HIM R . W TTXiEET,
% XiE1E 7S] (broad-sense  heritability;
narrow-sense heritability) .

hermaphrodite

li:3: RN

1. A A R 2R T S I sh ),
B[] o B PR AE . 2. JERR T
[F) B2 7 TSR A o ) S
WERENIYE (intersex)

heteroallele

SEMER

LEWA B AN AN TRIAL b 7 A2 SR AR ) 3
A,

heterochromatin

BRER

TE 43 2 ) 1 4R 1 D] 4 PR35 1 e 8 Ak X
W, DRI MORE A T Qe R . X
X B A KEMESDNA, DE(1IE
B, B E AR 2 H0 4 2 Bt LA
BRHY . e X &R (euchro-mat-

in) .

Heteroduplex

R X EAZ L 5 F

R4 B R PEAS R 19— 2 XEEDNA 7Y 1 X
DNA-RNAZS A5 1o 15 W 4% 5 7 51 W
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oA [ D B Xl T FLBR AR M 1% S
PERBERZ IR 73T W IR, DAL T DR 4
WA 43— IR RN AL )96 X1 B (S 5
BUEEVEIE) o [ i . ZFIDNA (DNA/
RNA) . JL: RIEWH#E S (hetero-
duplex analysis) .

heteroduplex analysis

RIEWED T

FI A S O BE DNARY FLUKIT B Al 1T
SHEF ) T IR HE FE R . RERGE
¥ 2 BB e 47 22 S R BE 19 n g »
PRI Ay 584 FLAR XURE 1R AT 280 /) 7 /N T
o FAMAOUEE S o

heterogametic

FREF (1Y)
PSR AR SRR R L 1. AE
WFLANI Y, XY HEME S R LT, XX
PESE [ TAC T

heterogeneity
SR
L. iBERBR (genetic heterogeneity) .

heterogeneous nuclear RNA

%A —RNA

(#i5: hnRNA), 7EHZRRERZ T I
[ KRNAZN T, & mRNAFIH & RNAZF
T HIET A

heterokaryon

Sk

0 M G 7 AR TR S AN B AN AN AR
. W: &F4Z(synkaryon) .

heterologous
S
RIFEA [ (R Rl

heterologous probe

RiEHRE

W H— AR I DNARER T 1H o —
YR AH IDNAT 51 [ 57 o

heterologous protein
SNEER

L. EHE R (recombinant protein) .

heteroplasmy

SR

PN Tt AL A7) 1R 40 YL 2% B A7 A T [l — 4
MO IS Ol A2 T AZIE R 2R A 1
& FERIEM (homoplasmy) .

heteroploid
RAEMK

A AREL HAS T AR R 40

heteropyknosis

RE%

FoBe Gt R B (B RS X By, TR SRR
B REFREAIRAS I H R (L IR T
Fre gk s O A e X B

heterosis
FHAE
. ZFPEEE (hybrid vigour)

heterotroph

SEEY

TeVER = A A B BBk R 2k A S ME— (1)
TR REAT B FR, T AR ST e B TG
MU G, gk, i & AT
THIR SR FE b A e A . = X
iw: BIFFEY (autotroph) .

heterotrophic
SFEN(EER)
IL: BFREY (heterotroph) .
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heterozygous histoglobulin
ZEH(FEIA) HARIKER

I: Z&F (heterozygote) .

heterozygote

e

BAT AR B AL AT AT HEAH )
AL FE AR, X AE LR«
&M . R Xid: e (homozy-
gote) .

Hfr

KA E B S 5 E ARk

RIS RPR T, FIR - OFokn) S5 41 i g (o
AL S

hGH

AEEKHE

A4 K% (human growth hormone)
4ES o

high efficiency particulate air filter
S FERILIREE
WL: HEPAIZIEEE (HEPA filter) .

high throughput screening
=18 B i ik

Bt H T AR IS Y B B R 4t
TR ALK

histocompatibility

HAAERME

WA TR BRY 5 — Rk R
G IR .

histocompatibility complex
HLABEBRESEW

. FEALERES EY (major histo-
compatibility complex) .

(histaglobulin VE: ERifI$HES J5%) 17
TET AR R 2 Ik, SR 8
BARA RN A 22500, 5 DR LA w4
IR AR HE R R Y. R ERHNA
ARSI

histology
LRI
KT SR AL DAL REE

histone

HEH

EE AR ) — KRR A, 5
MRZ)YIDNAY (O R % 454, 4N
QAR DNAESA ¢, i1y
RS

HLA

AEBHBITR

AZEAMAHE (human-leukocyte-an-
tigen system) 4. .. EEZALNE
ZHHLE (major histocompatibility anti-
gens) .

hnRNA
%A 19—RNA
A —RNAIN4EE .

Hogness box
TATARE (TATA box) [11r] i .

hollow fibre

FhZs £ 4

—MNAR DT 1=K Z MBS 7, i
fHR A AR K. W8
A3 P8 A8 BUAE AR ) SO A AR — D &)
THEH A By R F= A/ 8= Wi {8 B
iK1 7325
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holoenzyme
=i
Z: Wi 5Ll 2 1 (apoenzyme) .

holometabolous

TETEH

B4 8 T 58 AR S R B KK
B, WHETEESS LHEA.

homeobox

&R FEE

RS IF180 bp DNAJT4Y, 5 & 4
o #yE s AT —HILpERIE,
RER VS B AP o (i, SRR £
MREMKE), mHALEZMEZEY
A E PR RAHE . E 4 T —1"DNA
i —RIBEHX, 784 FERE
F.

homeodomain
[ L5 ¥4
I, BiREF2HE (homeobox) .

homeotic genes
FiR R EE
FEIRE P B B FEARE AR

homeotic mutation

FRFERRE

E—A e, SHEH G4 —r 1
—ANARIE YL R B AR, il
SRR (1) S AR I R AR T Al AR TR Sk

KH-

Homoallele

R REMNERE

— M [ (0 S A PR A, XA
A7 55 R SO TEAR )47 i 1P 51 A AN I
[i) A S8 A7 DAL T A () R AR B A,
SRR, BOS b, T LAOE I
A=A W7 A S SR R

homodimer

[ 2 — B2k

WS AH IR 0 2 IRBE AL R 1 — AN 1, B3R
JE A A R R B SR Ak

homoduplex DNA
[ R 5EDNA
SEA AN RUEEDNASS T

homoeologous

CREK)ERS FR

VS E TR, Koy
ATRSE AR B> RS (AR 2 105
AR B E S B, EEH B AT,
T  Hi 7 SN 2 B ok M A0 o) 4 € A T
Xy A2 8 A B B B AR B EXT

homogametic

FEERF

PE G (AR R AL 1 AEWTFL 3
 MEVER RIS T (XX), B e R
i1 (XY) .

homogenotization

B E E L

—REALIE PR, A E N T
LR H B S I VUSRI AL AR A i, 4R
Ja KA S DL TAB M A
DRI A A B A R DA e — iR 2t
P DRI S R ST TORLI L L5 D
o, DML A T % .

homokaryon

Bz

STIBUNC S S St o D S e AN
FAHFEINAZ . T R (hetero-

karyon) .

homologous
&5
T E e SRUEAH I, SR ATAH IR
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WAL D RE g5k 2. @l . HER
TSSO . WA, H
P T AR 4L, 3. DNAZE
BB X MR s B R /a3t
BRIP4

homologous recombination

EREHR

VeGP [ e S R NTH A SE |
TRY (AR R AEDNA T B #e

homology

=R 1%

1AM BRI AL . 2. 2
DNAL & Rk 7} 12 1] (% 1 IR sl 2 FE 1)
Fe 3 FIAR AR o

homomultimer
EREEZ2510N
FHF 2 A IR W 4L R ) — &' B .

homoplasmy

[ %

20 M ) — S A T A R DLAE AR
e . i BRI (hetero-
plasmy) .

homopolymer

B4

Hi— T BRI ZE Bl 2 SR A (2 R, 201k
&) (Biltn, 2R HRGGGGGGGGG: ) «

homopolymeric tailing
EIRYIE
W: MR R (tailing)

homoozygous
HEB(FLER)
U: ZiFAF (homozygote) .

homozygote

@HEF

TE— AR IS AR Qe kb, A
LD AT IR — S0 FE R AN DL, X
PRI Rk “alits” o R &
& (heterozygote) .

hormone

W&

— Tl R A BB ) AR TR AN B A 7 AR O
e i is B e S A R R =, By
TEARIREE AT, (k. $flE0e f g
SR A R D R

host
BE
T e Y R B e AR R — N B
(N

host-specific toxin

HEE—UEFR

FH 3 S A 7 A TR 2] RS Ji A A
RAEHRIRED . i Z RS EE—
Pk, ARG T AT T — k. X
BT TR RS, H TR R
AT 52 14 EE A PR 9 226

hot spot

spot) .

HSA
mEBEH
.. IMiEBEZEHA (serum albumin) .

HSP
HEER
L. #HEH (heat shock protein) .
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human artificial chromosome
ANBEATEEK

(45 : HAC) BT W bl N L4 th
LY N e SN E =822 s By A |
T s LK ) BEDNA e B, JLE AN
A BT ERRT. RE28fA
2 ) R T, HHACH AR e
AR

human growth hormone
AEEKHFE
ANEEKHE FS: hGH) W BRI

% (growth hormone) .

human-leukocyte-antigen system
ALBHRNERS

45 HLAW: FHLBFEHRR (ma-
jor histocompatibility antigens) .

humoral immune response

R RERNE

UL IR B %RE 2 (antibody-me-
diated immune response) .

Hup+

BH 14 IR . 2

B &1 v (hydrogen-uptake posi-
tive) (M4 %5 .

hybrid

Ze7

1. PAAFIEAE PEEA TR T 2.
DNAZ T B X, DL RiR W BERER 7 F
(heteroduplex) .

hybrid arrested translation

Z- R FRINENIE

FH T4 58 R 5T 11 56 I DNAJT 1 JT 2 4 1)
BB L. % EmRNA, L ff
YFZ A PIMRNA, SR )5 55 i [ DNAZY
A%, Pk 5 v pE DNAA JE Y mRNAZY T

$i 25 55 1L iR KOE K DNARNA R IR
HERZER ST F . BOE KA FIMRNAYY T
FEERANIAT R IE, JFK RIS
FRACELIMRNAIEIEE = YAH L . WL
Z R ENE (hybrid  released trans-
lation) .

hybrid cell
ZL 2 A
WL: Z4E# (synkaryon) .

hybrid dysgenesis

EMTE

BNk 2 DR )3 1 R0 5 D R AN 5
QAOARTEAS B LR LA R N

hybrid released translation
FRBEREE

TP T B R D R B LR 1R
%o SFEDNAIL E i 5 & FImRNA
FEMEEAT A28, JUA mRNAJTHI 5 5
DNAA I A 2 B fr B o X LefR B F
K I MRNAZY 1~ Bi 5 1 e # I 15 44 S
o W ZZIFEHDENIE (hybrid arrested
translation) .

hybrid seed

RPF

L N 1 B <0 S N Al e S R L
To 2. {EAHYERMD, WEME, ik
FRINZERFATAEIA T, XFERF AR
B, JERA MBS . BOVFAR
HRRIIR Z B 2 A 1, VR A
FIE R, P LA I S Rl
T

hybrid selection
FHhiksz
MR REAR TP B H RO PEIR B> 4K
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hybrid vigour hydrophobic interaction
L Hik{EA

FRAAALE JEAS B e iR T Lo
AR FEFR T I A A K WE 5B
W1, AHIX DI G2 A ALK, R
e R B AED DR o 5] SR A%
Tl # (heterosis)

hybridization

EAEN

1. B YR A RSB )
AHE, FRAEZER R 20 BHEANIEIT
AP FR, WR A A, )
il A 3 I R A AR 5 BB A AT 1 R
PEAEI . 3. SRUEANIH] P9 4 DNAE T 1)
MR 9 (¥ S0 B &5 45 56 IR XS

hybridoma

eyl

T3 Btk BB RE L MR A A, R
() —Fb N L& ey Zmhan i . i & 20 i
R PR, S AR B R R
FRon Mk BT . 2 BT BRI (K B A
R

hydrogen-uptake positive

PETER S

FHPE A (46 5 Hup) , —FRE, H
TR — R RE R4 (B0 SRIBE
LY/

hydrolysis

IKHE

— R N, ARG TR B — AN Sy
B, KA T SRR ) o )
W, ZRER. 2K ZHEmRRE
AT A R R A RN . Bk, R
B TT LA iff RS T 5 B RSB, EERT
PAZK A RN S IR 731 o

I TR K RIK) LA KR8 2 18] f
MEAE o X550 7 ALK T R S 0l
B, EHTARAEEE. 2
Wi #A H1 % BREEST & T8 B — AN i K
AN SRR R AL S5 o

Hydroponics

K&

TWIAETE AL T AR K R B it DA
A E IR AR H A I RS A
BUERFAEE T

hygromycin

HER

TE 4 VR 1 2 R R A0 4 R 5 % b P A
HA T ER.

hyperploid

Fi AL

— AR R B IRE L AR B 2 TR
. & X &K (hypoploid) .

hypersensitive response

SR B

1. FREUR PR R R R S Y . R
A Bl a1 OB 7 s P i
Jo TR AR A AR N R O b . S
Pl ety o AR REE B8l LA K 15 JLUC I (1999 S5 A7)
LRI MM EAE A, 2. 214
X SRR B R 1) i S

hypersensitive site

EELA

DNA ] PR il A% B2 P 1 88 10 7 16 AR
BB AR X I
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hypertonic
=i

W) (IR AL) BT H i 13 A 40 i 11
W B AL T o R A TR
& . A {KiZ (hypotonic) .

hypervariable region
FUOK 5 1 1 5 Bl 0 A B L [R) 4 B 38
Bz, AT EHURR AL S

hypervariable segment
BERER

PR R Z [ W] AN R R A X K

Hypocotyls

THEH

BEZF (1) — 0 7y 5 4 B A6 F R 1 i
I e EZEFMZ A X .

hypomorph
TEMER
FRAR AR R 58 A IR 2 R SR TE (1 5 AE

hypoplastic

2851 &

FH 25 A1 T s B R T 2 | )
R AR K B B R IR (ka4 354k
ERIRLE) .

hypoploid

RIRERES

—ANREE R AR (B A Bt > T
1B, [ Xi: #BfEK (hyperploid) .

hypothalamic peptides

TERE 2Rk

A HES )T I AR 2 Ik, TR S AR
A RS

hypotonic

iKig

(G0 ML AN 0 V535 FAIC T35 AR 40 R N 1
VWL ARE I 40 WK F B H
KR [ id: &i& (hypertonic) .
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] imaginal disc
I I o1:: 351

FIRIL e EE TR R4 far L
RH U T i AR T b, TR
i R A5 R 40 Y

I/E region

I/EX 15 imbibition

BEUIREN4S . ER
1. AR B 75 A N T A R )

ICSI JFEP IR N L. 2. BT ST I

BT IR AES A W Z3 K B

W: FEFIRRMEHFHIA (intracyto-

plasmic sperm injection) .

identical twin
[ BR XL
I EFIX A (monozygotic twin) .

idiogram
FERAR
W FaiRERERE (karyogram) .

idiotype

ARE FE B (4R

— AR ECR GE U 1 ek R
ko 1. AR F AR M A KR
B RERMEYIES. 2. LA
DX s S A A AR Ay 8 . AN
RN — AR E SRR K E B AL M —
(¥, XA E VRO AR E R
BRI

IgA/Igd/IgG/IgE/IgM
ETRUNETYS
I: PR E (antibody class) .

IGS

HNEMSFY, EREREX

1. WAERT S 7% (internal  guide  se-
quence) H14i5; 2. EFEEIRE (inter-
genic spacer) [N4i5 .

immediate early gene
BHARNZ &
TG 5 L RN AL BN REFE P

immobilized cells

[E] 7E & 2 A2

0 Mo B M AR BEIR L . SRR R M A B
NERESEE U, T A uE R
JEaNE

immortalization

KEL

— Al S R AR L, TR — A
BEZ I ) AT JC PR 94

immortalizing oncogene
KENERER

S ERE, IR IR
oy TE R AR AR

immune response

%R R

A HE 2 4 e A SRR A BT R
. ¥R G%EZRZ (primary immune
response) , _XFEIERZ (secondary
immune response) .
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immunity

R&E

PSR T AR g BUR S Y R
Sl 7 27 2 1T A PR 5 e 1
Fitt.

immunization

%%
EARPEE N TFR AR, £
Bl Ho % T IR BUR G 51 N FETR (1)
TR T R AT R, R
NG — e mPk. W MRk

(passive immunity) .

immunoaffinity chromatography

& FMENT

WHURG SRR E, PRI eI —
MERMESY T BEBRN A
Ao W: FEFEH (affinity chromatog-
raphy) .

immunoassay

RENE

RIS € 23 1 SR 2 10 s e kgl 4
WPICHATRI R GE . S TR T T,
PUART A AT MBI RIS, B
TEAL 2 00 5 I G (AR A T B 45 S e
(W, EBEX SRR E) o [n) i

%&ZiIZH ¥ (immunodiagnostics) .

immunochemical control
R FEEF]
WL G4&ITi% (immunotherapy)

immunodiagnostics
RIZDHTF

UL &M E (immunoassay)

immunogen

SRR
Jl: $iE (antigen) .

immunogenicity
RERE
5| i e % e 82 11

immunoglobulin
®REKER
JL: $K (antibody) .

immunoprophylaxis

SR

FANBE ) L R . SR ]
TR B B SR g RGN
HIERY" o W 2)) SR Jo ¥ S I T o
GRS R 10 ML 53 185459 30 1K) Bt A ok 52
I, B S T PEHTAR R ARSI, I
PrEERE, Woh%i% (adoptive immu-

nization, passive immunity) .

immunosensor

FIR IR

A — N URE IR oA
Rk

immunosuppression

SIZ A

BRI . FEBMLRE T, A
T By 1k 2 AR HE R A B AN (R
BARAAI 3, A% ZEI R R

immunosuppressor

Gz 4

AR b BRI G g S S 1) R BT, 24
FIEIREL

immunotherapy

RIBITiE

FIASUR S A S PRI RS S A=K Rl
BEALIAIT R SRR A ER . [H
;R FIE S (immunochemical
control) .
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immunotoxin

REER

MRS E&R S ra 60— RIERINED
L7/ SVl N IR B RO R A A Sy VR s a2
Hro BUCE I G RE P DI
RiE—ANRBEER. 0 TIPURH
SETEH o

impeller

rHEe

H TR A AW S R 25 9 25 0 TR 45 4
o

in silico

EMERF

S SCRAE TSNS . AR & X2
) I DNAGKEE FI & B 177 411 504k 122 K 4l Bh
fRA R E T, XA R B E A
SRR BB S A WG nng RRk R R
A k. W. E£91E 2% (bio-
informatics) .

in situ

JRAL

B ARG LN A B B I A . 1.
FEAT A M B AT 21 AT 52 56 A 2 7 {6
AT A B . 2. X Se FE A 2 kAT
g0 i Ab

in situ colony hybridization
ERAETRAES

F 2B BRAR ST 15 1R V& oo b B S BE L 1Y
DNAZF 1248, AT ik A2 A AR S AR B
I L (1 4 T v B B85 B RR A T DNA
S . R REBRALZE (in
situ plaque hybridization) .

in-situ conservation

R

XS REM AR DAY, 28
SRINEE T 4R I S WA I ] F B AL

X T CIA ) B R Al JUDRE AR 7
IR LSRR ViV A= RiUEIN L L

in situ hybridization

B3z

I AR AL G B R E /L
bR T 25 Al L 2 BEAS, KBRS F
AP LI AR CRF D)2 2 B8 AL IR A
Z 0 -

in situ plaque hybridization

W B [ 3L 2% 32

W.: BEERAIZY3Z (in situ colony hybrid-
ization) .

in vitro

50
TEAEYES, SR LS. i,
. A1 ZRELAR T TR BB BRL A AR
9

in vitro embryo production
FERRIRSME PR AR (%S : IVEP)
TEURELEE . B F RN B BRI RSN S A 11
S5t IVEPIE IR IR JIG #8 ek 7 v it 4k

W B F R m] AR AT RE T i

in vitro fertilization

IRIMNZTE(4RS : IVF)
NEHGPFL 2 T2 AR, &
SEAT B T LER A 5 8 F 25 4 5 T BT
ANTFEH,

in vitro maturation

ROMRER(AES ¢ IVM)

TESHG B 4 PR R AR AN A, &
FIEATAI R TSN R

in vitro mutagenesis
SMBET

U: ZEMFZ (directed mutagenesis)
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in vitro transcription

RobEE SR

7R TP AT () ADNAZIRNAK) L4 A
G FSCiAE: TAEEEE (cell-free

transcription) .

in vitro translation

RoMERIE

TEIRE A H 23 B I mRNASY T4 Wi
R RE . 7 S FTo4B B EiE (cell-

free translation) .

in vivo

®m

EWMRE 0 AR FIRIEH &M R
TEEDMA N EA I A AR E D R

in vivo gene therapy

R EERTT
Kl AN HE A e N 5 48 i R 1 4R
A Eh, LUAT K.

inactivated agent

R HIF

AR BRI LIS R I — R EE . 4
WEH e B, W FE&EE (atten-
uated vaccine) .

inbred line

BX &

E"'El’];ﬁf% R L [l AH e M A2
(A58 . MBI =P, ek

H’Jns@'\m*:ﬁ&:jzoﬁﬂ% BRIk A

BOJG F= AR e A, Rk, EATsks T

ZREaMmER. EXE T, BAER

B A ik 28 5 JL AR S A8 Bl 443 21 11

BB A AR B2l & 1.

inbreeding

3

A AEEA L SN E 2 82,
RIS OO AN . ARG R
LEAH YR L IR BN ) AT 2R .
[F] Xi]:  [5] % 3EL (endogamy)

inbreeding depression

20K aw i ERE] o NI/ S S =3

BES iR KXT¢§§§E$UI_J;#$ & Tl
. L. ZAFAEEE (hybrid vigour) .

inclusion body

12REGN
BEAMB L ELRLN -MER, %E
FIE20 B A N T AN &l IR 25 44

incompatibility

THEAEE

1. AL AR 27 bk (B TN B AT
BILHE . 2. A F02 A HAR T 5 S8 A
w3 A G BURL 4L R (8] (¥ 2
AE. XLEFURL A EH DI RE, X
T EUR] — 40 B P A A TR — 2R A TR I
SRR 8T A — R AN SR
A REVIIRR.

incompatibility group

THERA

JFORLA AU I8 T AR I AAH 4 A e AT )
—HAIMI AR, — AR SE PRI %
T AN 518 RIRFORLAN R A AH A4

incomplete digest
TEEHL
WL: ER4riE{k (partial digest) -
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incomplete dominance

TRER2H

— AN IEH A AL 2 1 R B BLUA )
FATM —A8EEF, BEN T2
I

incomplete penetrance

TREEINEBE

Ko IR s g B ERIE, (FAREA
AR T EEE,

incubation

EE. BB, BF

1.5k 8 AR ECN T n A 5 AL O
o 2. FRIRE I B S Wii R B2
T, 3. AR E AR I B 75

incubator

AR

WA Cali, B, WA, B
) SEATEMR A TR oy, %y
WAEY) S RIS

indehiscent

RETHB

AR B S B S A B AN T SR TR
T HPIRES

independent assortment

ST S ER

SERLAEAN R ) G (0 A BB 7] 45 e 0
i R AR S S5 S R (AN R (1) [
A7 550 WA AT B R TR T W
%8 (linkage) .

indeterminate growth

TR EK

ToZF 0 RS9 11 R 8 7 A= 3 8 00 K 1 1
BLo X BREAK (determinate
growth) .

indirect embryogenesis
[E#ERERR & &

TP RRBR Y T IMERFT 1 R A2,
B2 RGN ARG AL e o e SR«
BH1ZEHR & & (direct embryogenesis) .

indirect organogenesis

EERELE

RIS F B T SMBERT AR B ZH 2.
R A BREESRE LK (direct organo-

genesis) .

inducer

BESY

— RS T RENGE DS IR T 5
BEBERL A EE Ak, HIARLE

YFaEa. X, BEWIIT T HEY
TEEHI LA (1 RIL

inducible

E=il)

A B 55 T A T TR AL T N A R
SeE NI, Rl i B E R H R o N
FERIN A BN e SCiF]: BRXEY (con-

stitutive) .

inducible enzyme

Gl

HATEFE S U RIAEAE R A Ge AT &
BHI B o

inducible gene

AFESER

HA TR Sk A Y —155 S DA 2 I A
REREAT RAL IR B A

inducible promoter

FRERIF

FE BN F 4 0 LA R R 5 i S
P H L, B A S — 5 1R A0 0 4% A i
REHR T -
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induction

7=

5B SR R AR R AR R R AT B
filhn, — A LR R T R,
U AR RS e E A

induction media

FEERNTR

1. B FE e MEREA L 2. 5]
AN E RGBT

inembryonation

&L E

W.: ALIERERR & B (artificial inembryo-
nation) .

infection
£
R BT AE AR IR N

infectious agent
fERR
W.: fRIE{K (pathogen) .

infiltrate
BiE
WS N BB e A,

inflorescence
e
[l — AL DL ROX Ee e (1 HES ) 7 5K

inheritance
=g

e PR A R ELBL [ AR AR 328 -

inhibitor

EEEAl

1. BTG — MU RN, 2. W]
TS A S s e FE PR R () AR it sk
B

initial Cells

el
FEADPRFEKANMEES, FEH]
DLRCE 1A R T 45 1 AN ) e 1) 4 40
20 Ml o

initiation

FEy

SHEMESE (W) KA. 1. BLREEFRL R T
TIRIARY B e 2. AW i

initiation codon
IR Z T
.. FRIEZRYTF (start codon) .

initiation factor
REIREF
g G L FH I ERR.

inoculate

E#h

AR 95 G 5 A MO SN, 1. el
WA, HAEFS M, R — A ER
WA B (8% F) DLgERE 7R 2. &
SR, BT R, 3. YRR
o, AR FEGESR AT,
TP R R AR S5 R A R o

inoculation cabinet

E=E

FH T4 00 (285 PR EE BT Z= 1A 1708
B ERAE &, 8 TR
ey B TAE X Ik

inoculum

E/EM(EH  inocula)

1. NEGALE., AL ks i IMEKR.
BIER IR — /N A g0 BRI — sk
L, B B E 1) 5 gk 2k AT 8
F5o WL/ MEEFY) (minimum inoc-
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ulum size) . 2. AW 1o L35
(Bl 224k) . 3. &H.

inorganic compound

iRt A=E!

I Z AR A EE A iy L R A R AL )
Jio DAL Fe AN S B AL = B, H
IR R AN L — S ] R R AL A P
BN AR TN A

inositol

THERE, AEE

e EINIGAY e SINRE YIS e (1) ]
WER H G e 3 . TEAE AL 4L
FEFE— R IR AR R BE SR
YT TR 2 — S8 ) R R ) 1)
KEF.

inositol lipid

YR RR

T I R HORE JBCTL A A 2% A5 A P AR Ao — Fh
{1 2 B F AT 5 1 — Tl R e 1

B .

insecticide
FHF
T LAAAAE B AR —F

insert

HBA

1. 5— A DNAZ FHEA H— A FEPEEIK;
R I TT IR D 44 Rl IRIX A — 1 ~-DNAY
To 2B —ANEREEE N 55N —AS 8
ISR A B — AT A R 4

insertion element

#HNEF

TE AT LUREAT 56 A 210475 N (19 40 v ok BRI
DNAJT 41 # Ik 41 SE FF R AL 11
BEERA BB A . [/ S BAFS

(insertion sequence) .

insertion mutation

BARE
SEUERDNARIH A FE—DNAZ T4
A RAESAE . W REE (mutation) .

insertion sequence

HANFF
.. #HENEF (insertion element) .

insertion site

BALLE

1. SMEDNAW 42 5 1 A\ (I DNA 5 F 2
PR — AR R R BRI AT . BT
AN (1) BR il {4 PR 470 Bl Ak 7 40 0k i el )7
G, AL IS A A R AR R, AR S
BB WAy 7o [ SEpE
{i %= (cloning site) . 2. 3EEFHHEA {7
Mo

instability

TREM

AN 2 P2 T P A% e 5 L ) R B AN —
o X T REE th R EEF IS 2 a2 41 i &
R ERER R TS .

insulin

REE

B i 5 A W — B 2 KB ER, nT LA
I R IR

integrating vector

BEAHIK

s v FEDNAKE & BE 75 T 4 (0 fADNAF
.

integration

BE
—/NDNAZ T4l A E]— 4> KDNA%Y
TR O BIR R ST
Ry TRAIBM, AT KR,
NGRS e e .
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integration-excision region
BAVIRR(%ES : I/E)

Wi E K A -DNAJK—#67r, {{i# » ~-DNA
AU N K R VR W TR A N G (4K o g
R A AT DI

integument
2304
BBIEIRE— R R E, 0B AT

intellectual property rights
FIR~=(4ES : IPR)

AL 35 L R & 0 R AR s BRI AL P
HAESE, R W) SRR XA T A Ak
S e g T R AN E

intensifying screen

ERER

BT M AL A P 0 B IR ) — 5K Bk
WP, JERL AR R AR RN
BT A TR RS RO L
I, HOGh S RE s RS e, i
XU, B I oA I (R AU .
i H1-T-SouthernflinorthernZx 42 1.,

intercalary

i8] &

1. 43 A A 2 el R KA 1 s TR T BR
(/I 1 12 56 SRR = e 7 S R NTR T
A B (B AR X A1)

intercalary growth

BEEK

ST [ B Z A — R
AN () 1R 43 A L A0 A A4S R 1Y
V) 3] b5 Te) AR AT G

intercalating agent

FNRF

A LA N U A% IR A AR Bl ) 22 ) —
W2EY . e 4SRRI T 8.

intercellular space

44 P 18] B

I 2 TR] R FLBR,  JUIL s Bt et A
41

Mo

interfascicular cambium
REFERE
®ERY MR AENILZ.

interference

T

— R AR A 23 R W R AR AR AT 1 1)
TN A B, IR ZE FTRESS
Bom QET9) T g BER (5 T3)

HJg#E I,

interferon

FiE

HHESH Y THIS e /N ERBRT I —
B, AT LA R A N =
PR %, W HMEF (cyto-

kine) .

intergeneric cross
[BlE# 32

G BB IIPIR AR o

intergenic regions

ERHERX

SEAL T HE D E] R AESR T DNA, e AT
240 M 5 DI ZHDNA T 5 LB AN 38, A
ACECR A TR, iy LS AT D RE R
IR ARFAT o

intergenic spacer

(R B PR X (%S : 1GS)

W — BOE S (W RE D R B () 3 IR 4% DL TF
(1E 2w i DNA (HLEY (1 2% #E RDNA) .
el AT 2, SEmASFE I, Ik
DRI A R s 2 240, K
SE] AR R 5
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interleukin internode
BN E 358

TN AR B S 0 —REH, T
TR R RN AT D) W 28
& F (cytokine) .

internal guide sequence
NESISFFI(HES : 1GS)
L: 5154 (guide sequence) .

internal transcribed spacer
AERERX (4SS : ITS)

TS RZHEIRDNA AT [ #5441 43 43 JF 1 AR
Yrhih X o TR R Ik LU S R XA B o
HEZTY SN, GERE—F, W
P VEAZ PEADNALL S B AE BRI -

International Undertaking on Plant
Genetic Resources

(R TEMEERRRERRE)
ATz B R BR P  (19834F
ML), JH TRt A A AR ) 1A% BE
Pl R B E AR A SRR T A A
VAR A% B U5 T ) ) o b
S e, o ORI 3T R
Bz (M REE ALY M,
HAL4RIM (REMRIIEMEER
BEPRSEL) 720019 fRRALKE

International Treaty on Plant Genetic
Resources for Food and Agriculture

CIREMR UGS ZFIRERZL)
KIESLAER (R FEMEERRAE
BRAGE) (& SEhl b [ R4 2512001
EAEMRAARMA R R balid, 1M
A LA B B 315 404 1 Sttt Js
A e H B ORGP R ] S A A £
RN AE Pyt AL B U T HLAF45 0 R -
() 2 o

PIANELE T 2 (0] = T X

interphase

8] £A

A f R, A v R 2y T DNAE
IO IFLR B B e BB — kT 257 3
MR, P RBEF a2 020 a0
H.

intersex
li: 331k
] 44 (hermaphrodite) ¥ [7) X iA] .

inter-simple sequence repeat
ERESFE S5

i B H S PP 41 H) 2 25 1% (465 - ISSR) «
A T 4B i L T2 2 2 0] (1) 55 8 4 )7
BT 5L FPCRIA T T AR 4. 37
AR S 5 A7 I TR L BRI HANT A
ST LUK % 5L K 2 DNATE 5

interspecific cross

CIEIPAEY

O3 I T AN R i (4 P S5 AR 2 ) IR 2438
W.: BHAZ3 (intrageneric cross),
M Z£ %2 (intraspecific cross)

intervening sequence
i8] B 7 51
s W T (intron) .

intracellular

MEMNE - —MERERNEZER(REE)
I A R U o K G L= 1 N B A
17 7 AT 15 T PCRIG 4 F A5 i &
Mro 37 R A LARZRICHT
ANFFN I 51T LA 3% 5 2 DNASE
o
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intracytoplasmic sperm injection

IB RN FIESHEAR

(A5 1ICSH, #H— ks BRGE
St 3] — A e 210 OR B 28 BRI 4R B R
.

intrageneric
Br
TE—AFE AN, Bl

SR R

intrageneric cross

BRZ3R

IFi JE PN 3 e A [ o 9 A S5 AN 2 ) £ 2
K. M. WRER, MEZFEK (intra-
specific cross, interspecific cross) .

intragenic complementation
EENEA

T AT AN [ 53 55 8 ] 10 A 7 [ SR AR A
RARR LG, G H LR R I ATEF,
AR RFE K

intraspecific
FHAEY
TE—ANYFN, Rl Py 2858 SRR AR

FAR

intraspecific cross

RSBy

[F—R AR Z A As . W B
Z%37, #hE1Z3L (intrageneric cross, in-
terspecific cross) .

introgression

EEEAN

HE BT AN S AL AR SR AL FE A 5 TN —
ANBEORT, SRR H S AN A
BT A B TR BUAE, BB
A S AR SRR S R 1Rl AE Jy Ak F )
FR T A A A S K H

intron

AEF

e T HAZS VIR EE R, HAEN
B R (R MRNAB R T) #
BRI — i85y . — S EAZIEN N & H
KN & T, M T 3B DNAFF
B e W& FIAETE T — 2l
RNAFS=Y LR b, R AE ZLAZ rRNAFI
tRNAKE . 7EIX LTG0, DIRERNASY
FHRANFENETIPH. WA [EfE

#%| (intervening sequence) .

invasiveness

NE

YRR FE, ol LY 52 ST Ak
DLAMPIR I, HAEHT i TR iR A K
A Re

inversion

Iz

— RIS, KO — A B
W E AL BUOR A4 P G P HE 1)
IR 45 i 139

inverted repeat

REES

[ S AW BAZ T A, Hoph—
B ) — BUG L BAME P AH . fE
AN, R E S P AT
B & FREH. . EIXFES (palin-

drome) .

ion channel

BEFiEE

nf AR BRI i B T RS A B 1 B
BH.

IPR

FMIRF=AL

HIH L (intellectual property rights)
(REEEES
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IPTG isodiametric
SRE-B-D-HKFAEEL &z

(isopropyl-3-D-thiogalactopyranoside)
Mais. FEMENSH B -FIEE
EEVG TR S . 7R S lacZ Bk A 1
FOREBARBEAT v BE (R 3, IPTGH 5
AR RO RWX-galgi &R, BT
PRSI EAM E B 2 B
LB R PR 35 1 A AR N T R
SO R R T
Nz, soRERE 2 G, Bk, [
AR EHRKL, R FR AR R

i o

irradiation

et

FH BB SR AT R, R 0 2 v e O
2 P UVEL v 1 2655) , RATWED)

Koy Pl S ERT.
IS element
ISyt

ARG R4TE . Eaw T R
f)— A% FIDNAJF 41 (800-1400% &
BRXT) , AT R HE N — AN 3 IR A A
o ISTOAE P I DNAJE B ] £ 1S 7T 1F
AT JRE

isoallele

F &AL EE

— AN ) 2 AAHALEE DL, AT
FER AN AT 55, dRAB AL 2 [ 7=
W, FErEEAR R BCIE R SRB R I .
W HEMEEA (allele) .

isochromosome

EELER

BB B AN R S A, PR
HoBG. SRR ORI AT SEUTH
SEANL T B W Qe AR RS R =R T —
eI,

T H AR A IE AR A I ) 40 .o

iso-electric focusing gel

SR ERR R

(45 |EFEEBXARIK) o B LUK I —Fh
BB, KIERSFHR (B IRER
JBR) & v R 22 S T AN iR AR 20 TR/ AS
AT B

isoenzyme
= L&
W.: EIEg (isozyme) .

isoform

I

1. EBRN—FH 2R ER. 2. AT
B (147 [7i) LAl

isogamy
5] B A58
— R /IS G R AH ARG - A L &5 1 A
G W W

isogenic
EHEA
— A MR R B AR, W BLR 4

BT

isogenic stock

BRI 52 HOFE IR AL, AL 358 A% 8 S A )
(BJEER7F 7 S i RS G Sl Bl %2 3 47
o

isolating mechanism

REs L

Je AR A A 7] b XSk F) A2 4 O T B
AN [5) g A ) e A8 B (45 s AR IR 2
25) IR
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isolation medium

DBEIEFE
ALBEFPIE A MER A EKAR
ERi=Snip i

isomer

SR

1. S5k BRI b 2% 3R [R] i 25 84 AN TR
PALEY); Wse s R S oe R, 2. o
4 S R AR — b B — Ak 22 5 R AN ) 4R
A — R ik, R Sl B
PRI e 51, . D-, L-#i%ipk,
M-, K- AFERR .

isomerase

= iafis}

PEAR 3 7 T D A G AN — T S A 4
AR T — Rl R A I — 25

iso-osmotic
£is
IL: %% (isotonic) .

isotonic

£z

AR A B R IR FE I RS IR . 9 T Biak
JRERRIR KSR, DI BT SE
BT . W: 5i& (hypertonic), {K
i (hypotonic) , £i% (osmosis) .

isotope

i i

[f]—FPIC 2 T IR % T U A )
(RS REE 2L S S e X A
v SR [R) 47 2% (radio-isotopes) i 4%
FEREL .

isozyme

[5] T &g

R T RE. T RERTIIN
TN 22 7 — Pl i) [R] TR Zh REAH IR], H
P N i P I 32507 &7 o s 7 N 3
SR D73 ARt R ) ) 2 57

ISSR
ERFINESERX
(inter-simple sequence repeat) [{)4

=

5,

ITS
AR AR X

(internal transcribed spacer) {4i'5 .

IVEP
TRSNAR R 7=

(in vitro embryo production) [{)4i5

IVF
hohEzE

(in vitro fertilization) [H4i 5 .

IVM
RS 3

(in vitro maturation) ({1455 .
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J
%1% K K (joining segment)
W: EBTBE (joining segment) .

Jiffy pot™
ﬁ',*ié%di

FRE HAG B ZE 8k, AR AR
i*?% PR B - SR BT A

JIVET

EHRSMNERR R AR

(juvenile in vitro embryo technol-
ogy) M4i5.

JIVT

EHRSMNERR R AR

(juvenile in vitro embryo technol-
ogy) M4i5 .

joining segment

EERKR

(H5: ) —/NBUOERZFE KN KIDNAJY
B, ML gnid e 3k E B 1 D) Ag
.

jumping gene
BEER £ B
L. ¥FEEREF (transposable element) .

jumping library
BREE ST
UL @ fRBkER (chromosome jumping) .

junk DNA
FINEEDNA
L. EEDNA (repetitive DNA) .

juvenile hormone

EAIB

S R I G 19— 5% A 40l i T 3 A 1)
R . HDhRE R AR S BT
IRFFL) JURFAIE -

juvenile in vitro embryo technology

EHERSMERRRIA

(HES: VT BUIVET) o — Bl ik A 4H4E
SRR BRI O A L, &3t ik
HNAFNZ R d5Ja e BB S AR R
HIFEAR o %A A T B A kel B AR e T
LHH .

juvenility

=

TERANREEAT A VLA I & E FEY
B
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K k

kanamycin

*MER

MR KRNI ER . %Pk
2 H A G5 A AR AR A L0 ) B E ) )
e, LRI RI R Y — R E R
JEEH) .

kanr

FHREENEER

L. HEENEERE (neo 1), EEHRID
(selectable marker) .

kappa chain

FiAsE

PIRBUIREERE i — R o — Rt b i
K.

karyogamy
%A
A A TR 52K LR T A A% A )

T

karyogram

ZEE

iR — AR ERERNEE, Rl
RORBEF ORI Y B AL .

karyokinesis

Ba#

Mz 4. W B2 (mitosis) ;
5 2 (meiosis) -

karyotype
ReEfRAR
FR AN A RBOH ORI A &
TR S B, 3 AT 225 b

i A WbRAE, e P I K A
BUB GBI A 21k G
PRI R TLSE 47, + 21 G
LR «

kb
FHENES
(g

acid) .

single-stranded nucleic

kbp

T o EXT

(kilobase pairs) {1415 (XUEEDNAH!
double-stranded DNA) .

kcat

B 5 KL P IR R R 2 B

it i B IS o IR T 2K
B kAR, BRI AL P
%

R,

k_/Km

cai

6 A Il e S I P A R R R Bk, /K

cat " 'm

EACR, R = R A By

Kd

BEEH

(dissociation constant) [4i5 . ik
TR AR 45 A o (SRR ) 1
fr. J: 17 (avidity) o

kDa

Fi& /Rifi(kiloDalton)

THE/R#7 (kilo Dalton) [H45E . — Hfr
14y 1 5551100038 /K il o

killer T cell
RATETH AR
Aes U A FEHU R 41 B TN B
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kilobase kinetosome
THEEES : kb) EEK

£ 55 1000 Bl ik 1) # A B ) 1 L o
fir. EATEDNAR—A Tk ) i Ky
JE330T-TE /R L O fy i i R e T Bl 2
) o

kilobase pairs

TR E xS

(5. kbp) fE 1000458 E 3T 1) X5
DNAJK S5 HAT

kinase

b {i

— PR IE N — R B4 T (UNATP)
55— TR .

kinetics

MhE

W RIZ N SZS LR . 8 AE N IEshE
SN R G4 W YR E A
% (pharmacokinetics), B3R R R 5111
%, (enzyme kinetics) .

kinetin
B
—FPa R ER .

kinetochore

==

Br T FORZ A0 0 e (R B 228 E iR 454
22 N AR PR SO LT IR S5 R
H—BIEEDNAZ 11 Ly X IR,
Z LMy R R R AR R il

o

RORDIR J R gl by, AR T 4T Bl
fIFETR. [H) 3. 4K (basal body) .

kinin

BAK

ARG R RN . TR RS
W, B INATS.  cyto- (cytokinin) LUE
THB)Y) 2 G BB AH X 5

Klenow fragment

EIIER R

— R T KA R DNAR S B, h
THARE TREEM 3R B IE
PEIMTER R T 5" - MRANOI MG IS L, PRI
Iz A4S DNAZ 1.

K

BEEH

R g 5 IR ZE G (W 2 A K (B
AN, BERUR S O g, R R
% (Michaelis constant) .

knockout

e

— RS A, LIRS Th e B E B L)
RESER TR I I S . B L BP A BY
(1 ZR BRI i 5 Ji5 (1 5878 0 9 10 (1 22 e ok
WA FE I DI fie o
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L |

label

#Rig(8)

P E BRI S B 5 — AN
T LME RIS FH AR . bRid )
— R AT st W X
W: FRZ (tag) .

labelling

FRIE(3h)

P ERE N s AN B i .
HAEAZ R A 11 5 b .

lac repressor-lac promoter system
FLARIG-FLE BB R 4
s SRR HE-B-D-itA G- FUH 1 (IPTG) .

lactose

L1

W LA Tt T RRURE B T A
BEFN— 2121 FU 45 75 110 e

lag phase

iwEH

TR AEE S N ] BANEER PR, ki
Rl 2. ERAEARNER, Saifuthidi st
AL, MR HIARREEL B IR R E -

lagging strand

=ik
SR AIE LS K Y DNA%SE (DNA
MRS =3 A ) « W RiFH
EZ (Okazaki fragment) .

lambda chain
FIIIE(A)5E
PR — e T2 RIAWEE.

lambda phage 1

IG5 B 42
I R T ) — SRR B R, O B

VERFERR. W.: A DIBRX (integra-
tion-excision region) .

lamella

HE

FH AR ST AT 1R 9 2 B8 B VAR B /) 78 &6
9o

lamina
iy oy
B S )

laminar air-flow cabinet

TRERE

o 8 20 o o B ZRAE 5 v TT B A8 ) TR
BT A . dE T AR X R
A L RS AR R E S AR s R
RS B 1D G i PR sk W= % i}
KA (laminar air-flow hood) .

laminarin
BB
WETT I A B 1.

lampbrush chromosome

KTRI S ek

TEAET OB M TG B () K e i, 41
VISP JE 58 o IX 2 e £ 4k
TS IR X BRR A FE, R B s (R
. JW: WZHA (diplonema) .

Landrace

77

R A% U ) A A E R R 2R T,
WP AR BT R, — MO TR A A
K2,
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latent agent

BIREF

WA, R R — M RN AR
I ATATIEAR IR 55 o

latent bud

{RERZF

AN B2 ARHI SR 8 5 B 0361 1R AN 80 2
M2 BRI AT AR AR K

latent phase
S e HA
W.: 7EH (lag phase) .

lateral bud
=3
.. BEEF (axillary bud) .

lateral meristem

A5 HH LA

REms ol KA IR E AN RS A
@M, WY RARIEIZ

lawn

BHE

AR AEERBE B IR 3 AR Al ) i 7Ry
SRIELLI B, WA R AETE

layering

E&ZHE

RGP BB, PR AE W 2R A
TR Z A E A EARIEAT A 7 i

LCR
e R N
EREREC Y (ligase chain reaction) .

LDSO

FEHEIEFIE

HEHEFE (lethal dose 50%) 4
Ho SEBENYIBET50% T T I TR

fit. LD, (ARG, AT 4S5 9600 1 12
s

lead compound

xSLEY

BHIE I BAT A DS A 22 )
Jio

leader peptide
A SRk

. {553 (signal sequence) .

leader sequence

ASF7

£7- T mRNA 5 R i BIFE R I AL 1) AUG
REHRBE R F 2 17 1 R B AN ) (1 A% 8
BEJT 51, 1K P A B AR B
=)

leading strand
SRR LA I DNAEE

leaf blade
Iy 2y
SEINE L i) T R

leaf bud cutting
=3k
A —/NBERM g g AR

leaf margin
4%
L WANABUES StI5

leaf primordium

rHEE

TR AR =L e K E R
JETIT G T LU & e B 4544 o
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leaf roll

EItE

— B B RE AR, AR AR M A
Mo [FI Bt 2 A 7K 3 JHR 38 TR RE IR

leaf scar
MR
LY T O 0 o =< B N = e YO [

leaflet
NS
ST AT AR BRI B B AY

leaky mutant

EiRREMR

R GEAR J5 B AT SRR B S 23 R )
TR RAZ

lectin

EYREER

— 2 RENE S A R TR S BRI
FWYER, &R M1

leptonema

ML

WA FL RN, {2 TDNA
Sz e eamBRE i, Mgk
TEA AR AR

leptotene
ML HA (R AR)
L. HZ%E (leptonema) .

lethal allele
HREMNER
TS A T, RN EEE I B

lethal gene
HER
W: BIEEMERE (lethal allele) .

lethal mutation
HERE
I BREMER (lethal allele) .

leukocyte

=gl

Wy ek, HAKL 0.02 mm, —%
TP P e SRR A TR T
—HAA. BARA L, 2S5
PRI BT AEALE] . FL A0 B ) 40 B 5T b
INTIURE s PR A0 B A £ 5 AR 0 4
ROLAL MR, wEMBE S AT Aes =
ERARENID]:EYOR

library

M

RS, R TR AR
AH 5 A ) 4 ¥ DNLAER 285007 119 41 T B
BERETE . WLeDNASCHE, RiE P, K
KZHSC%  (cDNA library, expression
library, genomic library) .

life cycle

HAnEH

MBRE— ARy 5 K B B B2 —AXR —
B BRI 56 S W o AT 1 2R A ) R T
FURMC T RbE T8 2 RS 0 .

ligand

3N

AR AR /Y ) S B B R S AN T
(UnBEIEPERIAEAL R, JRYIAIINEI) 5 45
BRI ARG RO TSP
B TEO T .

ligase
EES
U, : DNAZ#E (DNA ligase)
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ligase chain reaction

EEEER M

#i5: LCR K. #74E H hRDNAJT 411
HAR. WABAZERR S MEAMIEH Hbx
FFH), — A5 m, 55— A3 .
2R AR AUAEAE T I i DNAT,
SRR IR 1) A i K &5 AE AR 0 2
B, IR E IERN S R G O B IN &
RAZEER. WUR H AR PR BIE
TR 5 F AR A AR X3k A AN 56 4,
MBATERERG R . milc T, iz
FERLAT IR R DNARER 7> 55, [FRIRA 211
Jeis BN DNA— R 1 4 B IEAT 26—
BARAL, SRR MBI SRS
TEREE TERZ T IR A I«

ligate, ligation

EE

MREE T BT — T T A B P AS B 1
$EDNAF B

lignification

R

2 Ff0 B F T 0 A I AR B R AR A
Tz o]

lignin
VNG
—RE S TRARTAAGIIN T R E
Yy, fERLEA SR AR, JEARM ) T
BRY

lignocellulose

KEAHER

VNG NI AR S ER Y ST g n ALY
T T BAE A0 B P 45K 1

LINE

KR

(long interspersed nuclear element)
M9ES .

lineage

HFE

— A LR SO0 AR A4, BRI
A RS MRBE R .

linear phase

L% HA

4 M 15 97 A HA AN H K S RO
e Stk S i A S AR

linearized vector

LK EHIK

— AN AN P A IR DNAZR (DL BN
FRE) At SR T4 7K il 1 B 2 A Fe e 1 2
o T kEY, I wEDNAS
MR G, FEREEE B S R

e, FEMAAT T

linkage

S

— B L AL (R AR B A KT o T s
el . fFAETIH —FeEkE,
BARHIE HR TP RA LRI R K
A

linkage disequilibrium

EWHA T

W.: BEFHEA T (gametic phase dis-
equilibrium) .

linkage equilibrium

EHTE

. B FHHTEE (gametic phase equi-
librium) .

linkage map

ZEHE

FIA B AT S AR AR LA e T4
RINLRSFRE . W: 5% & (genetic

map) .
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linked gene, linked marker
EHEE, EiRIC
55 53— B bR I T B R AR D bR A

linker

#%

5 17r — A2 AN BRI N 18G5 )75
I BAZE B . Bk #1451 DNA
B R i, BE RS R HE B B AR B
K. W. BEHEL (polylinker) .

lipase

RE A B

8 553 A8 Ry 38 4 g I R b ey — 2
Mt (EHEHTIR S, IR0 @ B T
K e I NR W oy il A AN 2y, FH ok
I e oA A o

lipid

BE B

JIE W B 5 4k & b ATl —Fp, A
WK, BT MR

lipofection

BE Rk

¥ OEERRMAN M DNA. RNASUH
Al A WAL B EAZ A 2

lipopolysaccharide

BE &1k

(4. LPS) 4558 S LIWBEEM S
W 3 A A R T A e O -

liposome

RE Bk

RN LA I RO BRIR S A, )
A AT KR, ANE A
R BESUZ IS 20 Flo I B4 ] T - 4 AR
AT R (1 25 )32 12 B s A48 40 g i LA A
RAIFm R . DNAZ Tl g m g
UGS A BB R, I8 RUARE )G S 4R AR

RRFLA K DNAZ i E 4 L A - IR BRI
TEC2H THER ) g Rl e

liquefaction

RILIER

TALTERII At B HE 4 o —JE R B/ 7
TR SRR,

liquid medium

TRIRIETRE

A R, T A AR A E K R R
o

liquid membrane

i

WA (AN A2 ] 44) T8 i () i s, R 7
T — PR T RS AR TE GEFHRIK) o I
I, XFRPBAR DA T7K, A Re ke
TR -

liquid nitrogen

ikl

BRI AT-196 °C LS k. WH
159 LE A B A . WLARGR
{&7% (cryopreservation) .

litmus paper

ARG

—MipHfR R iR AC. ERRPEE T A
0, BRI R

live recombinant vaccine
EEEREEE

Id JE AR BT SRR A B0 R h Rk A5 B
K .

live vaccine

EEEE

— T PR TG BE R 0 B A B
FH TR A [ 5 93 JU A4 S % 1) e A
Ry,
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living modified organism

U R £ K

(#H5: LMO) “ N B EMER AR AT
1, AEAPaEy s g (&
MZFEEAY)) o R A (GMO) 1 7]
SGHl, ARAX SR8 A 2 B A

LMo
BEIAeYNN

(living modified organism) {I4i5 .

locus 41 : loci)
(8=
Pt A b FEA A o

lod score Lod

R ET4

P9 DR S EE B L 3o Bl . 2 Ok
i EB I G 2 b

logarithmic phase

X HHA

g MiETR L R Al i KRR, AE U
W, MAEEA20-3040 Bl ngs . 4 X
i: $REE K] (exponential phase) .

log phase
XTEHA
X143 (logarithmic phase) 145 .

long interspersed nuclear element
KRBT

(45 : LINE) H@DNAZF T I K%,
P B N 6.5kb, A B EE T
AL g e NREEA S &
500,000 i A 4% Je A (fR Rk P 20
MICAMHEAE16%) » AR M T 4
EHETWBAE L. W BEART
HH4ES (SINE) .

long template

KRR

PCRi i & H I DNARE, 76— i 47 51
WP H], ARn] LU A 5 5 — i i 5
AL ERMINT A

long terminal repeat

KERinESFF

&5 . TR A 3E L EEAT I RE
FIRE T W N N RER)E . 2
SRR,

long-day plant

KEREEY
—RMNEFEA RS BB R AR KR —
B BRI EY . W HARED
(Short-day plant) .

loop bioreactor

EWIEIN R L8R

% B L (1040 JTUAE K RERI /)N R XA [
P B EER . A FR REAE A4 TR A ) HL
ff R N 1) 2 P B B 1) SRR AR P T
REFI3AT o XX S R HATH, 1
e R R AT e R ER I ALYk
WMEVF 2 /INE W E RIRBUEE: .

LPS
fE &1
fle £ #¥ (lipopolysaccharide) {1475

LTR

KRiHEZEFS

KK i 42 741 (long terminal repeat)
K405

luteinizing hormone

RERHR

{1 33 O e A4 A KR A 52 1) o 4 AR
R EHIEHES
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luxury consumption

W &2

BT SFRE 57 e o LA A A 0 5 i
i R ALK o

lyase

ZLfRE

A SR T R e 42 386 o i (41
T F— > XURE ) — 2 Wl o (AT o] — Fb
it o

lymphocyte

B4R
HECEMESI Y o RGEI) - R EZLH
YHRE. L. BAUAE, TAWHE (B cell, Tcell).

lymphokine

HEREF

itk B AR RERE S B B BRI B AR, 1EH]
T 0 2 BN I A 4 B . FL G B 4R AR
NEMFIE. EHAEEFRW L.
UL: B#ZEF (monokine) .

lymphoma

it B

FECYE TR L LR A AR 2 A 2R
PR o

lyophilize
RETR
WL: B HTIE (freeze-drying) .

lysis
BHE
TR AR P Ak o A PR AR A
it .

lysogen

BRIE

et (A £ T REEARDNA 0 41 4 41
Jl.o

lysogenic
AR
Ak R ELER 1) 4 v B TR K

lysogenic bacterium

BIRTELR

AW CCaE, 3L WG 4 ) 41
.

lysogeny

BIRIR

I T A B R 41 (TR AAR) 74 21 rh 2R
FHPURAS, EARAE s ER Ok —
Wy, B RN T,
HHAGIRBE .

lysosome

N

) ) B RE BT — ek R
T, SHHEKEDR Y. iR
N R REL ) A ORL, HLAE 4 At T
IS TR 40 i 45 ) ) Bl . A L ) 9 1K
RE.

lysozyme

BE

M ERIE 8 A A S A R U R R
SR, ] By =2 T I 1T 4t e B 5 |
AR AT,

lytic
HiE
RGN A B, X
B, JARRAEAE BN RH, ARG
0 BT 2 A B AE T, BRSO R — AR
T TE o

lytic cycle
BRI
T HEG B T A O BRI P IR
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macrophage
Mm =

TSN KA IR H R R TE e 4 T )% &
gerp [ A Al H SO R IR L E
ELNSEYi

M13 DNA

B HEDNANE F IR macropropagation

] F/EDNADM P2 RIEEEH
I AR S AT e R AR I 2R

M13 strand

M13& macrospore

AT S MR (R [ 85 DNA  KTF

T

MAAP

SEXEY BN

Z FAT Y 7541 (multiple arbitrary
amplicon profiling) 11455 .

mAb
BREIR

(monoclonal antibody) 14’5 .

macerate

i

e L3 ot D BOCRE (R A L PO el A o TR
LRLHUMET D] iR 73 2 I A 4 it B
S

macromolecule

BT

A —Fh = 4> T HRE DT . BEWIIFH
il o

macronutrient

AEERER
IEFARKKEHENEENYITCH. 7
AAEFR I T, KEHRENIKE
—IRAEO. 5= BEIR/THRA L

W.: K¥F (megaspore) -

mad cow disease
keSS
SR FRRFERER. 1. ERREER

F (proteinaceous infectious particle) .

MADS box

MADSE

R B F R AR S (T DNAJT )
Hot, Hi o ek g R Tk
PEA . MADSEREKAE Tt 5
RIS AR B DI

magenta

wH

A RS IE R B LR IETR T 2w 3
f— R A s

major histocompatibility antigen
FEALBERERE

O G R A R “ 7
PrMpRE N ERREER. LY
M ARE N H A HE B B3 & A (histoglobu-
lin) . b 7By 288 B A B LA™ A1
HEFR BN, A AR RS2 ) 111X 26 B TR
WAZBUE G o
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major histocompatibility complex
ZAABBEE AR

(A5 : MHO) Wi FLzh 4 rh i EEALR

REMEHR N — KA

malt extract

EF R

MZZ PRI — R E RS
Y, RVESEFRERINA.

malting

RELT, EHFLE

TEARPR L R b A ok, H
TG

mammary gland
ZLAR
WEPER FLEN Y DI E

management of farm animal genetic
resources

REEETRERE

TR R« FFRFIFH (RIHD £k
R (BRA7) < PRI AL =2 3 58 A 8 R
AR BORRE E R B

mannitol

HER

— R R ) ZAAAE R .
i AE k) R TR R AR 7% P 1K R )
BRI S EETR.

mannose

HEE

LR SHER Oy, A A
RIEFRIL T B .

map
B

i P PR AL K s DNATK AH X
frE . FESE P SE AL A R SE

BEANARRA . W% 1w FEDNA T
Bt 2 2R A G (AR 1 LA %A, B
RARERR ARG M. 2. 40
il DAL 7 R AE G C AR AR L B, A
X B PRI AR 1

map distance

12§ & BE

£ BE PR 5 ) AR BE B A vtk T
[EEE (cM) ki BE 547 % on . W B EE
RE U EE RGNS N NEHE
5, (MEEELFA KM o 255

map unit

B s

— M (1 oM)W B KRB
(map distance; crossing-over unit) .
mapping

SHIEE

JRy S (FE — Ak DR S ) i 4 s CHREA BE
4B) AL G RO . ] T PUE R A
fir i, (R DY B8 A% b i) £E e (iR B A7
o

mapping function
[E BB eR 3
3R T 0 00 £ B 2E R PR BE ) O% AR A

mariculture
KA
. 7k7#=3:54 (aquaculture) .

marker

#rig

T o 4 R B A I — BT A
DNAJT 41, B e 13—l ol oz Bl At
ESERNTIS
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marker gene

FRICEE

Dy BRI s #Af 2 (MREIR T ARIC S
B2 BB LW

marker peptide

FRICAK

RMEERN S, REHUMeEA
1) %5 5T BLAlA, o

marker-assisted introgression
FRICHBNEA

FHDNAFF P4 i 45 07 ¢ B i e DR
B AT HE N BT RE HH EANRL A b
TR RO 1 B B S 3 T

marker-assisted selection
RIS RE

(455 : MAS) JTIDNAFRC K3 A ik
PERREE . e a5 —AsBEZ M H
PRl s RS, W R HEWKER
s,

MAS
tRICHBNIE R

(marker-assisted selection) (147 .

mass selection

RAIEE, B

Y E R, AR RE NS
i BRI 151 P R AT A R AV

maternal effect
BRI
B PP 1R AR AN A 52 BEAA 52 MR 1 35245 3K

maternal inheritance

BREE

ZARRZ I R s s A CngR AL iR, 4
), MR EER R

matric potential

BERE

KBSy, W, R RIER
W B = 2E GRS RS A or ), 2T
RATK I T AT

maturation
T B AL T IR TE R

MCS
BREMAENES
. %EE4Ek (polylinker) .

MDA
Eo SRS
;% =% (microdroplet array) .

mean

FiafE

it EIERIEG AT R (A
L PR A KR LA

media

ERE

UL B3R (culture medium); EHER
(medium) .

median

HiE

— 2 A, T O A R 2
H 56 T b e i 1 25 5 AR &5 0 )
fH,

medium

T

1. A AR gD, HTEDa . 4l
SR R IR B R Sl A ST R R
. 35ZFE (culture medium) 2. HEFHY
Ui, WA KWERR. Bt EE
AR, WAL
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medium formulation

EFREAS

HPEFE T, IR R ALy, T
HARITRAMBEICER. HER. HY
BERABRLL . Lo d] 5y 6 o R e
[ SMBER s A P R0 2 1 A KA R S

AT E ALY

mega yeast artificial chromosome
EREGATRER

AT UG ARRE K 45 AP 51 (5 1Mbp) (1)
BB ATREE(YAQ — BB AL
FL @R #5500k bp AT 41 o

megabase

BAREE

(#i'5: Mb) H110° AMBEZH B DNA K
3

megabase cloning
BAWETE
KJE N 1Mb 1 KDNAJT B 52 P&

megaDalton

JLIE /R

(%5 : MDa) —MJRIE/RESE 110018 /K
i o

megagametophyte
WERE F R
MEMERC 715 i RTEF R B B

megaspore
KEF

St AR AR P M B R, R
ii]: K¥F (macrospore) .

meiosis
WS H
AT B, e R e
Hrh PRR AR H kD o BB A H . 2R

— R R RET,  RIRGE O ARBCN I AL
BB ALY, AT 3. A
I, G AR R — 2k, 7 A
K%, KE EEF (S SRR R A
F)o

meiotic analysis

BESHD

MR 9 5 24 R B RN PR BR ) S 8 PR D X
Ji Aok g (AR Z I ) S A&, B4
T RIS A ZE AR SR AR Z T H 2R R

meiotic drive

B BB

Bt 7 b 5 R g ik 1 S AL E B R R Rk &
RAE S B B .

meiotic product
S E
W.: B2 (gamete) .

melanin

E&EFR

MIEER, HERRIOY BRI MR
B At e

melting temperature

LB

#5: T ) AELEEDNAS: 178 M4y B ik
BRI . T I T T I R e
HIBL L B . B % G CHgIE XS [ DNAZE
PR T S AT S FDNA, 4]
JGRNCZ It A&, ARITZ 0
FH A A BT B

membrane bioreactor

FE Y & 7 28

ATAEIE VR L BT 8% 2 40 M 1 A L
375 B S0 VR SR 5T I At LA ()
TRE A M. ) — R A4 8 A b 2
EiSINED



140 R S AN A AT
memory cell meristem

BIZ4RE SEHELR

BE B X SE AT O PUR AT IR N ) ROMEERE A AR, RA
KA B FITHRAE . 93 BR34BT 5 (R 20 23 0 2 R 1) g

Mendel’s Laws

BERER

] R P 4K A A R 4 T A R s A
. JERIM B e W] T A AL R
WA AL T i (AR EAL
BRE), XA R 5 3 3 AN ]
(P AESAN L. FEPR T 43 B s A U W] 4
DB B4 I T 1 — S AR R 1 ) 9 14
AT, W: #MIIHE (independ-
ent assortment) ; iZ%#i (linkage)

Mendelian population

BIBIRBEHEK

A B I RS DA H RIS
HAL,  HAT LI B E R A4

Mendelian segregation
RIEROEEN
SRR RERERIATE L,

mericlinal

B%Ri#EHK

— P B EBY A U D) R L R A )
ARG R AR

mericloning

SHEARERE

K 2R B IR B E 2 ) — Ry
W BEE IR AR R
Fio

meristele
SRR
MR Y E .

T

meristem culture

DHEAHNES

5 AL TS H A S R o 2R 4]
AL R R 52 k. WAy aE
AR EHR ALK,

meristem tip

Rimsr £HER

T N LUGSMERR (O LR 2T
WA RE, iR T TS &
BRI MBI AR 2 R

meristem tip culture

Rim o ERLREF

T 2R ity 43 HE LB LR SMEIR AT (15 9% .
Tz TBE. WARZE, BP0 T
A

meristemoid

5 R

ME TR . RNARIZEBRRK T ES
MR, I AEREFRACR .

merozygote

BEbESF

Iy AL D) AL I & F, W B
LR

mesh bioreactor

% P 2 W 2 T 8%

UL R &Y B 8§ (filter bio-reac-
tor) .
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mesoderm

R

e BERR R & S &, R E K
HHEA S A NS A=

mesophile

EERE
AEfETE20-50°C FrUL B Y I Py 2B K 2k
Y, BARERKIREN3TC. W RERH,
BEE (psychrophile, thermophile) .

mesophyll
M A
BRI R AR

messenger RNA
fSERNA
4i'5: mRNA.

metabolic cell
X151 HA 48 Bl
AORMAME. W FHEEKHE (meta-

bolism) .

metabolism

BRI

B IR A AR S ) o S B A A
TS AR AR R B R o T R
SR AT W) 3 fift Sk T A o

metabolite

Kt

T 3k B A AE A R AR 2y TR I A
Jito

metabolomics

RigtRZE

WESE TRl B BT A AL R A K B4
ERERB =R,

metacentric chromosome

EBELEHR

LR TR AR, DI GO AR
KEER A B k.

metal affinity chromatography
ERFMEN

— A E B T AR
FH s A IR 8 I s 7 ] A 5 JBAT: B
M —Fh A

metalloenzyme
A
s B < AR T | R AT LRl o

metallothionein
EEWMER
HE4gEIE. HaEm—M e rEs.

metaphase

M 2P
BLDAMBES R — AU B (7 T80
HARIGER 2 0) , AEpbi R &R (2D
SEELRD) ML TR, RGO A
FEHAET I ], v LA R IR e R B,
TE 5 R E > 2W, 0 EAT IR
g g iilic e

metastasis
IR
R NESES/C I

methylation

RELIEAR

T AR (-CH) A
DNAE i & BARENE 2 /Lo, D Hn] &
S K g P N AT Pt S
B, W RMEETR (epi-genetic
variation)
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MHC

FEALBEREEEN

(major histocompatibility complex)
W96 .

Michaelis constant
KEREH
W K .

m

microalgal culture
MRiEST
TR T AT S R R 28 LR (T

B o

micro-array

HFES

BT T EEDNAYG T-LLE S H 7
(15 /8 B3 T 2T g 7T [ A B Joit 4 1 (A
WP ) o WET R T i AR R
k. bRd R A R E B A .
TR SR T LA E B AR, PR ]
TEAT R AN 22 A7 L R Y (1 [ I
O3B o ZRARLIR Ty ik vy LA RS HA [ o 20 4
R AR H . 7 S A EDNA
hR. W PRAAEZ AT FER (somatic
cell hybrid panel), {28t &R 247 (ra-
diation hybrid cell panel) .

microbe
MEm
W: AW (micro-organism) .

microbial mat

A

I EI AR, T8 A KA B R
FRELE L.

microbod

NN

ZONECIR AN gs, B R, B
20-60 4k, A Z A,

micro-carrier

EE3AYN

SCHE AN I CRE ) 2 W 7L 3 40 28 B 1) /Nt
K, ARG IR 7L 2h Py f s, 1A
3 T i 5959 T S A TR A R R AT
FHWL R o

microdroplet array

eyl

(#i5: MDA)  H/b i 4 i R A R Ak
N RERETRBE, [N P4l T RS R
SRR A o I e A R A AR A
BREWEEAT T E. W0T: 2R
(multiple drop array), &ifi% (hang-
ing droplet technique) .

micro-element
METE
W AR IE SRR

micro-encapsulation

MR EE

W W BUBNAR /N [0 %5 3 e FE 5
L A Ay =R A SR T L R )
ik

micro-environment

BRI

GRLE . VR BRI ) &I
FUARERAE 3 5 0 A ) B PR PR B I R
AR EAF A o

microfibril

fEsgid

FH T BB AT S A O e %2 3]
I 4T 4

microgametophyte

R FIR
W.: {e#3 (pollen) .
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micrograft micropropagation

M MARETEE

W ZERIFHE (shoot-tip graft) . T AL TR B A 48 8B 418 T I /N Y
PRINETI AN/ BB A

micro-injection

BREST micropyle

FIET 20 (% S 00E O B /b & GRS Wik ZRFL

1%l (DNA. RNA. Bg. 4ifuastkz54)
/£A+TIE—H—/\3Z$QEE]HEFP

micro-isolating system

HERERLE

X B I S A AR B AT RO LA
AT BE 88 SR BT K 5

micronucleus

%

AT BT EZNZ, HE5EEAT
[R]—2H K 755 BB B AT 22 5y
ZURER, RO BARE N
Pk, 1B O -

micronutrient

MEERR

B IE TR T T A B AR T 0. 522 R UK/
FHL T TE

micro-organism
HMEM
TR A REM 5 B A=A

microplast

MR & BRK

DA 5 G R A 2 S R S T I
RSN

microprojectile bombardment
MRS
W: ZEE % (biolistics)

1. M RRER R I LN FL, TR E
INFLTE NG VE ] - 2. BhW i i ol 41 21
H N L

microsatellite

HMDE

ANTRI#% DUEL (G5 24 5-50) [IDNA T B,
HPFNE A BAA LA A (R —
NMEEBA) . BT AT GERA
P 05 T HAE AL LA AR ) < S E
E”, XM SEMER (7% S K7
TEAL LR A2 R b e — i 2%
ARl T B nl BB R Bk A
.

microspore

INEF

i PR AR T AN s A ) Tl B F K
S TR I B AR T

KE

microtuber

e

RLBEF RO 2R, AR R
HWHRZER

microtubule

HME

g R A FREERC T . O AR
ERRAGH, SHMHERMEER, M
B B (1 E 45 MRN8l ) 2 b 4 FR s 4 i
MIhReRE sl WMEABLRHT LS
fELL,
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middle lamella

e =

93 FF W5 AH 408 TR A B 1) A 4 4 i 1)
JIEE, R AH AL 2 B EE (1R 25 2

mid-parent value

WFEHE

BoRr i MR PRI SE AR T I 44E, FH ok
HEBT T 23 B BEA IR 5 A IR

mineralization

R4

HHAE DAL D TN A D (B 4) 1)
HERE. Bl ZEEEAL K A AR

minimum effective cell density
RNERARZE

0 0TI A ) o /N A LA R /N L
TR (FhZE, SMETR. @R 1R
D REAN SRR (1 55 7R B

minimum inoculum size

w/METE

FH T 40 A R R 3 IR B v b R 2k
LR B TR AE K T TR M E NG . 4k
AR FR A B A e TR &, T4
Fofr 128 3 e T 3 TR B 1) A BURN 5 52 ML (1)K

N,

mini-prep

INE &

/N 1) 6 B B R B RDNATE) 55 H
T M3 AEDNA 41k i FEDNA.

minisatellite

HMBEFT

A ALK/ A10-100 bpf AT REFE
)¥%). HTSouthernZ3Z = 1 DNA%E
SUEIE Y HT . JW A A Y (0 AR K i

minituber

BIHRE

(AR A5- 155K 1) AN 2K, 25 8%
FRER TR E MR, W%,

mismatch

=1

DNAXUEE H HE TR R HREE 0] S AR Bl X
WmA:C, G:T,

mismatch repair
BELIEE
2 I EAS O 6T (W DNAE S i 72 .

missense mutation

HURE

S Y SR BB ER ) B T AL S g Y
Ty P IE R (1 2 1 IR SR

mist propagation

W EE L

5 SV ER Bl 4% 0 A A AT ORI 97
AR A /) 1R 7K 3k AR5 40y 1 B0A 4% i BB
W T

mite

55

T ARSI . 1R AAEY)
Joi, TR AR R 2] S A Y .
{2 Yk H RS R T AEX Ik, y5 9
FEFRIL, AT A 43 4 R R 2 1T

mitochondrial DNA

ZZHIRDNA

(455 . mtDNA) 1775 T 2 b A (1) 34
RDNA. T 5 ) 1) 26 K A DNATE &
DNAF [ LE AL 1%, (HHE Y2k
BLARDNALL A o 26 R4 DNAZ L
rRNA. tRNAFI—Sek ki AT B (FE3hY)
2 k30F) o
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mitochondrion

LAY

H B DNARI A a2, 70T H 2
g B sz 40 L b oASAEAE) Il A AL
T TR A A T 7= 2= 40 L ) REJ5 ) o — R R
BREF . SRk o5 PR R Y o 1R %2
Mg, {HIXLLTRA R H 2 hal i
I% LI

mitogen
BaHER
AT LAG R A A AT 2293 21K ) 5T -

mitosis

guns
SRR ORI T /2 R, AR —
YR, AR U T A R R
WRIER AL A, ALy N
HANBYE: (B1EA. RUHA. FER. REARIR
H.

mixed bud
REHF

[ IR 357 AR J A I R FR 2

mixoploid

RAE

PR H A E (BEAER. JEBERE
BRI ) BN R .

mobilization

R

1. A Y BRLE o 2 A B BRI 4 B
Z IR . 2. ARG BUTORA 3 1 G
T PRFERIFEAN B 2 ) R o

mobilizing function

BEEEBIAE

RESEARAT e & AL pOhL B e & T TORL
T GRS B o) P o7 (1 OREBE LA

mode
XE
TEAEC AR, s K — 4140

model

LR

1. B G B IE . 2. H T3
ViK1 b 2E 4 R 8 (B s SR 75 1 A
LMY

modern biotechnology

RREIRA
RONEF: ARAMEZIR AR, A3 AL
K HEAZ IR (DNA) » LUK AE 4 i i 4 i

P EEGE ALK, SRR IR R 41
R, DATOHR B AR A B S0 el T ] s
0, AT TALG I B RAnIE S (L) 2 FE
PR .

modification

1&IH1EH

AR B I — AN B2 ML 2 R A 3R 5 1
AR, AR AN KA TRV TR R
ek, M. BEL (methylation), #EE
1k (glycosylation) , &1t (phosphory-
lation) .

modifying gene
EmERE
M HL A DR Rk 1 B A

MOET

BEHE IR RR F 1R

(multiple ovulation and embryo trans-
fer) 4I5S .

molecular biology
SFEHEF
TE03 TP B AR dn IR R
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molecular chaperone
FHE
W F{#18 (chaperone) .

molecular cloning

DFRE

T AL B Gy, FDNAFFIE A LG -
G, AT HARAT 2200 2O R ey
%, W: 5P (cloning) .

molecular genetics

FIEEF
TEDNARIIL B 3R M) 7K ¥ w5 5L 1)
Tk, AR R

molecular marker
4 FHric
TEDNAJKT AT %02 s AL bR id .

molecular pharming
SFRAHZ
W, HH N M HIZ (biopharming) .

molecule

nF

PSS L L1 5 T B )RR e 4
s HEHP TS KER T

monoclonal antibody
B EHE
(455 : mADb) B 3B 4= 1 Bt

R, P ERER.
monocot
BT IHEY

(monocotyledon) H14i’5 .

monocotyledon
BFITEY
(4555 : monocot) Wi h & — K Fit

IR . a2k (oK. e, HE
B HENAA.

monoculture

B

AEA AR IR S b ARk S — R R
N AR

monoecious

2 R AR Y

WEAEFIHEAETE [F)— R PR LR (o
K.

monogastric animal
BB
PHKARR A3

monogenic

BEER

A — IR R R . R XA B8
E & (multigenic, polygenic) .

monohybrid
R FE
o — AN AR

monohybrid cross

LR P LEN

AT — BB RAS ) U % 1 — R AR 1
MR Z A I ZRAL o

monokine
BZEF
HEAZ A i RE i, PER T2 5 s oW
M e ERRN SR . HEEF

I — Ak,

monolayer
BHER
TER AR — 24
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monolignols monozygotic twin

BIRARBRER BRI

SRE T RARBRE LRI, NSRBI R A ik KRG . ) S

monomer

LRV

RN R AR AR IR IR
R BB o ) DA e AR ] A BL
YT AR R E R 2Ry T, IR
NEREE.

monomorphic

=R

TRBHR T I A —HRiE. EE.
AR AR TP A AR 5

FeRk

monophyletic
=B
W HGRE T AR A .

monoploid
B
WL: EfE{K (haploid) .

monosaccharide

B

— PR (bl SO . W =
#E (disaccharide) , Z i (polysaccharide) .

monosomic

BRE

— AR, R EERT Z BRI E
TR B PE T — YO

mono-unsaturates

BRI EY

BOROANHOR i D R (RO ke B —
A= CH,-CH,- 5 4 -CH=CH-H %) i

%,

i: E IR (identical twin) .

morphogen
D313
RIS B IS ZE W

morphogenesis

EEEE

S A KFIME, BT RS TS K
IR

morphogenic response

RS & H M T

PO 2 1) 2 A 2% A B0 A A TR 5 1 5 0 A
PRECR R A7 & A L R 52

morphology

WA

JEARS TEAS . SMBE B .
mosaic

BRAEK

YA [ 72 95 KD 240 ol (1 A ) 5 4 ) 1)

5

mother plant
FAREN
.. KHEY) (donor plant) .

motif

HEFr, #ER

2 55— DNASLE B BRI SR Dh GEAH
KM — BAZ P R B SRR T P4

movable genetic element
HEESRERE T
W.: T (transposon) .
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mRNA multiple alleles
{EERNAM A S SEUER

FH 4 i B8 B JBR 1) o DR B S 1T R (T RNIA
T4 51 (splicing) j5 3574 . mRNAZ
o g A 1415 B AEAR MR LB 3 I [l 7
w.

MRU
RPMAMNBLNES
W: BEHIR (dAb) .

mtDNA
X RI{RDNA
(mitochondrial DNA) 145 .

multi-copy

e Ny

JHF 48 3 A ek 52 A X T A
T RAR 2 4% DU B AL

multigene family

SEERK

— IR O — 2 LA [ — B R 450
HEBRTIAHG, IF/80 A R
K[ERTIIMSEK. FPA) LA A —
SE TR IRE BRI .

multigenic

ZEFEM

FH LA R R 3L [l g ok, 5 B A
. [WSGA: ZEEH (polygenic) .

multi-locus probe

S ERE

5 Z A AR B A7 242 2 T DNAJY
Hllo

multimer
SRk
H—ALL S RREE A EBER.

REAR T — AL EAAAEASBL B S
HH.

multiple arbitrary amplicon profiling
EEEET BT
ZMMHAREHEERARNEANES
2, WAL, R EA
3G9 . W. FEHY B ESEME
DNA (random amplified polymorphic
DNA) .

multiple cloning site
e i
#i'5: MCS) M. BEE#E (polylinker) .

multiple drop array

gyl
;% =% (microdroplet array) .

multiple ovulation and embryo
transfer

BEHE AN ERR B HE R AR

(#i'5: MOET) o A o H %H — A sy
ANERMHEIEZI 2 AN SRR . FE
JOMENE P AL RN B ARSI A
LFH: G TAREHFHAETARTEMN T
EH) RAEZKGON;  CERHAHEFTFARTB
T BB F4 SR WAL B2 AR R

multiplex

ZE(F18)

1 AR AR TS 2 T —215]
W, R BEEERE RN 2 TR
A8, 2. BRSPS AL 1 isi ik
R, . E i) (quadruplex) .

multivalent vaccine
EhEE
AT 5| R R 2 A AR e Bl R — 55 5L
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A A ) B R OR E #8908 R R B R
H.

mutable gene
A ERE
R AR w AL

mutagen

BT

73 AR MR R By v (g St Rk
F) .

mutagenesis

L

T8 3k 50 A T DINA SR 4 i P a0 4% A1
J AR AE TR AR .

mutant

RLh

AT RE MDA
AT IR AL AT R

mutation

e BF AR SE AU AR AT S . W]
DI, R aRAR R TR FS KT
ERA . JRETNIRARH TR (RIS
AT IRBEAZ L), K 32 507 [ DNA
FFHIE THI A RS IR, BRr L
AT AL L A T AE. W EIE
R (back mutation), SBIZEHERLSME
(single nucleotide polymorphism) .

mutation pressure
REE
AR SAZ LD (e e AR 28 BEAAR A 5

mutualism
HE
U FEED S (symbiosis) -

mycelium
[E2fZ20N
LT B 2 IRE TR M ZIR K 22

mycoprotein
HEHR
HEHER.

mycorrhiza

ER

L5 S B D) AR A SR Bl A IR R
KA

mycotoxin

BEER

HER WY, WEHES
=

myeloma
B
TR A A R

myoinositol
ez
W H4EE2 (inositol) .
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negative control system
N n iR RS

TR E B U LB B REALE .
negative selection

naked bud i

HEF ) — AR IR R B . e X

WA SF AL 2F . IE[E$% (positive selection)

narrow-host-range plasmid
EEEEE R
A — Ml die 22 JUAH 41 v A4 A 52361 10 R

#iI .

narrow-sense heritability

BB

Gy 2 L v T E AR AR
by 3R BTy 2 10 L AP v T ANt g 1%
FE.

native protein

RAEBEAR
PNSIABEE{=

natural selection

BRIEE

T2 A YA B AR B R RE ) s
TES AR, 19 Aok A= A7 R BETR (1)
T UATTEZ IS .

necrosis

15

FUL R AR 7K R B 2R IR 3 1) 2H 20K
T

negative autogenous regulation
mEERE

AN BED B[R DR T R R ) RS 2
) % e PR R A P o 0 — R R £ 7
Wil W3 58 &8 (nega-

tive self-regulation) .

negative self-regulation

nESEE

W: faB Eif#% (negative autogenous
regulation) .

nematode

%H

eI, ASrTIEE R, R AR ARE
o O & | P ot o e oY TR N

neo-formation
BEERK
.. 8B % 4 (organogenesis) .

neomycin phosphotransferase I

HE RS

Wi, AL PR DR T BRI e AL 40
FARCERE. K. HERIIEEE (neo).

neoplasm

BEY
JRTBARBEIG T, B RORCIR Y . T 5
TR ES . AR AN M I 45 R Fn Ty
RE LA JSU A 4t B S B ) AN [] T AN [ o

neor

MERIMHEER

I AR E R (antibiotic re-
sistance marker gene), TS EMERHE
#%E51l (neomycin phosphotransferase
), %#FFRIC (selectable marker) .
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neoteny

MR

AR B R 57 40 A5 AE B8 40 A B B L
BARFEAE IS

net photosynthesis

FREIERE

MG EH B R EWPRGEsha R %, L
A AR I R A

neutral mutation

it

MR B — N B ER TS, (HX A
A& R B v W 5848 .

neutral theory

)

WA R R o3 EAR = L5 T b vk AR 1 B
HUER K HLE

neutrophil
FR AL 40 B
S5 R R RV — KB

NFT

ERRERAR

EHIRFHA (nutrient film technique)
SEEH

nick

O

IR (346 ) BUEEDNA 4> T 1) — 45 BE
HMER AR

nick translation

P10

FIDNAEg /& B DNA J B DL~ A2 H B Gl
M, ZEWE—M&EE, B
PRICAZ R AN TS, T AR IC DNAFY
VAR

nicked circle

HROR

A AN HEIURPIDNAK L FEF, DNA
B —SRBEE T AR o IS IR
LN A DR IR T 45 A (R Y Rt [
Sin: #AGBER (relaxed circle) .

nif gene cluster Nif
nif & F %
FEAE B AR ) — 2 A R A

nitrate

THEREL

fe 6 WA D) ORI ) — 2R B E &
Wy TCHUIERH = ZEA B 5y

nitrification

HIL1ER

e A ERTE, MR
Hett ) o (0 b A Ak, 2 i A R T T
19 6 T35 A IR IR SR 1) F AR T

nitrocellulose

LT 4

HFHERNLTEY, BATLEE IV EL
WESF LI, Rl /EDNA. RNA,
FIEAR. WLLT4Ef R IIE4/EDNAFA
RNAEDZEE RS i b H o (7] ]
44742 (cellulose nitrate) .

nitrogen assimilation
RARELIER
AR LY ER BRI T

nitrogen fixation

ERmER

AP R AN AT, Rk
W~ S PR IS S R RN e S S AN R
AR AT ] 240 o) WRSC I I e . R
JE I — R E AR, W nif BEEE
(nif gene cluster) .
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nitrogenous base

CER e

DNAFIRNA (IS (JIRIEIS A LIS
Fwgne (BENE0E, REARIELE R PR EIE) o

NO
ZIZH R X
BA=41iIX (nucleolar organizer) {415 .

nod box

nod&

3 I R JEE B 45 R AL M SR 5 I DNA P
F,

nodal culture
EIER
M ZERH AR Z R AR R 7

node

e

Z RN LR, A 2R
WA HITBAL . 254 REAR B .

nodular
&3
FHF- 30 s 4 2R R ot (R oA 3

nodulation

HRIBHZ X

LA [ TR RN AR ASE SRR ) ) AR S T
PRI (1 L

nodule

HRIE

T 5 B 1 KR T B 1) B2 ik R KO &5
K, O R

non repetitive DNA/RNA
JEE=SDNA/RNA

BEBRE L)L EAS R WZITRT
Hllo

non-additive genetic variation
FEMEEETS

B B S LB, R R AR
B BRI S, DR AR TR RS
Fe AT AT B i 25 AR AR XK 1) 7 b (i 00
FKIME

non-autonomous

EBA

fEANEE A A R E T A2 s Ll
T AL AT 5l “ B Bl . e

if: Hif (autonomous) .

non-coding strand
JE4mAD 55
JL: X DNA (antisense DNA) .

non-disjunction

THBERR

BL R E SR BIR G (kB R
BRI, 3 ECT UM R A

non-histone chromosomal protein
FHEERFERERR

et krpBrEAERAUMILLER
B

nonsense mutation

1 G FE IR 7 B SRR F 46 A8 Oy 42 IE Y
FH548, 1 in MUAUFIUAGHY 5 — T,
FLAG AL AT 48 B 7T BF 4 BY s 510 98 1) 15 o7

non-target organism

EBREY

% B H AL 35 3 Cn s 2R BB (K52
Wiy, H AN & B AR A4
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non-template strand

JEARE R 5%

DNAFJ 4R, 7] L. B 3 (sense
strand), #RE3%E (coding strand) .

non-virulent agent
JEH

.. REFEHE (attenuated vaccine) .

NOR
I X
(nucleolar organizer region) {145 .

northern blot

RNAEDiTE &

[FIDNAED IS oA, HTERE
FRASHT, B RNAMIRBE HE 4 15 1) Ji
.

npt-li

B RUBREBEI

(neomycin phosphotransferase II) ]
465 .

nucellar embryo

b BE

M BEFE 41 [ 1) 44 4 i 20 208 06 1k R A i
ke, AN IR AN U B AE A A MK

nucellus

Bl

FH 2 8 VR 3 1) 32 235 4 K R AL 41,
EFEAEH R E s MR K73,

nuclear transfer

%#%iE

o A ZAEOR AR A AR B
FOAR A5 30 3 A i 5 5% T A ) A
TAEARA MLENE AL A T, TR
ARG TR B R BRRR G R B 2 AR
e, EICDLIE ) U5 2 e BE IR B)

Yo ERREAAREANZ TG4, B
R R B, A UG A .

nuclease

LA

TE R AL B AT I R E BRI R ER SR 110 4>
fift 1 B4 fe DNAEERNA Y 1~ () — 2l ,
TN . L B S VR ER B
(DNase) ({1 i) /£ DNA, ¥ # % % il
(RNAse) 1Y) JERNA,  STZIR BE I
V) B GEDNAELRNA . %18 N 7] Bl 5 i
Yoy 7 BN SR AL s DI, A% R A D
BTN o TR BYIE . R R
A AR B - AU e b, de HLpE
SR BRSNS M EI S

nucleic acid

(A

thZ BigEBRA RN —RERFYR. 1
PiFiEa, EIDNAFIRNA. %] U2k
IREIRAR,  FREEROOUE. IL: BREE (helix)

nucleic acid probe
RS
J: DNA#R$t (DNA probe) .

nuclein, Friedrich Miescher

%E

FA R AR Ah A2 18694 K& I (M AZ 4 T (¥ 44
W, w4 FREDNA.

nucleo-cytoplasmic ratio

%-BRtt

Mt 4k S B BRI L2
TEOF RN N LR, TR i i Ay
EAEEC Yl

nucleolar organizer

ZIZHA X

(#i5: NO) W.: #ZIZHM X (nucleo-
lar organizer region) .
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nucleolar organizer region

ZIZAR X

(45 : NOR) &% A K4 i b A RNA
BED M e (AR IX B A TR G0 AR 1)
WEHR .

nucleolus

%l

T A AR B A% T A RNA 1% 40 A
8, MR, BRI
BE PR HT AR AE 3 BT o A% AT 10 R 130
oy AL RS AR TT A RNA L AZRE 4K
RNA. ‘EAfIMMHCERR, LUK
MG A BRI B 87 0350 4 B 4
fitf (RNAZE A . RNAH JELLEE. RNAZY
fRI) o UGS AZ B A I A 30 20

nucleoplasm

%R

V6] A £ R 7 G (0 AR A A ) L )
), JEGLOBNETE T G (O AR B 1A
Beite TR YSE, XMIRMIRE
WA AW ANBEARIIFR N “HZ%
J7 5 R IIRR A “A%”

nucleoprotein

%EH

HZBAEBRA MWL AER: 2§
Rk ENIOEATNn W g S

nucleoside

%H

L5 FR5RE (I JeAn 4 & i B B (RIS 3k
URRERL) o Y LIRS AREER, TR
ZHERZE: 9 WO % 2- I AU B
E R Z AT . W %1 (nucle-
otide) .

nucleoside analogue
ZE 2
NTL A BRI 73T

nucleosome

NS

PR RZ O JBURE 2 A 1Y) L A% S B R I B
AL, ZAZOR R E R (4R
FIH,,, H,, H, Il H &P T) F1146
bpIDNAZ A% .

nucleotide

%EE

SEOTE AN - 15 - Ak LA —AEk
ZABIRIE P AZTE . U AR RE N,
EWR AL AR, 02 2- I A%
WIS, A2 R R ML PEAZ TR . RNA
FIDNAZY Il & 5" B i 8 A% 1 F1 5" - 0
W i SEAZ I R B . AT IR B IR
A RIER (A) . S (G) . FmELE
(C) . MaRRMENE (T) FIFRIZLE (U), JLrp
JRWEENA | AR T I e A7/ T DNAFI
RNAT, fifgmsne LAE7E TDNAT, R
wEnE L A7 AE TRNA . BT 555 2 gk
G IR ALY, R RRAR TR =0
W A% FF 7T 8] 5 NMPL NDPAINTP, 1fij
AR AT . R I AU R =
T IR JBE 4 A% 1 15 5 9 NMP,  INDP, il
dNTP. H¥FE L4l &1, ML b4
P YN IS TR AR
UL: BEXT (base pair) .

nucleotide sequence
ZERFY
UL: 7% (sequence) .

nucleus

%

TR AN M B0 S R s & X, B
BeAk, T TR R AR AR L A o
OY Sy AETE T SO A SO R AT i 41
AN E ARz A



HEEE DA R AR T

155

null allele
THEMER
ANPEAE Dy RESE R P (R S5 A ST o

null mutation
FHRE
IL: X SRZE (amorph) .

nullisomic
IR EY)
e BRI EIR (nullisomy) .

nullisomy

BRI EN

b — 3%t )R S BRI £ A4 A0 el A
.

nurse culture

REER

R I (IR0 IR I,
Tf B BETR 040 Mo B2 Fh 2 JE 4K AT
Rk . DEARIVE H A& By 1k 5 ()
B4, B AEF30% 77 LB 4R ) T R i
NBIE Y S A

nutriceutical

ERdm

GH 5 ) 28 BT R T B st i 1 % 48
bt HOE SRR AN /B2 FRE RS B ek
Beis

nutrient cycle

FEIR
HRYIRBOTRE S RGP AL 1l
P, A5 AL 25 R AR A AR EAT I [ 4 A
FEIR LA R 1) 5 FAT HLEL LA 22 T 2
I o

nutrient deficiency

BERFRZE

YEFRIE R AR H 1 TP ) k=
WAL

nutrient film technique

B iRER AR

(455 . NFT) 8 9) #%k 55 b 11 7K B £
Ao NFTR] 7= Az R 252 1 B8 0) W 1) 338 7K 5
B TR

nutrient gradient

FOHBE

TEFR oy R IR M A A, 3750
SR ECR BE o L5 B A 2R IR A
PU, MR 55 57 2 v TR R 2 A AT REVE
BN,

nutrient medium

ERIERE

N AR 2 ANA o IS o T R NN R |
ENT R LN S
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Oo

ochre stop codon
HAKILEZET
I.: #1EZF3F (stop codon) .

octoploid

J\E&R
A\ E R AR R EY)
oestrogen

;3

PERIPEAE R AR S I — R B ER
SR, HATPFE N estrogen.

oestrous
Z1EH(FAIR)
W.: %1% (oestrus) .

oestrous cycle

Z1EREH

1K 2 BV AT HLR P 272 11 B 1 v 3,
) h IR ARG B A . ]
PIEN: estrous.

oestrus
%158
2 i L sl 4 P Y T R ) T A I
BT, [\ XA rut, heat. A/ Pf

H: estrus JEZA: estrous) .

offset
Sk
TE S AFEI I3 7 L 1R 4 /AR AR

offshoot

k53

A FE A ) TR s A = 2 1) /N P T
KTPAEKIE,

offspring

B

A PEECTE PR B T AN A ] X
iil: % (progeny) .

Okazaki fragment

XU Fr ER
LAXUHEDNA ) AR 75 s DNAIY H i fa
L RS HIDNA T B, X80y BBt JE
FHDNAZERERERAE . W. 51&K

(primosome) .

OLA

BEHRERST

B R IE B2 5 T (oligonucleotide
ligation assay) 1455 .

oligomer

32227

/b i RN B ) 4 F e W
B 41K (polymer) .

oligonucleotide

BixHER

REBIEY .. W5 ok E RS
DNA& T 5. W. BEHERXR

M (polymerase chain reaction) .

oligonucleotide ligation assay
BEiEHRERSN

455 OLA) I T-i2 51 EFRDNAJT 51 )
BEBR S MRS R AR,
FMIZIE R A 2 B4 20 (16 %) FIZRER
G BR) o
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oligonucleotide-directed mutagenesis
BEREHRERFE
Il ERRZ (site-specific mutagenesis) .

oligonucleotide-directed site-specific
mutagenesis

BEREHRERERRE

Il ERRZ (site-specific mutagenesis) .

oligosaccharide
B
JUA™ BRI S B BRI BE RS

oncogene

HEEE

A58 410 b AN 52 47 il b CRE LU 4 7 20 2
KRR R o B0 e R 1F 3 Ty R IR 11
RLJE A (R, 1EH DAL mT i
PEMRE A . W HRAFEEE (cellular
oncogene); E4fEEE (dominant on-
cogene) ; kE{LEEE (immortalizing
oncogene) ; [24fEEE A (recessive onco-
gene), E[F (gene).

oncogenesis

IR RS A
A b wfe B AR R
T EUME R IR

onco-mouse

B E B R

T ok 3 A RO e PR R DR e N AR Y )/
PN S THIOE - = wsiL 7/

ontogeny
Mk EF
PR R A

oocyte
57340 Ay
SRR RGN 22 7 ORI O3 24 T W B

M (IRFREF) « RKDGRONBEA0 7S —
UCIREL S B 5E TR 1 R 2 B 13 24
TGS UK > 2458 1 r T 1k o

oogenesis
URF AR
IRFAES) I E N BB A

oogonium

5 [ 48 A

1. MEVEZ AR ) SETE AR, A 22
YRR A GBI . 2. BESRAN LR R
MEME AT S

oosphere

Rk

RN HE L S 1) S 5 F HERR F
oospore

ITaF

L S B R 7E SR Al & Y U AR OR

e, WG E R T

opal stop codon
ERAKILEZERTF
Il 22 IEZELF (stop codon) .

open continuous culture

T E ST

—FESR R RS, PR RENRA
SRR EAN L R Y E R T
i EFRAENOLT, RGN
AR AR R . W TS
1% (continuous  culture) ; HtIEsE
(batch culture) ; ZHZELES (closed
continuous culture) .

open pollination
BHEH
M A B A s Al B Ry AT 42
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open reading frame

Fr AR RIS HE (48 R% 7] © ORF)

DNAZ; 1 il LAZwES £ BRElEE B (A% 1118
Jeg, AE— MRS =B (ATG) . Bl
Jei i ZR AN ) AR (RS =R AR St —
NEEER), —ANEIEFRTF (TAA, TAG
HTGA) o &4 — M T e R 5w
DNA T B 7 51 o Hi 4 ORFI s vl 4l
FHIXDNAJFF1 e 5 I B L

operational definition
BRIERENX
AT CECE M EREBOP IR

operator
BRNE
— B T AN AN BN
DNAF4I, 5—AuizAfEER (K
BT OGS T G5 A DR R IA .

operon
BYHYF

0B TP B E R AA I — ) RE M R G it
FE AT o TR AL A ] SRS — AN ek 2
ERRM— AR AR, DU E 8
5 K] e DT 1R 2 i P2 I A IR I A7 1 (

RENFFRAER) .
opine
TR

RAFE MR DG T L —Fh R
BB MR BN A 5, R R

R ZEAD U i 2 SRR
OPU
R0

K00 (ovum pickup) (455

ORF
TR AE
FHI i34 (open reading frame) 11455 .

organ

#BE

e 1 5 By T 75 R0 ) RE 1) AR ) A4
[ —Hr4E

organ culture

REEF

X B AR A 56 HE IS VR 2 B A A (M 3 T
LT RER . siWsE e
g /N A BB IR T IR B AN BT
4 .

organellar gene
AR EE
BT AL A0 ML 35 9 IR R

organelle

A=

20 J o by A e A g LR
A A, G BT R B R AR, 7R
240 M iy R 3 P AT R R R DD e

organic complex

BESY

— e ERAER R A, FTIMAE
EREFE DA ALK, W, &
E . BRI, FEREKEY.

organic evolution
itk
W.: #{k (evolution) .

organism

4R

MEA ARG, W, Y EIRE
W), AeMS . AR R

organized growth

AREK

SMEIR (R R al 2R R, e Bk
AE L) M RAERA TR R
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o xXid: FTHLA%EK (unorganized
growth) .

organized tissue
BIAER
FH 13 2 A 1R 4 B 2H A

organogenesis

BELE
HAEGAER, FEBAASETH RN

REHRAEF AN, #i2F aOH i 1
LR, M #4E4REE%E (micropropaga-
tion) ; B (regeneration) .

organoid
KRE
R e b AL SR T A5 B S

organoleptic

REHR

X BT IDE 2 B P AR A, IR Bl
k.

origin of replication

Shlies

DNAJ751|_FIFUHDNAZL B (S i) (4%
[ LA

orphan gene
MILEE
DhREAR I —AN LK 0 — B DNAFF .

orphan receptor
MILZ R
4N o Th i sk BR AR A S K B4R

ortet
TR
SEREM) BE AR bR o [ A EARIERR

(donor plant) .

orthologous

BEREFER

1A [7) 49 Aol T 3 J30) 308 A4 (1 ) 9 e K] / e
K79 T Ak QLA
IR 2 R 5 5 I e B A L 41
AAHFRETH. W FITRIEEE (par-
alogous) .

osmosis

EEER

VISTRVE vk YN 7 A s A7 95
DX B

osmotic potential

BES

FH VBT (1R 35 A8 17 75 | 7 ) ¥ 50 e S T K
A, WHITEAYIERE BARIK . KA
REFAAEN T2l Boh e . T BUE A ak
VBB AR T AT ASE I 0) N e A B YR )
BB -

osmoticum

BETR

R AR YR IR G IR L BT Al 2 A Y
TR IR M 03538 RN R R4 R &
B — AR (B2 8. HE
BE. A0S S RERE) o BB T ATIRE DL
N, B S SRR .

outbreeding

ITZEEE

T0 o K R BN ) AL 15 AN PR ) (158
MRS MRS AR aiEES
EIE, GRS ) BUE R E, bR
B H T3 B R B30T S B I A AR 5
[ i : FRKE (exogamy) .

outflow

MHE

EEG A B R N YR B8 RS
AR KA &
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ovary ovum
FrE. E kel o)

1. AW e 1 S I T BRER 1) 2 K
fiio 2. MEVEZH YK AEHERE, AR DRl
JiLo

overdominance
Facig
REEFHERE R THAEAERER,

overhang
5 ik
UL: 3Ef# (extension) .

overlapping reading frame
EEFRAIEE

i A 1) B8 I HE P9 1) RS 0 BR RS AT IR —
DNAJTF = EANR 1) & BR .

ovulation
HEop
BT FLAN (1) 511 IO SLHEH

ovule

853

FED LT3, HERD.
PR T RIER B 4 B

x5 4i i (Egg) -

ovum pickup

RO

(#i5A: OPU) 48 H AET AR J5 vk M
PES)P) PR GO AN .

oxidative phosphorylation
SRR L

5 AD P2 75 Il 12 25 I ATP IR [ N,
FEBEE B AR R 2] 1A
T, AN RE I B OV

oxygen-electrode-based sensor
SRRERRR

— I B A AR, TR
e, R W EB SRR 1 A AR,
G A P RAIAE LRI, T A SO
o RAEYOSIN, IR E A
T EER AN, BRESEZS
A, WISk A R
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Pp

’”@Wﬂﬁm‘%qﬂﬁﬂﬁ’%
TRQ AR P 8 TP R, B N 14p
R ANK14S ’/“ﬁﬁztrh R o

P element
P EF
— R RAREEEEF .

P.,P,
P, PEX
e M A AR AT

p53 gene

p53 E&

Rl NS R 0 R ) e S PR .
Fr, BT NARSE SR T, mik60% Hiix
AR SR S 51 k. W RAp53H A
FAE, WME— 40 i b JLDNA 17 1M
FHARIRAE ) %8, p53HE DA Al wl DA 1o 41
P Tk B L R R R

pachynema

THZLHER

T8 — A M kB T Y], AEfR 2
SARIEE I 18] o b IF % (044 S TR X (1)

KR, — T WA R EEAK (chro-
matids) .

pachytene

A HIHY

I #B%HA (pachynema) .

packaging cell line
BEMF
PR AN A% R (R 9 B RURE 1R 48 i

Fo MY RE AR, S g i
AT 2 T RE TR B R I e Y 9 R
i o

packed cell volume

(AAEETR)

(465 9 PCV) 4i i 15 7 0 h BB T o5 1)
AR . 20 AR 2 T8 R T B O 4
JLGCvE AT o

PAGE
%ﬁﬁ%ﬁiﬂwﬁ K

I TR I Tk e 5t Ji a9k (polyacrylamide
gel electrophoresis) )45 .

pairing

B X

FRTE 55— UK 7> 417 3 1) 905 4 2 A 1)

HBXT AT HFN T AL e e 5t R X
: BXZ (synapsis) .

pair-rule gene
B 3 - R0 ) B
MR R T R D]

palaeontology

mEYF

TS B A A SR K A
5 BLAF B ) 2 T R G0 R LR AR
#Fk.

palindrome
Bl 75
—BOWHEDNA, L IE SCaE 5 e SCRE Rk

FENS =3 M A o n B R A S
P, WIARHE HLAMICKS 45 B IR
J7 5 HAME AR B o [ SO B AL T i
TR 2 TT R BRI Py D (1) i
PIfr sie [ A REEERFS (inver-
ted repeat) .
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palisade parenchyma

4= EEE LR LR

TP R B H T IR R A i,
LTI 2R A

pAMP

MERFEE R
bR = L)y A
panicle

E LT

— P A o A AR 2 NEIAE s
B BAE R AT O EOIRAE % . KA —Fh
ST A SEAE A o

panicle culture

TaEs

T/ T 355 /N T i RN R T AE TG R
WEET B IE TR SR R A

panmictic population
BB 3 ED B
fig BN TEAA

panmixis
FEAL3ED
FEAE AT BEN LI ASAL -

paper raft technique
KRB IETR

W,: fREET (nurse culture) .

PAR

KEBEIEH

HeE17 %R (photosynthetically active
radiation) {1415 .

par gene
par EH

— I AE 40 P 43 54 I TR TR 4
125 A o pard AL A d W) R BT 5

R, 5 oK A BUAE 41 R G (4 Bt A7
£

paracentric inversion

B REIL

—Fpg AR R, fR— Bk R
TELER) 1B

paraffin [wax]

A EE[4E]

—REE . A A RS E Y,
5 AR, TR R S R U W 2 1 21 2R
(tissue) I Fr (1),

Parafilma

HOME

— i A e ) S ) B e A PR R, R
TE I SR 1, Parafilm™ & —
PERIRT A, PR ST B RS R Y
FEZRABL= W A A4 1] o

parahormone

i

— R AT R AR M 5 (
W LIF A A AR

parallel evolution

FiTidt L

FEAN ) A AR AR AR LIS e ) N AHAL Y
A FE .

paralogous

FITRIEER

b AL S ST A ) 1 [ R
Dil/RE D =, n B Ry —BREE A .

parameter

SH

B A P AR A T AR A T R
AL, WA N S bR R T A DG
e .
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parasexual cycle

RN

i P B o S E IR B R 1 AR B
AF G o AR 0 a5 P IS TR) A i AN [) T
T A GE I, R R AR
SR A ) P R G ) TR A

parasexual hybridization
R
JL: {4 2% 32 (somatic hybridization) .

parasite
HEEW
I EE A DRI IR A=) ik

parasitism

HFERS

FE PRI B 2 M AN ) AR 40 2 T) 5 % 45 4 1
RIRAS, XA G EF AT I
A

parasporal crystal

PR R

ERESRERS TNER, AHZEFH
FF B R BB T

paratope
BEiMu
PR EE&BBALIN A X

parenchyma

HEELH L

T.—HHPAL, HERE . R0
AL, AN A B 20 HRA
BB S A 2

parenchymatous
HEEALE
W: #EEZRZN (parenchyma) .

parthenocarpy
BT
TR R A R SE IS

parthenogenesis
HBIEETE
FRASZHGIN R & L BRBR I L % .

partial digest

ERoriElk

Fi BR il 1% P 1] B 5 DNAF AR 56 42
HATER Sy B IR s I, 7 g ik A
I )3 T B FIDNAF B o ] L] :
FELHE X (incomplete digest) . Jx X
il: T2k (complete digest) .

particle radiation
et
I REAZ R, AN FEER MY BT

B, WA= o GFIER), B (F
GorL) A7 (AN )

parts per million

BARZ—

U5 Ryppm) IWEEHAL, Tppm =1 250
w7

parturition
%
BRI .

passage
&R

FRORE 20 M0 AN — B TR AL R B R B 5 —
BRI R

passage number
ERE
it L AR AR T TR I ICER
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passage time
R 8]
T L Y QR AR S 7 B s 18] 1)

passive immunity

W RE

1. BRJLEGH L (B L) W BHA B B3R AT
A 2. G RERIME, AN ToINFES
PEPUR. PRI VAR BTS2 A AR SN
FfHTrE, W: 9% (immunization) A
SIETABA (immunoprophylaxis) -

pat gene

BB B ERE

7 DR SRATI — BE R, G AR I )
o BT 1 R Ml G T A A 7 It e
A IIBLTE, )iz A — e R A
TH, AsRED PR SR e . 6
N ETEBEEER WL BB
P:EEH (bar gene) .

patent

ZF

FREAIR T 7R e IR K S
B, Az Rk W EEAT AR A R B
a2

(=)

paternal
R
fae HASUARATRIN .

pathogen

fm R

RE 73RS 2 98 1) AR 40 A G i 4 1) =2 ol A
Yo ANvE . LR T (HA NPT
CEY W) o W S0 REE
F. W: BIKREF (latent agent) .

pathogenesis related protein
fRIZEXER
(45 : PREF) —RMWEmEEREAN

I N RIE M E . G — R R
WG, V2RISR E FRIEREL, B
WY PR AR 1 £ B B S N rPoRE A — 5 (1 4
e

pathogen-free
Tefm R AR B9
A AR5 e o

pathotoxin

HREZR

— UG R ), T BGhmEA
. —HeE I RO AR B,
SRR, T EER.

pathovar
TR
fRNFERR I 40 P B R AR, S
SF B 3 R AR 0] (AR T R DX 1

PBR

EEMENE

WY R E R (plant breeders’ rights)
MAET o

pBR322
KA & BAL

— i A T DNASE [ (19 K1 A 1 B
.

PCR

BN RN
FAMEE (% Y (polymerase chain re-
action) 455 .

PCR-RFLP

BRI G S 575

EEDIy 12 %575 (cleaved  amplified
polymorphic sequence) () 7} R .
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PCV
40 B = FH
20 1 5 (packed cell volume) 1455 .

pectin

R

—RRREE B, SrABR, f+
TR TR AAEEE D, hd A 25 20 1
F A ] A 3 7 2 v 1 1 75 sl A
AR IR .

pectinase

REES

AL RARK BRI My, LAFHEREES
T fRAE Y d R EE

pedicel
1A
VAR S R IR

pedigree
Rk
MRS

peduncle
TEFFiE
AR RS TP A2

PEG
RZ_EE
I .~ (polyethylene glycol) {145 .

penetrance

SMRE

T Ry i O R Ak R L TR Y] SR B
AL, e R TR B R B ) R

peptidase
7§z
HEALBREEIK AR (¥ .

peptide

BK

AR L 1 — B EER)TY; EARK
AR B RO BCRAY, F TR Dy T
KIF2s, W.: %Rk (polypeptide) .

peptide bond

iy

TRIEIKAE B R o S BB e
A, A R R IR R
(-COOH) Fly)— B B (1 2 B (-NH,) i
AK4gE i (CO-NH) .

peptide expression library
RAFRIEE

WS ERA LRI TS, B
ENGIEE=E-Y 52718

peptide nucleic acid

(AL

(45 JPNA) — N T4 R B2
W, W SRR, REk
SR B HIPNAMUIKI PR %L L HIDNA
FRRE S 1 T

peptide vaccine

MiEHE

A5 P HURHRARR S AL Qe T
BREBRTYI.

peptidyl transferase

BAER ¥ #5 B

SRR RO I S 4 G (e, B
HEALZURE IR 7] BREEE (R TR 1o

peptidyl-tRNA binding site
BAER-tRNAZE & &1L

(45 R P—Ar n AR MR IR |- 4545 IKTE-tRNA
Iz s, IREE-tRNA L (1 S BB (f S Rk
SEALA.
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perennial persistence

EFEEEY BA

SRR LA TFAE IR — AR 7 Bl A — B 300 P

pericentric inversion

ke

T 45 B 22 s 0 Ak — B DX 1 B3] 1)
PR EA

periclinal

TEr

i 4 Jfa RE 1 1) s AR BB Y BN T S
M.

periclinal chimera

IEE =y

1. $EAN )AL R a7 4H 2 A0 5 2 il
IR EREA L 2. —EEEhOE
A, 5 — A G IR O B
Sofiy SR Tk

pericycle

HiERH

TR AR R SR ER L (X Bk, K
LR AR AR b PR R B MK

periplasm

Bk

820 A1 B R A B BB A R B A
Jio BE 2 a2 B e R X s B RS

(periplasmic space) .

permanent wilting point
KAMRES

(4555 2y PWP) H5 18 ) BT 58 2 /K AR T 1%
PR AN P IR K 2

permeable

AIZIER

Fe/N AT i B s A K R
S

persistent
BAER
fig LAk A W T A ARG IR 2R 0 Bl e A
INfa), L 2, RF AR 5Tl A
TEEYRE G AN E RN S,

PERV
BNRERERRS
W IR S 59 B¢ (porcine endogenous

retrovirus) 145 .

pesticide

b7

AHCAT T W AT A2 2 ) (R 1
Fl RERAL BRE KD .

petal
iz
e T AL —E8 53

petiole

Iy g

MR ZE. WL TEFE; 751 (pedicel,
peduncle) .

Petri dish

tEFRm

— T R R R BRI, — )R
Ak, H TR NSRS, R TR
&, ATLARCN TR, R R

PFGE

Fik ¥R 8 B Lk

Wkt e F vk (pulsed-field gel electro-
phoresis) {4i'5
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PG

SRR PERRER

2 Z - F LML IR T (polygalacturonase)
SEEH

pH

BT E

RO R /T (R R . pHAE SE
T7 0k (Bl 2l7K) . pHIEART74
B, pHE T 7T AR .

phage

M B K
W% & 1 (bacteriophage) H 5.

phagemids

Mot T

W R R BRRIDNA B B I vl B 3K
Ao

phagocytes

FEL A

FETT AL SR BE . Al SRR
Ak JrT i an 1 1) G 5 2R G ..

phagocytosis

HUEER

i 5 W 20 4 R 0 A AR N AR P9 0 R BURL
MR

pharmaceutical agent
25l
UL: JBFTF (therapeutic agent) .

pharmacokinetics

W HE

XF AR N IS SR P24
W a3 ARGEFNHE I R AT
T 128

phase change

ik

M BRARES W 5 — B IRES (R B A2
.

phase state
iERS
FRPIEBURE RS & B IR

PHB
RERCEEE
B Wi PR R ARURIDNA Y B e B A

pH-electrode-based sensor
pHEER L SR

—FTEARHEpH AR SN iR A1 A0 o i £
AR, V2 AWl BT LT s B R A
pH, i pHHLAR AT DA U BT Rl AR 4k o

phenocopy

IR B

AP R R S AR A ] [
TR, LML JOE I TERAHEL

X7

phenolic oxidation

=R

R 52 3 0 W03l B o R A Ty A AL
B, FWERRE, WRETURE LK
i ek B R (L SR FERISET

phenolics

[ESY)5N

RAES RIS G TG, WK
Be. WERIER . 7ERrB MM A r=
Gy 2R o, D] R B IR Ak
TE I PRI AT L I Ak &) o

phenotype

et

— AN I R B B A R AR A
NIRRT (A AMEFIE) .



168 FRET AN A4 AT
pheromone phosphorylation
BE&R BEER{LIER

(0253 A B IR 5 th—
A ERBE R TR
MR, AT SR T

phloem

HIEER

A RN B () T AR 40 A HL e
A7 AL 35 [F A 77 ) CHE FE 2D IS e A
20, AERTRE . fRAN M. B RE 2
L4

phosphatase

T s il

— AR IR MR KRR IOBE, VTR E AL
AR 5L .

phosphodiester (phospho-diester)
bond

R R

7 — W 1 A5 55 AH 0 1 P AN B % i 1Y) TR
o AHARAZ T B 1k 45 5 SN £ DNAF
RNA1)3" FH5" ik (8] 7 5 e — et o

phospholipase A2
BEREEGA2
B A2 5T G A

phospholipid

whe

5 AN R R A BE Iy 3 A
B 2Ky T, BEE ARt e AR
Ko RV TRy W YR
fg (inositol lipid) .

phosphorolysis

BEER AR 1E A
FHIEBEIR 50 5 1k BB D)8 S s K|
FEC IR KPR S5 2 AHABL o

REWERIE A I B4 &4 100 SR o

photoautotroph

XEBFEW

% I BF &Y (autotroph) , FFEY
(heterotroph) .

photo-bioreactor

binic X)) AV

ROT BOGI AW S S48, B D e
I REA AR G 2 BESS) TR

photoheterotroph
EERTEW
e 5744 (heterotroph) .

photoperiod
SEEAH
AR A ) B A B0 R ).

photoperiodism

KEHRTFR

FEIR M 7 AR K ) AR B A K A0 i 5 1
S

photophosphorylation
SEEHERILIER

FIHBAERJERE, HADPS JCHLIE R 1
TEILATPHD AR FE .

photoreactivation
REEEA
1T I DNATE E VL.

photosynthate

ST

JeE e AR I KA S PR e A B
w.
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photosynthesis

EE1ER

s (R TG IR — SR AN K 5 1K
AHUE DR E LR .

photosynthetic

EEH

IS BH 't R K 22 ) AL
AT S Y. JLF AT )
Koy BESE AN — Lo ) # R A A H
HIRE

photosynthetic efficiency
AT
FCREHAC A AN DRI

photosynthetic photon flux
RELFRE

(455 4 PPF) DG E H b Bl R e 1
T

photosynthetically active radiation
KEBRIES

(45 PAR) B KRR e & 1ER R 4 F)
FHIR 3803 4 S i it COROMEAH 2 T
[l 7E400-700nm 2 [E] [ 5 2806

phototropism

BBk

FRME Y A A T DGR 7 AR K )
.

phylogeny

REEE

B AT [ RE S P A A= 0 ) 0 R 2 A
.

physical map

8 S

JERT B DAL [ ) S B B 2, FH A et
(bp) Fon. ZU.: Ei% (mapping) -

phyto-
I
(A2 Y SHEWA KK,

phytochemical
EIILER S
TR 71

phytochrome

EHER

AR Ta Rz ) — MR, A
PIRIEAIRAS: PrOGAEAETE) RIPEr (/4
WRETE) o PRfE730 nmyGHE RiEfbdPr.
BORZ SN2 M ECR F IR,
FPARIRS MR RKE S JTHEFIR T .

phytohormone

HEHE

Y TR B S R i,
LRRA . KR, RER. BES
HE. RERNZHE.

phytokinin
EMRESEE
W.: 4RE5BLE (cytokinin) .

phytoparasite
EMEER
T Y Y.

phytoparasitic
EYHFEHRB(EER)
L. HEYIE £ H (phytoparasite) .

phytopathogen
tE s Rk
) T HRD 905 A

phytoremediation
EmEsE
T AT A 200 B 2 (B s 1) B
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A (a5 7K) s i ys gy i, A
FH V4K #i 7 (Eichhornia crassipes) ¥4
HE4&E, WA B, . R, BRI
SN P IV IS B Y5 K

phytosanitary
=ty LR
L) fit PR 0 A 0 0 A 2

phytostat
EYIEEEHE
TR IE B B R AR -

phytosterol

B

—RAFAE T Y AT B A
PEEMEYIR. 708 KA, A
RAE T — LM S, dn B -4 (57,
AT LA B AR Ak Py L8 JIE [ 1 06K % 2 I 2
FIS R, 9D O R A A

pigment

B%

— RS RO (s B AL A
Yo JeMCRT LR D R BRI RE R 1) T
X (S URAEER) M FE 55 T
H(ZUAHER) .

pinocytosis

B iR1E A

F5 T A 240 L A WS AR DN £ VA JORL 1 4
e

pipette
BiRE
Tz T e RS BN S AR T 2 L

pistil
TEMheyE, BRI FE, ek
AR, Sl AR

plant breeders’ rights

EWE &R

(455 4 PBR) 42 7 & M o ml H: 4k 7k 32 %
HHE R YR SRR TR IR P IR AL
7o PBRIFAEHIFE T3 i A H T v sk
B ATH AR E M V.

plant cell culture
HEAREIETE
GERZ/ N IONURE A N

plant cell immobilization
HEA A E E LA

15 1 00 400 PR T o DR TR B LA I AN 32
/B T K 7 N1} B op S e (B B
o, SRS A SRSk . JEH AR A
WL, IRBE, WML .

plant genetic resources

EMEERIR

(45 55 PGR) fig 7 14 8 TC 1 A4 Gl
b1 BURREL AR P A0 B i e R T
() bR 2. ek B R R Rl 3. DA R
(b7 A0 54 WPARD, IR AR
il 5. RFABE DR (RS B T & a5
IR R AAZFD)

plant growth regulator
BT

YK 777 (plant growth regula-
tor) .

plant hormone

HEigE

W: EHEKIFTR (plant growth reg-
ulator) .

plant variety protection

HEY AR

(455 PVP) R 3in] . #EHE & HLF
(plant breeders’ rights) .
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plant variety rights

HEY mFALE

L. EWMEMENF (plant breeders’
rights) .

plantibody
=B ERES
FERFE AR R T4

plantlet

BHEEK

e A R ERE, NAMIES
B AR, AR R R
BT LR B H R R

plaque

ik 1 B

ANIEWHHEE LIEHRE, hEEENR
YA ST 1o

plasma

Iz

7 R TR R S A = S W Sk DR EAN
AL I B 8-9% [ [l R R 43, Hrh
85% J& ML £F 4 (15t < ML 4 R BR AR
Fl o L R A J5T Dy B 2 4 455 11 7 32 iy
Ty 512 .

plasma cells

IR YRR

PPV RETETAR I 40,  MBZL itk B 40 A
MR

plasma membrane
0 P fET R
% IR FE (plasmalemma) .

plasmalemma

G

A fifa 2 B 11 1R % A D A AR TR AL
s MREAM— e TR

o [F) X #REEE (cell membrane) .
#MAE R (plasma membrane) .

plasmid

JHL

2w IR, se B RE IR, 3k
PAARDNAGN T, AT EAR [ 1R 4t fifd v
T, AN FEAS & Aoh sy DL 3l
ok LS IEREER o FohifE oA E
AT R DR TR )

plasmodesma

B iE] & 22

TE2E VIS AH A0 R ) A0 B 40 B BE (1) 28 Ji
A ez, A R AR S A IE B 1R R

.

plasmolysis

RESE

FEBEEWT, MM TEENH KK
M5 5500 TR A B 4

plastid

B

T8 — 54 oy JE A% DNATH FE 4 41 o 41 e
W, IR RGN 1 bR
s 2. e s R, 3. B ek
& SR

plastoquinone

R R

ERABERT S 5 TEBEN—KE
P )Rl

plate

B, 1SR

1. VEShiN, FEiiR, ROE—Lefid 4
BV A A A ] A 5 i bR R R —
By 2. PEAAEI, fg M EEFRILEEAL
ALY o



172

R S AN A AT

platform shaker
R EES
IL: EIK (shaker) .

plating efficiency
TR NG IR, M1 4 S 7% 14
i e R 1R )

pleiotropic
LR
I B3 (pleiotropy)

pleiotropy

2Lk

—ANgh s BB 2 AT R HE IR 1
[ IS 50 o

ploidy

&%
=R R R O A R, B
e A7 - BR OO BER, WENZ

B,

plumule
FEZF
JEIES— AN, Wnlde 7k gl 2

s

pluripotent
LREME
W.: £RETH (totipotent) .

plus tree
ESH
W.: £RETH (totipotent) .

PNA
I
Jik# % (peptide nucleic acid) [¥14575 .

pneumatic reactor
SEhR REE
L. SARLEERE (airlift fermenter) .

point mutation

BRE

DNA |-—¢5E FE I s e, ek
BEFEEW. BRENMZEBRIA
W BZEBRESEME (single nudeotide
polymorphism) .

polar bodies

R

TEMEPE NP, IR RN AN BE R Ak
THRER TR/ M o B — AR R 5 —
DR 247 AP A G P A,
HONBEAESE O R 4y . 5 =A%
AR 5 IR OT B I — AN

polar mutation

IR

fif A — F SR T (1 — SRR (M SR T L)
M ST TSR M T g

polar nuclei

WAz

P FEEET O, 5T
M IE L — A ZBRAL Gk 7E—LEH) (
et B RHAEY) T, XA AT UK
HHEFL

polar transport

WEIE

FerP R A S G S TR A G
AR AT st Rts
v I T A A AN 3B A

polarity

]

e — MR, BRI R
AHJF 1) JE O 2
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pole cells

HRZm A

— AT ARG i g, R B A1 A
PR IR 20 -

pollen
L
T AEA) P AR N T

pollen culture

TEHIESR

iy B3 PR B = TR AT LT A A B (B A
Fko UL TEZ5iESE (anther culture), /)
FF %57 (microspore culture) .

pollen grain

L

TR A B AR T A /N 2
TE B N T, A, JRIRR
NS, ek BERIE RS 2L

pollination

®in1ER

W tEaY) A TS L TR RS B4R Sk
MR BT R Ak I HEPE A
RS B MEPEAL TS I 2 R I R

poly-(A) polymerase
ERRERESEH

HE AL mRNA S A Sy 48 o BR EF B8 (1 1
FE L i poly-(A)E -

poly-(A)tail
poly-(A)R
. ZEREF R (polyadenylation) .

polyacrylamide gel

e 3

— Pl PRI T, E A B AR
P SRS 4 P i A2 36 A0 4 1 Y BR A
Jo REMSCIE T EH Y AR SR, TR

DRJE SRER 2 . A AT IR R AR P
HE BRI o

polyacrylamide gel electrophoresis
BT I B B R A FRL K

(#i'5: PAGE) #4527 KN 7 B AL IR A
EARNE M. Z0rk 0 R
HLAr TR I3 1 FH N 70— M PR 2
(BRABBRRERR) Tk

polyadenylation

ERBERIL

5 ¥ 3% o /E MRNAZF 1 A 3 Vs Jin 22 5 BR
HEE, WA hpoly-(ARE. MR EHEN
3" At A FR A poly-(A)Fé .

polycistronic

ZlaRF

R i 2 A B E B — BimRNA
Feal, HOLT EAZ A mRNA,

polyclonal antibody

LREHIK

BLE R e e R A IR AW I E
FEAS, B Fh Ik E B v YU 45 & b
JE A LR R E K o

polycloning site
ERMEMS
. 4Bk (polylinker) o

polyembryony

EQISIE

—ANBRAI A Y B % A BERR (A sh W) ) Bk
—RAVRIG KRG (TR ) 1R
S0 IXLERNG RN A i — 2

polyethylene glycol

RZ_EE

(4i'5: PEG) —/Jr T HAE [ SR,
= HHOCH, (CH,0CH,) CH,OH. PEG
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100048 *F ¥ 4> T & A 1000/ 5 £ —
fiv . PEG 4000 F1 60003 H T4t 4
W ok R BRARE A, AWk (g b)) #
LI DNATIE Y, Bnl T8 EE A
LN & e

polygalacturonase

ERYF TR S

(45T PG) AL /) i IX B . AR AlAE
MN—PGIR ARG, W HPGRIL,
FRINIEIR T TFAG AL I 0], XA A SR
SEAE AR G PVIR S R, e A
T A B — A DAL R A R DY)

polygene

SER

HE— RGNV RN LIS, T
—idvE —HOE R RE, e AE
SLOMIRER, HACTP AR & iRl
WM. 20 #EMWIRALE (quantitative
trait locus) , E£.% % (continuous varia-
tion) .

polygenic

ZEFEM

BVF 2R R SR R S0 &
Z & (polygene) .

polyhydroxybutyrate

REETEE

(4i5: PHB) —FIEMEAMR, HEAK
LATNEJFOARABL, - o 1 T T 400 1 7 BT
BET, il PHBRYRED 4 A3 H:
ERE LR AED I, W] AR RAT
NN RO R RA S v o P e v B AT
TSR A

polylinker

REEk

NLEGHIWDNAR B, A% BRI
MR EIERIE DI S, MBS HTY

SEEDNARER SEREINT, 1l TEBERE ALK
T A PR B DDA AT TR SO . B TEE
{iL & (MCS multiple cloning site)

polymer

REK

N LK AR 22 A1 1) SOAR L) SR A0 2% 7 s
HEHGER R T . B, Ik
P2 BB AN IR TR I A R
ZHERNIZIR o 7KAE ST & BRI B 25
o T8RS G PR BE v I B AR O Bk Bt
S IR 2 AL IR P .

polymerase

RAaHs

AL BN SR SR 1EE . DNARSRETE
DNARSHCRIG AL TR A — IR
A DNAXUE. RNAZRGHELL LA  DNA
HEABBCRAZIZ L = B2 & RNA.

polymerase chain reaction
REbE (45 APCR)
(45 : PCR) —Fh ) Z N A 73 5 2EW)
TR, R DNA R B AR b [T
XFFPH AT ANI A oK R H R B
S (Boh T 18) . PCRELEE Z EAFIF
IDNAZAEYE, SIHR KANHERSEN,
ERIZEMDNAR G I AR 17
TR 2 I B E BR (514)) .

polymerization

RAaEH

K AR 20 A0 [ SORH AL BB 4R A 2% Uy v
HR G R AR . W W E YR
AT R (RS M EHE) . DNA (Jli %
IR FER R (EEE) .

polymery

RUEFSHHE

BT AL 1) 2 A (7] g B 5
&) — &P A O B R
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polymorphism

ER SN

T BRI AL A 72 . A% R
Z AR TUR R s TR
Jl: DNAIZEZ (DNA diagnostics), fif
I £ (microsatellites) , BREIIEREBRKE
£ 751 (restriction fragment length poly-
morphism) . 2. —BHERRISASME, W:
T#E%%SM  (balanced polymorphism),
S @KL 75 (chromosomal polymor-
phism).

polynucleotide

ERGEHR

LM EE R E B S R N R B &
. B ROERE i B R
ZHEE#E . %40 tIFDNAFIRNA.

polypeptide

£

LA SR b G R R e R I e R &
. BEPIAN R B — NIk ER:. £
JEATREBR, Wl iRAE KR MRS T

BRAMK,

polyploid

L&

fR—Le bk, AW MBT A ER
RIS . VP2 RAEY N Z A5k, 1
/NG NSRS 6x), He R E T (DUAS
&, 4x), TR (A5, 3%,

polysaccharide

EL 7 |

T AP B e PR ol ) e M S B B
AR CniEty, d4ER%), Winaqyg
. BRI, W GE: KIS
(carbohydrate) .

polysaccharide capsule
EHERE

UL BREE (capsule) .

polysome

E2 AN

— % mRNAHE b 45 & 2 DI REIR AL )
LR AG.

Polyspermy

EZ N

SRS 2 /¥ F A0 ML e N A i, g
AIVH ARt IR A Rl

polytene chromosome

SHRFEENR

et AR TE 53 218 A 52 I8 VAT 20 B B
B ER G, S 2 A IR
MR BB,

polyunsaturates

AP A ES

MR RR IR R e e, BRI
B 1 % 20 - CH=CH- ] AN ~CH,-CH -

polyvalent vaccine

MR

N2 A R T o 2 TR 7 i o 18 0 ik
WEAAEYE, EhR—EEilH.

polyvinylpyrrolidone

B I

(45 : PVP) MY RIEFR I 4 B 1557
Berp R R B0 ey« PVPAY T8
A, gy il (C,HNO) o PVPIK
U ALk 5t mT DL BH 1k B Ak R A 2 2L
AABE. RAOHERFRETERE
7.
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population positive control system
BEIK EXTRERS

AR AT A AR SR

population density

B EE

B VARSI DR G SV QIR 72 X AT
DL — AN DRI E — A AR A [ 1 7

population genetics

BN (FhBE) R

WAL — AN I35, WU L RUR
PRI SRR D IR R A A

porcine endogenous retrovirus
BRNRERERFS

(455 . PERV) — Rt S e s 0o 15 (¥ R
. KK ST SMBED AT
WOEPERV, A RN LA R R 22 5
R NFEFTHIE G5 o

position effect

LB R

FRILR (Rl 2 B B B £ B I R 2 5%
M H R, s m R AL,

positional candidate gene

RE L {5k £ B

EDNAZF T hic A T n]— DR 3 ) 2 4]
by D s R B — B R A R
(QTL) ghse, =D Iy 8 AN iff 52 AR
R BALAZ Sk o

positional cloning

ENLEE

— AR R L, e S H IR
BRI Thrid, TR H G k8
Bt « o S AR R R0 H A PR g
Bl o 2 H PR 09 2 P4k 2 Rl AS B
(N T RF S Ty B S P N D AR
FMEIREE ik,

e A EBWIT A R RE AL
il o

positive selectable marker

EiEEFRRID

I BEIEFEFRIC (dominant selectable
marker) .

positive selection

BRI
TRIEPEDNAKE N R RIS B L ks e
A AR 38, R X Bl T =
TR R T

post-replication repair
SHE1EE
— g T HE 2 DNAE Z AL

post-translational modification
BiEEEm

FRAE G A OB B8 58 i SO 2 IR 4L
SRR AR LB A R A 1A (B TR
b)) FRESS OBl REAL) o

potentiometric
RN E &
U: EBFR (enzyme electrode) .

PPF
XERFER
Y4t 1l & (photosynthetic photon
flux) (9455

ppm
BARZ—
T )i4r2— (parts per million) {1455 .
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PR protein Pribnow box

PREH EEHIRIE

BURM L E 1 (pathogenesis related  JF ALY N 4 5 mRNAL UG S AT )

protein) (455 . HAHFF] . W: TATAKE (TATA box) .

precautionary principle primary

JXURE: Ty R HHAR

FE NN B I S AR W] BE R0 7 I ) B R I 26— (1)

P, HR 58 A A R AR g BRI R

HRRI R . % JRRE T A primary antibody

IR, OSSR, B Bk

B EL IR I, 5 A oV AR T T IR G 5 W B AR HG v i i 27 o 1
5 BB F45 A k.

precocious germination

BHE primary cell

TENE G 56 8 1 B F SRR RR W K R 4R

pre-filter

FRidiE

WARBSARTE L A JE 25T, L&
PR IR 25 R RORL IR 3 7

pre-mRNA
mRNAGRi &
UL: WIREERTF=YI (primary transcript) .

pressure potential

EHHE

YOHL PN 22, 7 40 1) B IE B AR R
BRIk 2 v 22

pre-transplant

WRE

WS B B, fRrE R R
TR A A AR A A

preventive immunization

st

R NR, RO ™ A
&, RYHZ H G ARG . [H) S

BeFl (vaccination) .

HAEMNEREDIATH . ARRER—A
A LA ML AR

primary cell wall

EIE g ok

A L 1Y N T R I A B S . A R
A= 2 B R A ) A I B R AT 2 B )
.

primary culture

FERESE

T WA E I A0 . A2l 7
BEATHIRE IR o EARES RO N R 5 — K
L AR S IRIHEE SR I =L ( |75
AR

primary germ layers
MERE
.. BEEE (germ layer) .

primary growth

MEEK

1. VT U ERE ALK 4h/MERk
Mg, 2. BRRyIoMERT K.
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primary immune response

MR RERLE

WY L B P A 58— TR 52 3R 58 HUR R
R e P S

primary meristem
MEFEAR
BRI ER LNV E SN RSN g |

=no

primary structure

— R L5

H i B 26 1 7 B 8 RN R S A, W%
0, ZHREAR. Z 0. ZREW
(secondary structure), =ZRZEH (ter-
tiary structure) 1M %% #5445 (quaternary
structure) .

primary tissue
MEHLHR
XIS et TR ATID SN

primary transcript

IS S|

S RN, AEAT A B SR S 8 T )
RNAZN T 16 HAZ AW b Br o i 4k
mRNA,

primer

514

455 F HEEDNA B 1 —/NB BARE
B2, JJDNAZEEEEE B I DNAXUE
Iy TR LS

primer walking

5145 %

—FplE KT kbp viFESLXIDNARFS!
W5 SRR 7 e D€ ve P DNA Y
TR LT MZ RS, R
Hook—4 & 20 xR Fs 14, &

UL EI0E A e R, ORI E
FLA MR BL WER, |
250 e KL A DNARIRZ T I 17 91 58 A el

primordium
FRE
AR IR T — A

primosome

5| &K

AR A-EEIE G, (EDNARIES:
ST A R B A iR iR . e B
£ DNAS| 4 & FIDNAREEES L IE.

prion

ftimE

0. BT R BRHLF (proteinaceous
infectious particle) .

probability
AR AR

proband

FEiEE

FE AL TR — A B e A
N8

probe

et

FRic ) —DNASRNA S B, ML s
(RS v B A3 B, A RTIIAR & A
FBIAT.

procambium

BERRE
RIS MR MY A EEHR, &
KB ARARY T, EREERRE.
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procaryote

FEizED

. FiZEY (prokaryote) , R#%AY
(prokaryotic) .

procaryotic
[R#%HY
WL: %Y (procaryote) .

processed pseudo-gene
EMmIERER
AT T N THIDIREREI,
ENiHEE 2

production environment

HEFRINE

BEEINTHER, 71 R fE, i
A=K R, AR, Uk &
Uy ARy SCHFIBUA N 2, IXEEI L
e R D A {1 & SVt B EV 2 N
Beor ke wme, b, AR

production traits

£

Y —EeRe e, . W, Y. E
FIS7 S5 I B R, BT R BX
L TR R AN E. KRR
PRZKAP AT sl &

productivity

=5

fE—E WA, ] — o BOE ) B
A (1IN = N S s s 2 o (= M a4

Ho

pro-embryo

P 52 K5 1) B 40 B sl A 20 B RR 41 R B K
R K RRRR T, 4y R 2R
o

progeny
B&
[ i : 51X (offspring)

progeny testing

B&ENZE

W R B B U B R, A F B
T2 R R 1K) 43 B B A 0 A 4 48 3 B TR
T, M —HE R, wiEL EEEN
N — MR EE-

progesterone

EUNT

T TR O S W ) — R R, R
MW p s EAEMT SN T HIAE ]
SN TE N RN A I % . T
A 2 2 S £t T 0 2 AR

programmed cell death

MAAIE FFIESE T

L. #BAT (apoptosis), p5S3EE
(gene) .

prokaryote

FizEY

BRI REAR, BRI 5
S, e R AR A B T 10 R B A%
W T DA RO IR B ) T A A7 AE
ARG BB E, A Sk
RIS e pERE . S0 Bz
44 (eukaryote) .

prolactin

R

e A — AR, ORI
WL S L V) RE -

proliferation

HE5E

AR TASG K AT AR
Atk
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pro-meristem
R ERR
PR R R A I R iR 4 A2 R

promoter

RBEF, R

1. —/NEDNAJT I, — AL T-AH M 4R HS
515 s g, 2 )R s I RNAZE
BEIL AN S X G A T AERNA
TEA B AE — R 58 (AL ST SRS 5. )R B
TRZREBT A v T 585 MRk
TUFIRNAG ACE o 2. AR 1E 153 40 1)
JE A R — = . W B

B[R 5F (constitutive promoter) .

promoter sequence
BEFF5
W,: FBENF (promoter) (1),

pro-nuclear micro-injection
FEzEst
PR R AR R A e
EZW Iy, ¥ 2B EE DU S
AN RGO P A%« BAE G AR Z 1Y
A e A% P AR RS e PRI SR N o I IR
Ji s AT LAAE B N AR BRI AS 0 e i A
[H ALK

pro-nucleus

R%

e 52RO RG 2T, PIAS AR IR T
AN

proofreading

530

X HT A I DNAZ TS AT i, LA
RAEWMPEHEFE TSR iR, K2 J(DNAZE
A AT LI RERE T

propagation

-3

M RAVE TR E B LR R
P, TR RIEFRIN IR N 2 2B .

propagule

E-3E00S

AT A ] g JE Pk AR A A AR A
WIRERRIIAIZR, Bk, EEAE,

pro-phage

[REEE R

B PR RIS PR S G T ) I R
EA, S5 Eampg ik el

prophase

AIEA

A A% o R — N B, R IR
SEE GRS W (S0 Wk
Hi, 1BEkHE, MHERHE, WERHA, LTH)
o TEIRELIF ZERIRE Iy 25 — kN, G
AR RIETER, AR, AL

protamine
BHER
o ORAE R T A P AR A
T HEA.

protease

EH

b ERRKBIE, WEREAST
TEERERNKE. T K
(peptidase) .

protein

AR

IREEE R BB B, T — N
A RRAL N K5 T
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protein crystallization

EARE&R

WAl s A 5k, ArlbE A s T
=HYELH

protein drug
EERAY
UL: JB¥TF (therapeutic agent) .

protein engineering

EHRIRE

W EE SR, QR A e
R S I AR E ME AT U R A

protein kinase

EH
MR S ERR S 7 L2 %
B2 5 MR BT 2 R TR B 45 5 T

protein metabolic step
EARNKSHTE

AN b R AT T R R
#, Yo A IR

protein sequencing

EBRNE

WoE H A R RER T IR .
iok il S AR B B BRI D 43 K AR
E57):7 98

protein synthesis

EARAK
HWERMREBRNLRE, [ER/TS
5 gmhth I K DNAJT FUAEX IV

proteinaceous infectious particle

R E A R F

BN Ay 2 3 B 2R I 5 2R 955 1Y)
7, X RPN ERR .
ARG~ NS T HE [T LR 0E o R G 1
AR TR MR E A, TG

WA IR BR A 0y . BIXGE: BUEE

(prion) .

proteolysis
ERKBEIER
R I BEL PR o

proteolytic
EHKER
REM R EE 143 T 11 5

proteome
EBRA
— R AT AR K BUR (10

SRR AT

proteomics
EHRAR
B MR R T
FEAFAHIAERB—T 158 W &8
[5i4H (proteome) F1E EIZH% (genomics)

protoclone

FEERKRTESEER

FH Ji 2E BT 5 78 3R A 14 T A A P i A
FREE TR AN TR

protocol

RIESR

F R B R ) L S A R
JE R RN i

protocorm

EBkE

=5 R W) Bl 1 8 &7 A 0 — Bl B 2Rk
ait, LR E BT . e
oy~ TTHAWR R F R, R
JLEAN . AT, L=
J R BOMEIR T SRR . AR
DG IR ER R T IR B
JE AR R
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protoderm
RERE
TE R B (5 4y R AR

protogyny
Ao MEVE AR B A (DR S TV A 5l
T (HER) A%, ekt

N
2o

protomeristem
J"%" EaEAR
. B HEEA (pro-meristem) .

proto-oncogene
FEEE

AR SEAR R DR A OE R R . ) X
il #AEE R (cellular oncogene) .

protoplasm
g b AR A AR R R, E

Fev s AR RKRIBEFESE T )RR

KA 5 B ST AT

protoplast

FAERIK

o RP A B A, A S A R
22T HRBEEE, (R4 A A AR R

JEE AR ERTE TR TR 0 4R A=
W, BhR, 2.

protoplast culture

FRERAKER

i R BE TR I AR Bk, HEnT T4
—SEAERE AR, RN R Y
%

protoplast fusion
FRERKRBE
PR A B8 22 AN FH ] al AN 7] i 22 o 5 00 TR

BURTESNR 3 8 H R A g 5,
S5 E PR A S B RR A B3 T Y

ERAGRETTVE. 20 BEREM
(cybrid) .

prototroph

FFE

EIRMAL AN . S R ERuRPEE

(auxotroph) .

pro-toxin
BRI, ARSI R

protozoan
FREFY (XESH ) protozoa)
/N SR A R 4

protruding end
SR iy
J.: FE{H (extension) .

provenance
F =it
N 2N / B A AL
provirus

AIRE

3 3 7 B BERNAA S G 3% 72 1 TR XU
DNA, CE&FIEESNYIF.

pseudo-affinity chromatography
BIFEMEHTE

Fig FH ] 5 4D T A 32 % e O B g g
EEAKEIEAR.

pseudo-autosomal region
MERERXE

XY G A A iy 1) — 8 73 B R i) B
R, RS HEN KRS
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pseudocarp

BE
H5FREREL ST T I e 0 wiEsE
iGN SE, R [ SRR
(false fruit) .

pseudogene

BRER

— AN GEHEEAL S (I, R VA A
BRI T BEAE T AN BER B o o TN
FHIEE RN Con AR, 1R A7 7T RE
JEMRNA S 545 i cDNAZ 1

Pseudomonas spp.

R E

AT Z L I R . L
AR 22 KRR 0] 7= 2k — B e B AL R R
THMER, L XIEE IR 7R
A

P-site

P

BAEEE-tRNAZ &L= (peptidyl-tRNA
binding site) f14i5 .

psychrophile

R E

Rl I T30 °CHEAE0 °CHREE R 4=
KAy, W. #iEE (mesophile),
RE#EH (thermophile) .

pUC

— e DL RY B

— Pl WK BRRL, & IR AR ARIC
FERL

pulsed-field gel electrophoresis

Fik JFi EEL 370 6% % ERL ik

(45 : PFGE) il 1 A8 4 a7y Jy 1) ok
712 K5 T'DNA (50 kbpZ JLMbp) K177
%o

punctuated equilibrium

TR

WIRh AR e IR IR TRDIR 2 4 R P (8 )
o= T T

pure line

E2IES

=0 /IR RS Uit L B e O RES BV 3
BRI R AR, il kRENEHRZ
BT SRR AT AT

purification tag
aLERE
I FEERE (affinity tag) .

purine

=08

IR — XA 2 2 . DNARIRNAZY
T WL S BRIZNS (A) FIZIE (G) .

PVP
1. B GRS KEER2. Y m AR

1.3 LM v KE il (polyvinylpyrro-
lidone) 45 ; 2. M) FHiY" (plant
variety protection) [)4i’5 .

PVR
HEY R AL
YR (plant variety rights) ()45

=

5.

PWP

KAMEHESR
ARANMEREZE 5 (permanent
point) (455 .

wilting

pyrethrins

R T

Kt 44 (Tanacetum  cinerariifolium) [¥13%
PR, HABCR ).
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pyrimidine pyrogen
WEAIE MR

IR R . SR EE . DNATT SR LY A Bk 10 40 0 T
W 5 Sk BELIEIE (C) A1 BRIENE (T) , il
RNA T FREEDE (U) A0 7T, BIRmsnzE(’)  pyrophosphate
/) i) A 5- B FRIZIE (5-methyluracil) p= X i
IR th Z BB K, W hATPH KR~ .
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Qq

AT RERERRRKE
B N 10gf 1) JE NK10°5 e lk
FRRKE.

g-beta replicase

q- B £ &

TEBEBERZ S KB FF IR (E. coli) I 53Vih
1 —Fi T RNAREE, HAPUdEE
THIRNATEEE -

QSAR

EEEH-EEMEX

(quantitative structure-activity re-
lationship) 45 . & E=H R
FE R IE TR R

QTL

HEMIRAS

(quantitative trait locus) {1455 . %t
EMRIB A AT

quadrivalent

T R

5 AR 3 2R R P T L 1
POMTEAS AN TR UE G 10 AR 28 SUAH
Mo BRI AE AR DY A B TR  ( AA iC
XF AL AR DA A, B AR
A [R5 G AR T 5 47 1 T O 45 A
PR ATFR A DU .

quadruplex
t): PN
[0 88 7O 5 R 55 o7 6 A ) st A e ko O

A AAAQH] 731 HIAA, Aalid 1.

qualitative trait
FRESIK
TELETRIMR, AMEAT# s RN

quantitative genetics

HEBREF

i AL 2 T SRR IR I AR S i AR Ry
PEI oy 3, 5 R0 R AR T Y 1) i R 8
AR BV EM PR EEH
(AN ERINIPRE e R RN TE VY R iENE 2
SEFIALAG 35T #8R JH 500 A% 2 R i R
RSN

quantitative inheritance

HEMREE

SEEZ PN UR e SVA I B | S0 (PN e
SR (F 22 00 0 R vl e A 13

I3 L) W] R A PR IR AL

quantitative structure-activity relation-
ship

(#i5: QSAR) £E—73 1 F T T s
PER)— R SN Tk . QSARFMIAI I
SEEHE RS 737 SRR 1 2 T 5k AR
AT T

quantitative trait

HEMHK

] SN R T S 1 T AR (49
L R PR, BEREAE), BHAANTT
Bor R0 D H SRR,

quantitative trait locus
HEMMIRCER) LA

(%i5: QTL) SMERTR S —#H2MHK
S A, SR R QTL, gtk
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B AR T A SR, e -
B DO Y, AT RE QT Lo

quantum speciation

EFRFREL

ST RGEEeY X7/ U (U W et S i BU B i
AT T B

quarantine

gl

FE A —8r 5 p R B BT BB R, A
AT 9 AR 95 RE W B, 3 A B
BB T A A 0 1 R o v A W S
SE 5 LAIEF BRL 172 05 mi R T N AR L X 1
WHEI.

quaternary structure

4R 454

HA B — NS, I EES T
BRI RERE. MEA

At — MR, HON YA SR
HEARTESE. W ZREH (ter-

tiary structure) .

quiescent

PR P B2 K 28 8 I PR A5 B R /D FRpIR
A, AHUYRORFR IR S 2 W& I
WETEM R . W KER (dor-

mancy) .
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Rr

R genes

REE

X i R A I SR A
e, AT R Ty RE a2 DU i B
ML, ARG BAR D T IR R S R
B K EAE 2 A T e .

R1

EREEY

— AR (BRI ) (15— AT
R, ARBUERE. 20 T, T,,
T,

2

race

ik

R E YR R A W A A AE R S 1A R
Eo FIWTRE S (b o T LS B (1
AL BB, TBAAR . BAL ARG
JGREN DR Sl PP, S AP A L A
NI

raceme
BIRTERF

TR AL TEKITFER B —
FhIEFRF .

rachilla
/)N A
INERIRTE B 40 5 1) ARl

rachis

FiAER

BRTEFN TACH: MY AG Rt
MEZE; "k, HRERS A
JFh K AE [ 2

radiation hybrid cell panel

iR AR S AR

#i'5: RH) —FMRMBZFIRD T, 15
TEARRARRE 2 7 RS H K Rl i) 44
RSTIT, IX e/ Jy BUAR OO 1 gk
T H r R v R B AT

radicle

BEIR

FEBERR R & ) AR B I — 4 2
o

Mo

radioimmunoassay

Rt R E i E

(HiE: RIA) — R B PR L PTAAR
IR A 0 3 R TR A
(E s RN B ROk /DD iciof 8

radioisotope
WAHERAL R
MR BB B RN TR AR E AR . TR
i: $EEHER{IZ (radioactive isotope)

raft culture
e |
W.: FHIFEETE (nurse culture) .

ramet
TR
SEPREFI L3 SN ST

random amplified polymorphic DNA
REHNY 1 2 25 1EDNA

(45 : RAPD)- bk T-PCRI1) B X Y
FEA, —BEHLPk % 0 R BE 514 (R
104 bp) 5 PP ALK 41IDNA,
FH ¥ B B VK 0 B — 22 K B 2kbp ) 4 1
FB, AR B B AR, R
DNAY 2351
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random genetic drift
REE R ET
W: WALEAR (genetic drift) .

random mutagenesis

REHLIE L

DNAZ T —A sk Z MR & Ak
SE T A

random primer method

REALS 4%

FRiC DNAFREN 772, 2 H T South-
ernZER LK . —/NBSERAZ T R MR
G FAEEDNAIRE 458, 7EDNAZE
AHAREZERNTA FEITDNAS
B, A EehR i I DNARREL .

RAPD

REAY 1 2

DNA (random amplified polymorphic
DNA) (W4E5 .

rate-limiting enzyme

PR i g

ZHLACHE R, MR LS P
PR R .

rational drug design

R AR

MR WFFEIGE R . D REAISLARAL 7 B AH
HAEFRE LS Y RS

reading frame

5 IEAE

TR DNARERE 1 & W6 = N 4% EH B A
— AN SR (RTZERDF) (19 B 2 AE 4L
IR F (AUG) Y e e in A7 s .
W, AUGGCAAAAZ I 15 i AUG/GCA/
AAA, T AZEAUGG/CAA/AA, W.: FF
W Ri%4E (open reading frame) .

read-through

ek sREEL AT, RO — R RE H Y
e Sy B R 2 LA 2 2K T 2 TF 3
2 R Ak B R

recA

recAEH

K% B4l w7 DNASE B R T 4 i) i &
FHEH B —FR A .

recalcitrant

BT

FE AN BE T 450 R 22 AR WL A R BT
.. BFSMNEREE (field gene bank) .

receptacle

et

TEAm L TE B (MR Ko, e e
HIEHAL.

receptor

20

— e BRRE b 5 A 4 3 T G A
di GBS A, TS A0 MR R
PR . ZAEE RN LS FhES
BRIV 1

receptor-binding screening
ZiREEEN

HI V22 2430 1o 5 0 2 1 N PR 5
ARG EIX R, DVEIRAR g T 1
YYITRT- B UM N 32 44 R sl
CANES A, RN, T S
B I SZ AR P BE RN I T T

recessive

503

T 2 & F i A5 A0 356 DA 78 5 5 RS — s ik
PEAR IS BT M E - 2 A B2 1. kX
ii: BEBT¥ (dominant) .
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recessive allele

PRSI ER

—HERMEARES, RfATaE A
RERDUAHCRA . . BESME

(dominant allele) .

recessive oncogene

[SU kLR

B DR RE AR DA AN e S e i
SAZBELR R0 DUIN 2308 e i . ) L
. HEEE MR (anti-oncogene)
MEERE. W EEE (oncogene) .

recessive-acting oncogene
PR EREE
L. R E R (recessive oncogene)

reciprocating shaker

EENERXR

AT AR (R AR B RE 5% . BE8h B IR
RH=

recognition sequence
B3 F5
JRAI{L= (recognition site) 1] XA .

recognition site

TRAIGL

—BAZEIRITA, —MK4-8bp, I
[BISCghfy, v LA — BRI R Eg I
ghfr e A3y DI AS g U0 T AL R B
B . ] S IRBI T (recog-
nition sequence); FRFIHEFYI{LE (re-
striction site) .

recombinant

EHIK
ZHBHEF R TIRHME ARG, 1. &
BBt T, R HEAHE K
) — A YA A 2. o T AL A
i, FEASE AV AR DNAG T A I 4%

Loyt EALWAEIER A, fln: T
DNA (recombinant DNA) .

recombinant DNA
EHDNA
FEANAPRIEDNA F BE I 45 A4

recombinant DNA technology
DNAEARKA

— RIEHDNAKIEAR, . FEH%
SEFTERE: SRR I RIE s K
A S E N PR )

recombinant human

EEUN

(H5: rh) f8HW R AR FIDNAE AR
ARA BRI TR AT

recombinant protein
EHEH
EEEERMLMED. WM. RIREE

B (heterologous protein) .

recombinant RNA

EZHRNA

BRI T4 RNAE 3 3% 422 0 ke (1
RNAZ% T

recombinant toxin

EHEE

PR 2 R DA 2 0 1 — AN B — ) 2 D) e
PEEH.

recombinant vaccine
EHRE
FH o B2 2 R i 7 2 1928 1

recombinase

EHEE

17— HEMAN AL DNAHES ) — 3
538
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recombination

HA

tHZ S ARDNA R B =L IDNA% . 1E
Bz o 24w WA, — S [ R e
(A AARIEGH ok Y 0 FL RDNAZZ 8] [ A T AT
e o

recombination fraction

E-REES

TR R LA (P AR IR 38) TS 1 P
L . RSN A g A T
FEPR BT AT O A A 2 TR AR . e
Bl #E (map distance) . [l Xid]: ELHIME
(recombination frequency), AHREA{L
(crossing-over unit)

recombination frequency
BERME

] X il: EZHE (recombination
tion) .

frac-

recombinational hot spot

— BCE AR v T R A G R X
o

reconstructed cell
B
TH S PR TR A (PG AR S A AN

reduction division

RN S

TEPRECI R, B — Iy 40E g A Ak
A H ER A A B 7K T AR AL R KT 1

pUR e

refugium (E4# : refugia)
HiEMRFX
RN A ZSIRE S i K 4 R AR/ v

regeneration

BE
TRl B 0 AR LR 2 i 32 ik
BRIy ARSI SR, TR
JEMIMEARES B 3 T BRI BBl
(conversion) , {22 (micropropagation) ,
88'E % % (organogenesis) .

regulator
BATHF
WA, BEEEKEENY.

regulatory gene

BPER

TR WA — A A g R
AT )G O A (R B

regulatory sequence

VERENET

¥ K =L ) —DNAJTF i (2
DNAZ}; 1 17) IR 8 F 5 B X 4k

rejuvenation

RETE. Sit

1. fe NIRRT S B2 00 2. 4 T %
UERFEE VS TE, o 1 0 T B v i
(KR F B A

relaxed circle
HASER
.. FFIF (nicked circle) .

relaxed circle plasmid
FAR R AL
OL: AL (plasmid) .

relaxed plasmid

FATtH B B AL

BUSE T A0 R G 0 R EAT SRR BORE
AN B IR AR 10-50043 2 1] «
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release factor

BHEF

1. —FHEIR ) mRNA M 28 1E B85 F (1) 7]
YRR T, R e B IR G 2 o ) 1 T ¢
IEEE; 2. —MBE, hEwN T
Az, B I T 0 A PR IR N
M.

remediation

)

5 Bk 0 S e SR AL S e, LA 2
(EEL IR A A Sl D R I B RV AN
B BN I 0 IR S D SR A K 5
L. Y8 E (bioremediation) .

renaturation

g%

X TDNA, fR7EREALES T
B (AETE) 2 )5, DNAZS ¥ MK R H.
NP . X TR R, READ
TE =485k, FMIEFDRE. 52
AP RA TR, (ATEAIE R
R IR AT T ARPERDNAZ TR DL
P,

rennin

oL

FH I FLEh A h a0 i o e i) — R, w]
DLEELE 2B, HT — S 3L h i A
.

repeat unit

BESH

—BZEBR/TAIMEZ R, W Tk
FRAHTE IR 2k (ERIER)

repetitive DNA

ESEDNA

TEHEA LA ATV 2 A8 DL
DNAT 4, — Lok T S e s i e 1
WIS . ERRAYHERNA & KiEES

DNA, {H NI IRE AN 4 .
EEDNAGRWHFA “ITCHDNA”

replacement

it

VN N — 5l o B R 48 0 I A 1 S 1 B
Il: EEE{k (homogenotization) .

replacement therapy

BRITiE

A EAMEIEY/ NI PSRRI v
I T A IR IR o

replica plating

BENETRIE

B AR IR R TR P I — AT
ENE D& Bl RS IR e i B R

replicase
S g
— T B 7T 18 E 40 A & BT 6 55 1

replication

=kd

FEAR Y LA — 55 DNA K AR B A i W0 B
DNA I 72

replication fork

SHIX

DNALLHlIN 7= A= IR Y R G54, AR U
DNAFR/HFEM &5, R T = HIREEAT .

replicative form

SHIE

(#E5: RF) JREEAZIRIN > T, AT
T 4t 0 P S AR AR

replicon

SHlF

DNAZ; 7 Be N — A i — Sl RUT
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o= Rt 17 A 10 L I 4 S
A B R ORI W A — A
AL TR 55, PR AT A B DR 4t
NIRRT B R R
ZAEHE R, PTECENT R A&
SR T BT s ae T Z
DNA/} T

replisome

SHlK

TR E, VM TERX L,
TTDNAE .

reporter gene

REEE

G b P ) BE AR A Sy A I 2 R B
fE—HMiRig ki c A, RENEAR
AR, RN RS 8T
B —F 5.

repressible enzyme
PE & B
TR AT R

repressible gene

AIPHIEEE

M TAETER, RIS B 1k
{9E- SN

repression

{ziG]
IRNARSB A e SERE G 46
AT R IHAT .

repressor

FHBEH

FE R ) 5 e St ah 4 A B — BURE
PRDNAFA S5 A, BLILRNAZ &
B IF 46 lEmRNA

reproduction

H5E

1CAPEASE: RGBS BRI 2R A
AT AR R R . AR
WEZEEYYEXETEANRS: 2.
FoHEAE T B CHE T AR A s AR — Al g Ek
— 21 A A Gy BT R B SRR A
&, U FNBEAESE (apomixis)

repulsion

HR&

FE—FE R AU SR (B A2 7Y ) S84
IRIFNTE 5y — HE B s Bk (AL 1Y)
S A L DN Y IRATE ) S G (o ik B (il
41 1%k Ab/aB) ) — R E A G A X
1] ¢ }iiﬁ*@jﬂﬂo }i)\(iﬁj: *H?l%(cou-

pling) , IfixX#3%! (cis configuration) .

residue

TRE

1.2 0. BEY (polymer); 2. /3ol
RWTBR AT R . Bl TPhr
REGTLHY)

resistance

E/RE
HCPTIEE (ol . T 548 FZEY O
&) R AT RNRE ), W
(s P RE -

resistance factor
EEF
25T AN T AR B R U TR

rest period

REREA

HIGE WA 2R 2 A K —
R BRES, BT IS B S N AN
K. [ XiA: {KHER (dormancy) .
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restitution nucleus

BE®

AN MOAZ 53 S R W= AL — PR A%, W] RE A
BRI A 7R B 53 B T A T Y i 3 H R
WAMEF, Bt ELssEN—4
S R B IREH .

restriction endonuclease

PR U 1% A T E

WO —Fr 2 R 55 D) RIDNAT —J5
B L DB AT B O AR T
Tkbp ) —BaHLT 41, 15 BR &% &L
s AR T R SO A
BT VI o o — Pl mrfE [l — 303
JPHVEREAL: I =5 AR AR
JFHITRiff24-26bpsb i), TEEATP, 17
BRI M R A TS T o 1 K 40 T
AW B .

restriction enzyme

PR il 14 B

PR #I1% M 1185 (restriction endonuclease)
HI) S

restriction exonuclease

PRI 4% ER S ) B

AJ M55 3 i T 46 B A DNAERNA R — 28
i .

restriction fragment

RS R
K5 T DNARE— 5% A BB P bl
Al )% I FEDNASY T,

restriction fragment length polymor-
phism

PR B B S 251

(#i'5: RFLP) —JEfEHRC %, BT
o I DNA I BR il 14 A ) B il 1) i 7 A 11
ANFK R BREITE R . BRI %=
SEAE TR R IR B L . (1 A7 78 Bk 2K 5 i

FIBRIEER . RFLPJF4A HSouthernZt3d
R, BRSSP R ORS00 Al 6 4 11
PCR=4).

restriction map

PR il 14 Bl 1] P ik

WDNAZ 1 F— R (1 B Py D) iR
SIS (1 £ PEHES o

restriction site
PREIAL =

PUIAL 5 (recognition site) [ [r] SCiA]

reticulocyte
P 2R 2T 440 B
IS R AR 2L 40

retro-element

RERET

TATT 5 85 (¥ % 5 SR 7% B (retroviruses)
m # EE[EF (transposable elements) fH
A TEAES

retroposon

RERTF

T RS — R EEF, HILE>
H Bl R T MR RIGE S 5. 4RI
1% A ) R 21 1) K8 43 T 52 DNA S iR
B (R JEHE PRI R0 IR Sl ¥
F-#5EEF (retro-transposon) .

retroviral vectors
B R R E K
3 ST AE LARNA .y 55 755 1A% ) S it 1 7

retrovirus
BHRRS
—REZERNAS B, R REEF
DU B BEDNAJE R 4L (185 DL, i3
BERR MM Gtk BURTER
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[ SR I R LS HIV AV 2 A5 MES) )i
(K B A o

reversal transfer

REE

F— R =) N A s 77 4 3 AR 2R R 57
FHerr,

reverse genetics
RKiEfEFE
W.: E{L5EPE (positional cloning) .

reverse mutation
EERE
.. ElIZ (reversion) .

reverse transcriptase

REEEES
—FLARNAZ) T4 R4 B B 4P DNA%E
Il . ) . KA T RNAFTDNAZE
41 (RNA-dependent DNA polymer-
ase) .

reverse transcription

R

70T % S W AE N LARNACKH BEER & %
DNA )2 .

reversion

EE

—ANGRARFE N B A BURES, B
a2 /DR, @ LR
KI5 R —FE . WG B8

R (reverse mutation) .

RF
SHENES
T (replicative form) 1455 .

RFLP

PREIERBRKESHENES

BRI B B HE 2 351k (restriction frag-
ment length polymorphism) 4i’5 .

rh
EAANES
4 A (recombinant human) %5 ’5 .

rhizobacterium

RERE

HAR A K AT S BT . Ly 5 L i
IR

Rhizobium (£%4 : Rhizobia)

REBE

— R0 5 G RHEYIY B A G R B R A
W, REl E RUT R B A .
I: EIR{EMA (nitrogen fixation) .

rhizosphere
HRBR
AR A A AR ) - g Xk

Ri plasmid

Ri B i

—RR A IR R AT & T A Y
KERHL, BRRF—RMY 5 KA B .
STiFORARAL, RiFURL 2 Jeid 72 0 2 1
SO VI DNt /R LS (PG I AN i)
YI/ADNAT

RIA

mEtE BN ENRES
TR S B2 D52 (radioimmunoassay)
W46 .

ribonuclease

X EILER B

(455 : RNAse) fi:{bRNATKAE [ —2
i o
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ribonucleic acid

(A LA

(#i5: RNA) —FIiiBRE. BH. BHE
FIREH LB IIRBEM. —2pw
HIRAE Y BT, H— 2 MADNAKE S5 2k
M5y 1, BRI L B IR ERNA)
o RGN A 25 ) (BB RRNA) iz b
HILIR (FEIERNA) , sk {5 o e
RNAZ}; T 1A B

ribonucleoside
ZIEZE
L. #%F (nucleoside) .

ribonucleotide
ZIEZE R
L. #%EE (nucleotide) .

ribose

1%

EITA B RZ AT . BT IR . RNA
BAALAE R R e 2 2- I A%
B, [FIAEAETE T A AR R B R
AR B IR FIDNA

ribosomal binding site

BN SRR

40 B mRNAIG I 5 A 3 19— 1% 1 1R 5
H, R ZEmRNA S 28 7k b/ WL (1)
#h4 . WFxlShine-DelgarnoF %! .

ribosomal DNA

% HEIRDNA

B A% BEAARRNA I IE A7 05 o BB IE PR A7
MR PERE A, W g B E R
RigHFmrzE88 M L. —ANER
B — A B LB ERNAR) 2
B, RS E B ARNA B 4% A
EREE RIEIPRE X /T

ribosomal RNA

% HERRNA

(455 : rRNA) IXFHRNAZ T & A% H A (
WA RA R BT 3 S5 ) RE
P, HEAY TP RNAS S HI80% . R
i A [l (9950 B 22 %k (S) T rRNAZY g =
Fle E coli RZHEARI/MESE P —AN16S
rRNAZF (154 HIR) , KA &
—/N23SrRNA (2904 % 15 12) fil—4N5S
rRNA (120MZTFIR) » 1X = A rRNAZ> T
A I 5 — SEtRNA -l — AN P8 K i
ROy T BRFIR BTN 5 T 77 AL
HINRERIY T

ribosome

TZHEIR
TTRNARI S A oy 1 W4 B 6, 42
mRNABREE E i, R/ANH
AN FEZH o

ribosome-inactivating protein

BN KEER

(#i5: RIP) AR A E W )
RERIMEEE, mReth. % —2KRIPs)
L IR R s 55 T JERIPS (1 B
JBRTE2R) A BMRIE R AN SR 4L
—ANERE, TN R AN A AL
MR .

ribozyme

%

AL {5 o RNAS & AL 24 24 (1
RNAZFT-o [1] il AL IERNA (catalytic
RNA), JL[XEJ(gene shears).

ribulose

A

25 &R R AR E 2 & 2 10 R
B (C.H,,0) .

5 1175
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ribulose biphosphate (485 : RuBP)
ZBEBR AR AR

(465 : RuBP) —HhHmchlE, Ye&ERNE
RN = B h 5 — 5 A A S
G E N

rinderpest

i

Ay ns HRERNL S R R
RIP

BERSELERNES

W4 & 5 & 11 (ribosome-inactivat-
ing protein) 11455 .

risk analysis

R 43 #

P OB Tty JXUBE: B 28 R0 XURS 79 38 —
oK I — s, T T s
RSP RE . PRI I = A2 i) A 35 1
TR J5 2R

risk assessment

XU E AL
—NRFEE I RVl 5k AL HE LR L
AR 1 fEH YN 2. R R
iRy 3BV, 4 KSERIE IR

risk communication

Eprabt:]

RV RS RS T o
LS FERBRFEA YSFA
A, R RS 2 T e R OGS R
16 XGRS AH 5 IR 25 R0 XU A G b AT i A
HAE WIS 283, LG MR KU UF
A1k 10 &35 SRR XU 7 SR o

risk management

R EE

L5 RS PPAS AR AR AN IR, 2 A T A A
BRI PR, WA H AL FIER

W DA A0 e B PR e 98 Ak e S (e adk
NPEGHIMREER, mH, 2
St e = P E Ak

R-loops

R¥F

fEfR SN, RNA-DNAZE A 7y 1 # gk
DNA[X 1} RIR, 3% RNA-DNAXUEE L
DNA-DNAXUGE S FA TR o

RNA
ZIERENGES
B (ribonucleic acid) K455 .

RNA editing
RNAET1]]
1] DL RNAG IS5 B 1 e s G n

o

RNA polymerase

RNAZ &

fi 4 LLDNARLH & B RNAF] — i 2 5
it o

RNase
BERBREBNES
A% 8 (ribonuclease) (145 .

RNA-dependent DNA polymerase
fic#i FRNARIDNASE & B
W. 55 REE (reverse transcriptase)

rol genes

rol& &

L e AR AT B RiTTRL A — AN 3 B K
W, M AR NP, TS AR
R, WAENMAREHIERLE
A [7) i 288 R0 R 1 R AR R R T
B.
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root
R
TR ARHR N IR R, T LA E

FERE WG Bk o R s 57 .

root apex

1; 7N

*E? Tt oy A, BT 2R AH
2, AR /MJ\EQE,A : BRER (K
B RERE (KH ESZFM‘E) : PAK
RN ENR RE RS E o

root cap

R

i FRPAR I A L 2R 1 s 2 (b
1Y RN

root culture

RIS

FRREFE 5 B AR AR BRI DL S AN R] A=

KM AR AT AR, TR
W R34 BRI S AR

root cutting

TR¥E

AL AR AR 4 o
root hairs

RE

WA AR R, BT Ky
HIFRI IR o

root nodule

iR

HALE G RHEDR R LR —/NERTE 41 L
B, S AR EE i, M) TR AR
JEE .

root tuber
HiR
TR K AL B ) IR 2

root zone

REX

A R A 0 P g DXl A K R 3
Rk, 7B, FRATE WA R
g TH IR

rootstock

FhiAR

A e v ] DU o 2F al BRI B 4k
Ro JL: BHZARER (stock) .

rotary shaker

TEsE IR

W B IR AR, AR IR I T LLAE
P RIS

Roundup-ready™

HEH B M

X 488 R A I R PR B 4 11 4t
B LR %5 R B B B AR W) SR IR, X
8 AP URR o

rRNA
ZHERRNAM S S
i ARNA (ribosomal RNA) 1455 .

RuBP

BRI ES

“WEIRIZEIHE (ribulose  biphosphate)
(OEEEES

ruminant

REam

THRBEWY . HE O — KRB A
¥, W KRBT mILER. MY
AR NI B AT, SN
B “ILE” (EE) T, SRR
WL R R A .
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runner rust
“@Han &

KPR T T R, RE I 2 B
UL — B . W S R

(stolon) .

VP2 AT E R R IEAR, BRI AR A
P A2 . B A T R S L )E
B S EEAR, B D
BEIZLWE.
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Ss

S phase
SHA
4 B B B 1 DNA A T 4R BB B

S, mapping

S, Bt

TWRDHRNAL FEEDNAZRAS G S, IR
fitf b FL KA T RNARE SR IR 1816 (RN &
TEE) I

S, nuclease

S, xR ER

MR B WK M5 (Aspergillus oryzae)
TRAFI—F G, TS RNASL £ HEDNA
IRR R LT IR, TR B ) X
DNAZEHR A AL D) H] .

saccharifcation
TEILIER

RESVS RS, TR Ak B K % HE K AR
ok v lEh

saline resistance
T
fit£h 14 (salt tolerance) [¥)[ri) i .

Salmonella

ITRE

—FFFR S AR R R, W TR
Wi

salt tolerance

it £ 1

fR—MWTE & — R B (R ) 1)
IR R T AR K IR Sy, AR )R
W e VR 2 M A ) R O B .

A A R AR B A IR KR
BlscE o A il $ERTE (saline re-
sistance) . M il #h M 1 A W) R ER
EY.

sap
i

FLIA BRER AN B BB AN M (1 AR 4 . R
SEL PRI R b 4

saprophyte

BEEY

NS HE A AR SRR T 4 A e
A GEH N ) o

satellite DNA

T ZDNA
AN = EE S, & ILH
TS Hpr, HIK R 55-500bpZe
A7 o ANFINL 5 JLTAN TS A R Gk
JEAHE) , T R R R0y KR
K2 DNAK L/ 8

satellite RNA

T ERNA

NS AT EEBTUIFRNA, s
TIUREY D 5, 055 00 B PR B0 B3 o
[ il 259% 38 (viroid) .

SC

BRSSa8NMES

44 414 (synaptonemal complex)
NEREE

SCA

HHRESNNES

FEER L4 7 (specific combining ability)
SOEEP
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scaffold ANFTAE I A AR b R s 31 5y —
EES TiA T I -

WA (1 A% A G (AR () Pt B 1 4
Ky, dARR AR R A ALK

scale up

;N

B2, WREMABETE, MWW
S AR R BRI T A AR

scanning electron microscope
AR

(#i'5: SEM) —Fh 5T 7 R 2 7
Bi, T = YR RGO ORI A DA ot ) 3R
[TES 0

SCAR

FHHRETERNRES

AR X (sequence character-
ized amplified region) f4ii’5 .

scarification

XK

FeH AL 2F B 3 7k A SR Ry A X
LB B R, LLE 4 ) o sl AR e R
B, FFF0-7 K WOBCRTEG K

SCE

IR EBARTIRNES

UH B YL (0 FLAR AT e (sister chromatid ex-
change) 455 .

scion

=

RS ) — Mk sl BE AR LI/ 8k
.

scion-stock interaction

EHE-REAREE

TREEAOW BRI (R ZINR) . 0
—EEG R AR B, HARKORE

sclerenchyma

[EEEZRLN

RPN 2128, H AR 5T () 4R AR B2 41
M ZH ik o

SCP
BHMER
FA L 1 (single-cell protein) {1475 .

scrapie

MR AR . W BREREEAR
#LF (proteinaceous infectious parti-
cle).

screen

st

Rl R B 30 2 ARAE CEAL . )
o IS SRR AT
Vs R TR F T AT 0 B
BETUE, GRS e
ke IR

SDS

T oREMBHNES

+ R EER RS (sodium  dodecyl sul-
phate) (N4 5 .

SDS-PAGE

T IR B R N -5 P AR B R SR A FRLIK
B4R S

T Ak T N — 2 T T T e 1 b Uk
(sodium dodecyl sulphate polyacry-
lamide gel electrophoresis) (4" .

secondary antibody
E ik
7 il HER G 3 W B U6 (ELISA) A1HE e
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EMERSZ T, HTH58—HREH,
HIBH S Rg b,

secondary cell wall

KRR

S0 M EE (1) e N 2, FH BLOR$R 4 L 1 LBk
SRE, o B2 AL S I T AT A A R A
Js AEIUAE SE SR A i o A0 A A5 Lk I
FEE

secondary growth
ZREK

RHEERRE Y L EEBRR, ZEHN
A A K

secondary immune response
BRRENE

it LB W) G B FR 405 K (R G 42)
I 58 LU PR RO S e RN e B
W: #R%EZEZE (primary immune
response) .

secondary messenger

BEE

AR — ML B, ST A 5
ANBEEN B AR IR AL 22 A5 AT (st
NS

secondary metabolism

RER S

TR AR A2 7 A R ) AR D Rl A
Ao T IR IR o 3K L (1 1 H
MR MIRR, GIanpiEn, 14
WORFEGIFER . —S=Ya—E M
HECEFRDIRE, B 5.

secondary metabolite
RBABEH
DAARE 1«

secondary oocyte
KR IR 4 B
W: DREAAE (oocyte)

secondary phloem

REFEER

YY) R K BB LK
IR0 s B EH A

secondary plant product
REEM Y
IL: KRR (secondary metabolite) .

secondary root
RER
I3 RAR AR .

secondary spermatocyte
KR AEE R
UL FEE4BE (spermatocyte) .

secondary structure

—REEN

RGFI AW =R, & 0T %
FZ Rk . FREAH AR 2 A et
W1, IR R aE e, Ak S ]
TERE S, fli, JED T i
BEX BRI B Hr &2, EE KR L
gitt. 0. —REEH (primary  struc-
ture), =ZREEH (tertiary structure),
M 2% 544 (quaternary structure) .

secondary thickening
REME
TR R RELEE (1 10 AR A7) A 25 FAR o 1y ik

o

secondary vascular tissue
REHEHN

YL RN — AR FR AR TP B AR K
e 22 (R BREBFIH) R BD) -
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secondary xylem

RERRED

DL REHERL (secondary vascular
tissue) .

secretion

i

3T A R P 38 e 4 A R ) A1 i )
.

seed

fhF

TEAEY) b, FEAN B S0 A 10 A R
. HHEA&WET, f8TMaEEmmy
Ji, BNk CEIRREE) . N G
) %%,

seed storage proteins

MFiEmER
FrrmlEraaEAREERNER
B, fEfhrui kit m B, A
HORPRE S 1 AR NSRBI
TR FRIE: 2. FE N TP RIA B R 4
Fo POV ICEERAMLIL, s
AR, JRERD AT DU e
BENE ARG, AT DL R B
B R I ) FH 3 il 2 a2k KR A 4R 1)
FIERR,

segment-polarity gene
TERIRIEEE
RO P P AT TSRS BT B A

segregant
Rk
PN AR A F AT R A

segregation

nE

TEAEE Y, F8 S A B RO AH L3I, 7R
53 BRI 43 IC BE AN [7) 40 (¥

FEQO AR, 52— R E T R 5 P
[Fil Y88 G (AR (1 23 B AN FE BT 0 IE o A1
[[TR= (2 I R o S N R S RN
FLDN 7> B T BUS A A R 3 ] B A/
HERBR

selectable

AEHER

YA — BN RIS PRI, AT DL e
Mg e EFERE. L. REEH
(reporter gene) .

selectable marker

bt = e Tel

—RIER, HERIATTH T8 Wik —
FEE R R R

selection

biipeis

1. Bk ik AN R 2R AF R0 A RE T B R
Bl 2 NIRATHAD B o e e B E
BYRS.

selection coefficient

LS IEPEE IR, RS NS,
TG HRUERE IR GEH 2 AR ) L,
— RPN T T IC R B LA

selection culture

litviteid

BT AR R 4% 1 nl & FR B 41 45 (1 1k ¢
JiaG A R T MR R (e
A A REBGR) b Il e A fh ok BF A B
&AL

selection differential

brig e

P RIAE Ry S AR [0 Ak 5 A BRI
HRMFHEN) 2, HRRPTIEREAR
ML, EH TS NS,
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selection pressure

EEE

AR TR B TR P ) 4H L T 2 1)
EPEDR S, 20 I A A R BB ) 2 S
., DL b S B E SR AR ) ol ok
i HAT 2k

selection response

prin e BVE

TE A SEA AR H 5 AR TP A 1Y
FEAE, R R SRR E T
TEHE Y o

self-incompatibility

BRAFME

R, R RIAR TR AN B 55 IR 2k (M
BC 1) Z R -

self-replicating elements
BREHTE

PFOARSNIDNATT R, AEBIE A, #E
51% H S DNAT & .

self-sterility

BXAE

B R R EFE (self-incompatibility) [t
IFil i

SEM

RAMAENES

F4i Fa %5 (scanning electron microscope)
AET .

semen sexing
BiRTE
K574 1 (sperm sexing) (1 [/ 3 i .

semi-conservative replication
FIREEH

TEDNAK HlI, SEACDNAZK T (14 4%
FAREVE ) TACEAME AR . ML, B

RN 2L AADNAZ (1 — L IR B F
Ko

semi-continuous culture
52 W5 b T3 S4HE 5 30T 10 40 i T B 1S 5
B8R

semi-permeable membrane

FIERE

R TR A B -l I AR
LAY

semi-sterility

*AEMHE

A B RPRES, W5 YA
Rl A RAL T .

senescence
RE

UMM EMNRE G Y, LW ke
FRIAN T 30t SR A, 2 4 A 4 2R
RN B A FET ) L PR 1 R

sense RNA

1IEXRNA

DNAZRRS § Gl ¥ % b (+) —4E) [RNA
Hekret). Rl ) XRNA, X—3E
BRI 1 SR sz S 37 = 40 ) B A7 A B K
EEELE.

sensitivity

REE

EZ WG T, PRI A BERG T
PR o

sepsis

TWIEE, BkEHEE

BUR AP ECE AT 5 WA T B 3 R B ER 1
TR, Rl el .
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septate sequence-tagged site
BIEER FOIREARLA
W.: PRAE (septum) . (4. STS) JiiAFI{IDNAJT 41 (200-
500bp) , ZPCRY 14 )5 e /e &I L s
septum O TR 8 g X
=)
— PP R RE BT, AR — 4145 serial division
ANTR] P 40 P s e ) RIDE
BB IR R B, DR ER
sequence ZHCR I ERR .
Fl/MEF

F A EDNASKRNALZ M5y 7~ E i
%EE, TR kA% Rk
Bl R . BEREREN S LA —
W) A 1 B DNAJIT A1 1% 1 18 1) 2 P+
o

sequence characterized amplified
region

FHFE Y S X EiRIE

(4i5: SCAR) i HABEHLY 1 2 51
DNAF=Y) 1) 5 5 AR 2 A7 SR A 1T 4311
23 T ARl

sequence divergence

FHER
FRALIR 73 TR IR P 5 22 1) ) 22 57 71
I3 EE], B AH DG HE 1 2 BE R T 41 LR
(2 5 A 4 Lt

sequence hypothesis
Fﬂﬁﬁ

BEEREE
&E#%Tﬂ%

1L 2 DNAZ 5477, DNA
FLERE .

sequence tandem repeat
ESHREKFY
(465 : STR) IL.:
dem repeat) .

BHESFY (tan-

serial float culture

RYBFER

TR AR A A A R 77 e rh i B
7%, HBHLEE IR IER .

serology

miE=

LR R LR 2 8] (1 I35 s AF5E, vl
THEE XA R B e, TR e g AR
B R OE TN

serum
mi&
o LBt T MR .

serum albumin

mEEEH

ML B A T R BRI SR . R
AN [ 137 18 23 930 46 5 4 BSA
HAS.

sewage treatment

Sk

FELTE R AR MR I A8 T — R A W B
AHERE, BRI, HESO T
VI SRS K R N FR R, IR 4
HOHERCE] AR IR T .
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sex chromosome

iR

PR ARG I e B Ad . T BT A7 IR
FLE, /NS A TT AL AR P RK 2 R
B AT P A A A Y — X X R
A, T RS A — SXRI— 4R Y e £
o XTI, TRAT MR K 2 50
WABhY), BEPEAS AT — WA ik,

MEPEHE AT — AW — AN ZYe Ok, — L8
s H—RiX et fk, HEmRZ Dbk
SERHPER . 7 X REaiK (allo-
some) il HEHEIK (autosome)

sex determination

HRRE

DA AR — A Bh A (0 v, RS T
GILR B ML,

sex duction

*s

T o B A BRI 7, AR S
G NS ARG K

sex factor

T EF

S84 Ay 38 A 0 R4 A 1 — T 40 T
BERE (Wl XBEFE P FREAD o HEH
TRl REAE R AR BT P B, ] REAE A T
IS RN

sex hormones

HHE
SIS, TR S A AR
HNEE-

sex linkage

IS

oA TRk B, H Mk
PR ) 3 A A 5

sex mosaic

BRI

4 #% & 1K (gynandromorph) 1 [l ¢
1

sexed embryos
1445 FERR
LSS e IFANA )

sex-influenced dominance

MR

Al v e DAL P 8 A LR P 1) 222 S T
ANE. lhn, —Se A AR A S
T HEPEAS (A R BAE, AR A T
AT R

sex-limited

PRI =L

Ve i | I RS v [ 2 TR L R
Sy, RSP

sexual reproduction

BlEEE

PHBEF 45 & 7= — 2 4l (B FBE) 1)
GEVEW W

shake culture

PRHIEF

SRR SR ) A B A 7 L AR
ST = ST S I D E Y N R A E U
AR HE

shaker

EIR

] BT I — 5, TR S A
M MG TR D AR AT IR G 92 . X
P& PR IK

shear
B0 5
FEEATI R EWERWS), s
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BT AT TR A AW i . AE A
SR>/ (= PR P11 00 g iy 1 R e
Wy S i s BOHUAR B2 4 TH T2 10 705 2.
A BB K7 7DNA, %
J& F A 3R e 4 ) DNAE W s 3k v 5
Rk, KRR LA DNARE HLIT 2,
T FLR /NI AR A T AR 42 1 B2y
KA.

Shine-Dalgarno sequence
Shine-Dalgarno/%7l
JEURZmRNAF — {7 X 4, 55 165K H
ARNA 5K P4 HAN, 2 5#ER
I, W: IEREEAS (ribosomal
binding site) .

shoot apex
E3n]
W: ZER (shoot tip)

shoot differentiation

Faik

2R AL SR o A el
21 2R (1) 2R TH A0 P A 23 4k B B RO J5
B, RARE CF R

shoot tip

ZR

0. 1-1.0mmA /N TIEE, 0,2 TR
SYHELAL(0.05-0.1mm) , S (1 -5
BRI S A E R 2 T4l
g1, [f) Xidl: 2 (shoot apex) .

shoot-tip graft

ERMF G

W ZE IR B SY B AH AR TR U e 3 s R e
(40 sl A B RE AR b 2R
2F SRR R TN RG SR e R A 1Y
WERBRE . W A BEFEE (micro-
graft) .

short interspersed nuclear element
ER Az TS

(45 SINE) BAZ AR YRR 41 b — 26
P T IDNAJGHE, 8 1 50 2 N 5k
(150-300bp) , JEH:LEtRNAZ T [FIDNA
P UL, W RE M o R e i R
TR BB AR A

short-day plant

5 HERHEY)

AR 3 5 16 S0 JTAH 2 B e
(g — A B2 AN RIS RO T A A
Yo e K H ek H A .
VF 2 RAEW) T #AFAERT H AR S W 80
RIENEETR.

shotgun genome sequencing
SieEREANF
EEAMW T TR, SR ENYA
DNATT I A2 0% I3 (/N v B, SR e
B v SEHUBAE R X 2 A 1y BOE
Bk, PHERUT A S AN KDNA T
.

shuttle vector

FREF

e LE 9 RPN 7)1 5 A= v &3 Y
DA P S = e U N N = 568 R VA
AU DT BE R BE RN — AN 5 78 31 )
—fE . A XA WINEEFK (bifunc-
tional vector) .

sib-mating
=] B 32 iR
JERIMEI N R IAE, WH Y BRAFEM

R R AN BE ™ A EAE SRR Ja AU [
HAS i -

siderophore
FRERIR
HYBEE LG TG, 2Kt



FRAT KA A A T

207

SERAE AT 5 R AER B, AR AIE X 48
PE VR BE e R AR5 IR 8 AR BT
o

sieve cell

;1)

HEERYTHRKINGEESF, FEAUE
AT AR A B HE A i B i/ B AR

sieve element
HEDF
5 RGN N 12 HoAH 5% A B R BB AN A

sieve plate

R

FEE > T 10 FLRED, 0 4 5 AR i A
B4 2 my DLt .

sieve tube

e

TR EHR M ERY, BIEA
I 6 B 4 F 4o

sigma factor

FSIBEF

JE % /EVRNASR S BE 1 11— DA, £
TR E IR R FHIRHE R .

signal peptide
ESHK

IL: {55575 (signal sequence) .

signal sequence

ESF5

BB BN b (1 — B 15-304 24 JE 1R X
C N PSR L& 4 = Pl CTiBuR I OV 90
MEAM WS, F5 PR, [
Xid]: {558k (signal peptide), BISAk
(leader peptide) .

signal transduction

FSES

¥ MR KB 7 WE S A S
0 M e N SR A R, AR
FVFZ 0y T, WA, AR AT S
T

signal-to-noise ratio

fEReLE

KR E IS RN, A ERE S
K (55 R 7= LR 5 5 KT (I
) Z [ AR

silencing

LR

Fig 10 3ok 2 AT — &5 4 3 R ) DNA R 51 5k
BRI A X T A L AR 2 B Y A
IR 1) B S 5 4 i b 1) ¢ mRNAH B
fEH BT = A LR PR . W RY
RNA (antisense RNA) .

silent mutation
MERRT
IL: ZRF (mutation) .

simple sequence repeat
HMBRESFT
(455 : SSR)
atellite) .

L. B EFF (micros-

SINE

EMARTENES

J A% JCfF (short interspersed nu-
clear element) 45 .

single-cell line
B R
UL ZBAAER (cell strain) .
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single-cell protein

BMER

(HE5: SCP) AR W Rk~ AR 1)
BB, HEREA ST

single copy

L2

TERFAS LR A (AR o B — R
S BUDNAJTF o VF 2 2 K B DR 2
P DU

single domain antibody
LRoE7 0%
0. BREEMEHIR (dAD) .

single node culture

BgEETT

JBCEF B B IR, AR S AN E
m

‘No

single nucleotide polymorphism
BRERESSMN

(45 : SNP)JE I DNAFF B & {7 21 T
FJE B AL FRIE . SNPIE 2 il
HE (ARG, TAENC) Fo 4, Hid
(GELAAL R TELC) FERLf A il 2K Al ] 7
HAESNP o 3K BEAR S AT FEAS BL DR 20 o A
A7 AE,  HORE RTE T AN T R R LK
(IR R[S

single primer amplification reaction
B 4Y 8 R R

(465 : SPAR) #fi-T-PCRI¥) 5 K 11U 43 Hir
FOR, HATH A 519 1 Ak D) 4 A
e

single-strand conformational poly-
morphism

BHRAREEEST

(455 . SSCP) Farill— A llIDNAJT 41 4
RBMIBA . PEEZ L REARZVER

TS LUK B 70 125 o PN B R T R
TR B My, FEE5 R Hh ey 3R AR
SE»  MTERE A VK A2 57 (T DNATH] 3 1 1 4
BRI

single-strand DNA binding protein
HHEDNAZSER

—fZEHE%E DNA [WEA, UL
DNA S1E M4t Fr Ko s

single-stranded DNA

B $EDNA

(#i5: sSDNA) A ILE A7 2513 2
DNAZJ} T, A H b B 1 g 2k 00U
DNAZZ LA«

single-stranded nucleic acid

LR AL

WS SRREBRBNIZIR ) 1. VFENTEE
[EERIZ 0 EREEDNASY 1, 4 K240 71
WP ERUN RNA S W VFZ2RNASN TR
7 FRE IR FLAME RAE , Hopgix
LeIM FAEAIIARN I =2 (SR

sire

NS

T H R HENE S0 o

sister chromatid exchange
JEIRA BB 3T R

#i5: SCE) ARG A Gt
AT TR AH AT e

site-specific

RSN

i — 4L S Y ek BB/ H] T DNAZKRNAZ)
TREEFF IS

site-specific mutagenesis
ERRE

O ) 2 T B AR e SR R B
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e — D AR E REBRAL S 3 R
T, UGS e i E R Y.
ke XEARIETEBRNEER

fiL.

sitosterol
Bim
.. 1E4HEE (phytosterol) .

six-base cutter

NHERNYIEE

TR RS SR EIAL T L (R S X i
R HI N BRI e A TG, .. MEE
A& (four-base cutter) .

small nuclear ribonucleoprotein
BRI FiztERZER

(#i5: snRNP)  #Z M/ FRNAFIEX R
FIAHMRME SR, KRS 5mRNAK
JEIM, ke EBRMEF. snRNPJ
BRI F2 T B0 -

small nuclear RNA

%M/ FRNA

(45 : snRNA) 5 & A i— &% itz N
NGy FRZBE A% B R [ RNARE 5% 5=
Y, K100-300bp. iK% HsnRNAZ
BN B ALk 57

SNP

BIZERESENSES

TR % A1 (single nucleotide poly-
morphism) ({45 .

snRNA

%AW/ FRNAKGES

¥ M 75T RNA (small nuclear RNA) [¥)
i

snRNP

BRND FiZTEZERNSRES

W N5 T 128 % 8 E (small nuclear
ribonucleoprotein) 1455 .

sodium dodecyl sulphate

+ IR B

(#i5: SDS) —FhE LY R RS
FIDNAK) 2570 T+ 2R B
TR 52 7 Mo Bt P R B LK

sodium dodecyl sulphate polyacryla-
mide gel electrophoresis

+ e B R S BR PO MR B R SR AR FRLIK
(45 : SDS-PAGE)  WEWIFE M h 43
SEBRMEIKTIE, WA
+ Z e B AR ER IR AL S 1 B R K T Al
B—wr % g, TREEMNERTH
I B A AR 4 e ATT I 20 1 8 DR /NI

soil amelioration

TEHR

FRATTEAF ) H AT R, AR R
PRUFH AN o1 B R R A A B, DA ) e
s BeCEge T, ek, AR
Wescs [ A ey [ A — 2
EYAL IR T

soil-less culture

TLIEF

FRTEE FRWOM AR IR AR AR . [F) X
id]: 7Kk1E (hydroponics) .

solid medium

EfRiETFE

IS ) G R ) Ja [ AR R 97
=2
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somaclonal variation

TR ERT R

A0 At 0 5 A 3% 37 I8 7R A5 B B
7= ) 2R M 35t A B 5T AR KT 9 A
I AE B R RE IR T AR M Ak R B p ]
o

somatic

{20 R iy

R T SR RA R AMMEE, &
Ry R

somatic cell

il

NS 59N,
lilZ8

BV A A= 5 4

somatic cell embryogenesis
{40 B BE B 4 &
LASMESRSN i (BB NG K A BN A
PRSRATH) A A ZL (R IG A 2D 4
BHO R IR e f . [/ A
% RERR %4 & (asexual embryogenesis) .

somatic cell gene therapy

KRR B ER T

1 —IE R N AR BR 2 2L LU IE e — 7
TR o

somatic cell hybrid panel

Rem B 2R FhSe PEAR

W RAEREE = A0 A, T 2
AR (G R B B IR (4
F) s IR S PIRT R (R A
Yo R BB R B Gl R AL A% 5D
SUPCR™ W) (A7 AE BB 55 H ) Ry
JE R OARBIAFAE BB 2R, PR T
xR E .

somatic cell variant

e B T Fih

JLRFAE A )1 e 4l e g ki g, T
B IS R IR IR A o

somatic embryo

R4 A AR

— PR T AL R . BB L
LA T8, A H AR AR A0 a0 K
RN, ATk ELRYS
BTl SRR R T R H
e IEH AR .

somatic hybridization

RHREZE 3

PR TEALAS SEA A TR PR 4 i i A S A B
MRIREEN L S R AE Rl G . PSEAR R
R R AL ZE S . FH UL VR TR I )
b A i1 Rl 7 2R B ok LR 4%
o AR I N ST R A AT PSR AT
A AR ) BEE R

somatic hypermutation

R4 REER SR

7T Bibk B 40 B 93 4 pke ™ 2 HUAR 1) 9% 48 B
I, TEgnid RREIKE B W AL X (K B By

somatic reduction

2R 40 B B o B

a0 A RS E IR N N4
MR B A “ BRAEIR” (AT s
%o

somatocrinin

ERKHEBRRERE

S A AR TR R R .
4 4K# = (growth hormone) .
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somatostatin

ERKME

U0 o T AR TR KR IR . D
4K # (growth hormone) .

somatotropin
REKER
. &K= (growth hormone) .

sonication
BELE
TE g A 2 Al i BRDNA Sy - () ik

o

SOS response

SOS& RZ
DNASE5)™ 5 (5] W& S RN I, 25
REZNEEDNAKRE, EHANEHER
5 o

source DNA

JEDNA

Pt B EEDNAS T, (T
A AR A AR o

source organism

R

o6 BE I AL AL A5 2 DN — 41 1
YA

Southern blot

SouthernEliik

EDNA J BY 28 it B Bk 43 12 ) ik B 4l
e R EBR A Rl e e .
L. ERiEE (blot) .

Southern hybridization

SouthernZtzs

fa eI RRIC I DNA M BE 5 SouthernE]l
TE_FFIDNA T BURAS HI I 2 o

spacer sequence
i8] Fi3 51

i FFAH AT JE DR (R DNAE 1, 38 5 A e
Ko

SPAR

BT ERNNES

Fo g8 5N (single primer amplifi-
cation reaction) {145 .

sparger
EinKE

H AR LA NI 5 sE AN A S N
AR E

spatial autocorrelation statistics

= BHEXgT

i H Tk — BE A s R SRR 2 )
(¥ BTt 2 4.

speciation

R A

i N Z T SAAAE I R A A el %
AN F TR

species

A

R R AT AR, S ARG AR
B TVF 2 AT L AR A R . AT 2
RN, BRI, BRIV £
TR ATH

specific combining ability

HREER N

(Ai5: SCA) frIFZEENBILIFTH T g
(SRR It 7 S'al | WP 1 7 o = R
AR Iy o SCAH T Re e 2258
A VR I 125 1 28 A — R C &
B RF IR o
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specificity spermatogenesis
e BFEE

R, —8&Ret 5 I H br gy 7k
TARIARRS SN ) E

spent medium

BEFEFE

GRACG AN TR g R 2, D o s g 2k
R0y, IKOPEFES, T HBFRET
AR

sperm
BT

JEspermatozoonfii4i’s5 .

sperm competition

BFEs

ARG F 0 T 5 BEA DR AR RS2 R 7 A
H3E 4.

sperm sexing

BFoE

T 0 SR AR E M I g A, K FLEh
FEF i o XY e @ 4R i A TR AF R
HNEEREI VR . TN R R
WU AN ) 1 591 K 2 1 Ik F) BT 440K 5 X
YRR IORS AL, SRS SRR
EARR S IER AT Pk

spermatid

5 40 A

FRARBGAI RS T, BFEEIRPE
DI 245 R DUAS Al i i — A

spermatocyte

e R

A ZERTRE AR SR AR . BB — K
Tk B o3 2T (R RDRORS REAH I 55— I
TR O3 245 G 5 — By 2T IR T
(RREBRS REAN L . [) i) . #5F ER 4R A

(sperm mother cell) .

TR PEERF (RS T°) BURAAITE G 52 54,
TR — RIS .

spermatogonium (& %%:
gonia)

15 R4

JE U e v AR A AR, L m O ek B
AT, gk NERER G ek
VIR

spermato-

spermatozoon
HEF
(435 sperm) (B#(: spermatozoa)

FEREVE B Y 1R 52 Fu bR B, TTE
% 540

spharoblast

EE

AP, e Kk R BB MERMT
EX.

spheroplast (5 —# 5 #sphaeroplast)
Bk 25 24 K50 23 40 i e il 5 4 FH g 0 7))
BN = 7 TS v 1 A cY i
BRI M A7 4 40 M BE, il R A BRI 41
JORE 2B 54 bR, PR, PR
I

spike

FEARTE R/ AR

1. BRRTEF 23R R, JE Rt
SETCMAIN s 2. NBRPIE R SR 2 A HoR T
TEHTRE I E [ 2 A

spikelet
N
FAEP I — A7, SN
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spindle

ARz

—H N YL, ER LSRR
DHEN S HREENIZY).

splicecosome

EIEE0N

BNy FRzERER S e B O AR
—E5E5Y, EHTREAImMRNA, ik
REFIHIYIR. S 0. 87 (splicing)

splicing

CIEES

1. IR B A mRNAR N, LBRAE
F P A AL E B AN 0 TR A IR
[ i : 404 (editing) ; 2. fEEZHDNA
HoRH, $RF P SDNAJF BUERAL K1)
JUR ]

splicing junction

RO

B BEETINBFHAEFZIHFIDNA
Feole IXEEFRHIAAAE— E DR HE, A
A AL BT I P R 3 BT mT A U

split gene

BT REH

IR DT, HIBRFHASTF
MR VE 2 S5 BE D, X P TE SR RS R
B v AL O T RSB RR O T AR
7 R

spontaneous mutation

BERT

LEANAEAEAT AT 2 50IB T FI I & 2B 1 58
o

sporangium (£%] : sporangia)

HFE
YR T I A A . RT3
FEAERHLT, TR MR TR, AR

Ty KL o BEER . /7 A
T A RMEVERC TR, JUEF Y
ORI .

spore
mF

1. AE e A hae kKA
A A0 s — Se 7 T iR TR T
MEM ), e AR LR
FAFAE: 2. ILR, MEIRRZ I
AP E ) 288 AR AP R AR R A

spore mother cell
A
T B4 B (sporocyte) (4[] 3 i o

sporocyte

A

o ZREARP R Ay, OB R AR Y
=B =37 STURE

sporophyll
\Frt
HEBFENM .

sporophyte

Fk

GER /R RN A L AR e - 7 N2
B S5 A A A

sport

T

— R A A, BRI SR AR
IR AT A R R B IS, HENE T
H R SARF A, e R AR R B (KB
REARG AN TN, HKZH
AR RAT N

ssDNA
HHEDNA
H5EDNA (single-stranded DNA) 11455 .
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SSR

BRESFIINGES

fij #. 5L 5 7 41] (simple sequence repeat)
K45, . MIEFY (micro-satel-
lite) .

stacked genes

HEER

fig A2 ) R BE DR 20 P AN B2 A BE R T
N B, —HY& AN EBtE
B, 5 AR R bar kA .

stages of culture(l-1V)
HEFRMYER(1-1V)
: % (micropropagation) .

staggered cuts

REEYIO

X FRULEHIDNAGUE R B —mes, D)%
77 A TR A P R B o

stamen
R A RN T, B HEE
M.

standard deviation

PRERE

FAGeit 2 7% B — A Bl — AL 5
) 2 R

standard error

FREIRE

FHGE VL2 J7 325 P00 — b B A4 b i A A
PREIE A .

starch
TE
R4 3 T ) B K 4K & A 4 R
FER R L, (B Ty
Mfrh . W HAER TR R, AT

FA Tk Tl . 2 — KR K%
PERIR B, O N TR LG ) A
WREW, EfEEMNZEIER. T
Wy AE PR P RE AR BB IV 1 T KA A T B
PIAR B

start codon

EIRHET

i SRREEE M REBNEL T, &
PERAEMLITLREIIE. AEdnish, a2
T AT REAEAUG (B AN- B2 R)
TRADIEIL R o GUG (B A S EIR) «
BT, RS ONAUG, B
NEEIR . UGS T T RPE R
IEAELR. A Y. #BIFZAY (initiation
codon) .

starter culture

L EEF

I E ) b LSS AR A i
M ARG R

stationary culture
BEER
AN B AN )5 1

stationary phase

faEHA

TeXTEER )5 AR K 24 TR IR
I B 4R B A B A A . L HE K EA
(growth phases) .

steady state

RERE

TEESERE T2, FH 58 &
A M ECRE AR A IRPIRES -

stele

R

AR B ZE T B ) )
o
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stem
=
B WEAR . RS E R M b 3

Hoys AHAM bR BT

stem cell

il

— RO R R, RE Rk T T4
Wi, 706 IEAE 5 VE R e 1 ik e
FIA MO T ARANES SR04 B X T3
T I — MR T,

sterile

EE/AE

T AN TR ARG AR 1) B R R 5 T (B
e JHER) s 20 AREF AT

sterile room

THEZE

T RE& FEER L IEAm, WER
AR5 INES BB LR 2.

sterility

¥ N-L

FRUME G A, — MW 58 2 el
ARer BT DI BGETE NS T .

sterilize

KRE/ETRE

1R GRS R AR
FRICEDD; 2. A2 A fa AR A EE

Steward bottle

Stewardjfi

FH T TR A 355 77 2 v 1% 5% 4 i FH AL 2R
eI, AN B R ST R A Bl ) 43 ] 4
MR N B A RS TR

sticky end
HhTE K iy
JL: FE{H (extension) .

stigma
sk
TLAEHZTERIRG I 10 B

stirred-tank fermenter

XL

— Rl T A B AR A K A, S
rhE o U B0 27 1R PR A i A AR
HEATHEE

stock

FhRED

— NGB T, W K (root-
stock) .

stock plant

Bk

A 4 ol SMER I R W . BEFR Y
BB ARAE, DAL A S AR 4 4% 1) 5

Ho

stock solution
iER&
TR R & 28w A s

stolon

RS

ACPAEKTHU RS, 76— L)
TG, B E K LR RE g
A E T R 2K BRI T 2 T MRS A
3 R R

stoma (£%#] : stomata)

atih

1. Bk BN TE TSN AL, R
VF 2 LA HESN ) LIME T TF 15 2.
T e ZERE LFL, AT AR A
HARAS I, 2R KIY. AR IR/ANL
FH—3 R Ba. L. RIAEERK

(stomatal complex) .
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stomatal complex

SAEEHK

CFESRFLL AR DA, A e
(RAH ORI 40 e o

stomatal index

SFLEH

FIMKRFLE LM e . XM ERER T
LEEEAN R I KNS AL . R
B T A X JEE RN T i R AT 5 )
LT BN AU

stop codon

&= T

JoXT I ARNAZY 145 1 B BRIE N £ ARG
() FZE R =I5k, & &L,
VD TREA NN %1 Ve o) S 2 S e
T UAAGREATETE ) . UAG (BEHT#
7). UGACREA#YT) o [n) i
522 IEF (chain terminator); FtX &
F (nonsense codon); Z&I1EZFY (termi-
nation codon) .

STR

ESREFIINGS

T4 R (sequence tandem repeat)
45, I.. BEESFS (tandem re-
peat) .

strain
L7 ER
M R IR AT ) — B S AR A

stratification

BRI

PR AR TR (2224°C) AL HE DUFT it
RERIM) 715

streptavidin
BBEFEMR
HBEAGA ZNE RGN ER. B

REORAZR G LRI e A DY TR
BRI BB AR E R 2 T

stress

i, e

AEA BRI B ORE . H R
46) BUARAEY (RS, v, T 5R5E)
THERT LA A

stress protein
HIEER
. #i%EH (heat shock protein) .

stringency

P

o B GEDNADRNA T & S DNA B
RNA, Z{DNA-RNAZ% & K (1 [ B 4% 1
(HP % . SR e TRk ERIpH) o s ™
PERE, WA SE AT I 2 1 A BE B O
B R EEMERB R, B R
FERE LSRR

stringent plasmid

FEE 1 AL

A 240 G (AR SN A — IR B2 3
FkL, SR A, B2
ML

stroma
[8] R
W BRI SRR B R AR

structural gene

SRR

it 2 IR FE N, A B sl 4544 T BE
S 2 0 BAE A E OB A AR Ko T
.

structure-functionalism
HHINEES
SR ) B g5 M RN L D e 2 (8] G R IM R
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WF, e R 2R B 2 A K2
7t

STS

FIREMLANES

¥ HIAR A7 5k (sequence-tagged site)
M4

style

TEHE

i FFBEEHEL T RN, e
i BAAEAEA RESTR -

sub-clone

T fE

K — A 2 v BE K K DNAZE 1 U1 e/
Bts HRRAREN BN OB L R .

sub-culture

PR EEF

KB R TR 3 B RS B R AL 1
R IR R FE Y I i
TR RE. [ ;154K (passage) .

sub-culture interval
& ETE
A1 B 2 P R ARAR 2 TR TRT IS ] T

sub-culture number
LY R
1 Ht e AR AR B SR (K VL

subgenomic promoter
TEREARNF

hFIE e FRAE A 2w E L
BT, AU R AL (U mRNA.

subspecies

i 7

() A A v 5 e A AT 23 AN TR R
WA D REAL

sub-strain

23

TE L 53 B AN B A RS B I AR R
BE, Z AR R RN B0
aibric.

substrate

;371

1. BEER &4 2. gl sl sl e A
KHVE TR 3. WE AR R
TE I

sub-unit vaccine

Id==RivR =y

— A EANREREN, WRERA S
G Ot SR R AT B/ R =3 Tt
EEE AR 2l A5 2 B R P 5

sucker

TREE

MHE T #R B A Kani ke (B 2, g
MW AEREZENE L, B IRARTE 5
feag bnl g RhaR, g,

suckering

YR

—FpE IR ETE T, A B AR
T S BURAME.

sucrose density gradient centrifuga-
tion

ERZEERERLE

AR AZ R FE /N T K I 23285 10 512

superbug

BRmE

B 2 W 1 8 (Pseudomonas) — W Bk [ A
T, H AR TURL A U 1) 45 Tl I 5 i 2k
DRI A ) AN SE DR AR o B 2 R AR T T
LRE B, b AL B TR W]
Wi TEF], W: Chakrabarty i,
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supercoil suspension culture
HBIZTE BiRIER

IHEEDNASY 154 170 T AH EAE =k
L S 1 4 R ZE BRI R B . %08 )
FHOSURE L M A 20 IR AR T XU
Bk ADEIREA TSR E -

supercoiled plasmid

AR UZHE B AL

N K Z BN BRI, L DNA
B RAI R G, A B TR Al T A
Jio 42 AU DNAIN 4% £ B J5 , FORLSr 17
BERSAT T ) T T8 B AR E S5 1

supergene
BER

—H R EBIL R AL I, W RED)
e HA AR

supernatant

LiE

B E, NEYBDTE, BE
M RUSHIF T

suppressor mutation

=3

RE 100 % RS AR 1K) — Fh A%, ot —
AMRNAGE A (15845 B b8 Al L O
TP 5,

suppressor-sensitive mutant

i) EFaURRE

Fa LR ARTE B ast AT 5 7 Gl 87 A7
TR ARG, BRI AR K

susceptible

5 Bk

TR BEHCAE £ 4 s AR S M B I 1 10
F, R XAl Ptk (resistance) , i

(tolerance) .

i (21 U 1 s W L 2 1 R B R 8
FrHE Y5 o

symbiont

HAEED

55 G A AR A 1A% B Sk AR 1 2E
Wtk

symbiosis

HEH R

VTl AN [ 355 A4 A2 0 T il ) 5 2 IR R OIR
A, MRS WEHAH, SFHmE
WIS 32 e JUTR R LA 5]t 2
FHEY) 5 IRIBE (L ALk

sympatric speciation

[=) 3 40 P R B

A2 VS E A IR B8 T 5 b 2 XSk (1) B b B
R

sympodial

AHEK

R b 20 TREF 1WA 3004k 4k 43
HEHD LK — R E . T
FAF AR, B E T TV K M 2R
A THEF I R 2l A K

synapsis
B’e
O AR 1R SOl o

synaptonemal complex

BREE&H

(55 . SC) B — Kk o AT A 45 R
N, )R @ AT X B A 11 22 37 R 25 1
gk, SCHEBRERL S, AT HREOM4
ik
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synchronous culture

Rl

A7 5% 77 B v 408 XS ) 4R B JE) B 1) 2 1)
I 052, R AR I N A5 i 4 e 5
205 3R] 20 5

syncytium

AR

90 M TR SRR YA, SRR
2N .

syndrome

FEAR

— FR YN RAE B ARRRE, HHRA K
Toft 95 9 B3 A A PR R A (R TR 25
$iE) o

synergid

BhZm A

1 A5 ) B R AL o [ P A R A R Az
Ao =AML IR

synergism
thE{ER
P 2 0] (AR ELA P R J8g v A2

), WE AWK, kA fEiE
HA (antagonism) .

syngamy

BEFHEE

E2IEPEER

synkaryon

—EAM‘

BF B F A%, 62K )5 B
?*Zrﬂ/\ﬁ’ﬁﬁi 7 AR 2 B 2 32 I A [
PRGN 5 T 1 R 2R R K R AR
synteny
B 214
FRAFAE T I — &R LKA RE AT
LG R I R W R TR AH G

PR E B HE P ORI .
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RN 55 BEREE S FIDNA%Y
T t T, PSS —ANE3T HlFEEEDNASY

¥
tag

T FRiE

[ BR R E IL: #R% (label) .

I SR I 46
tailing

T cell hili]E

T RE BRI, RImEEBEK 2 LW

FE G R R T BIRR AR LA . AR
Y8 2 I AN [l A 2 B T 40 it 8 o 4 4 o
PFER . [FH: TkE4A (T lympho-
cyte) . JW.: THEENSH (A RER
R (T-cell-mediated (cellular) immune
response) .

T cell receptor

T4 S (K

—HMHRESEER, TR E
DAL 7~ T4 M Py 2 10, HG O 5 40 i 9 928
Mo fEMREAE LI, T4 PR S0y
{5 DA P R 2 RELER 28 ) R v A ) kTN
B AR

T lymphocyte
Titk 240 A
W: TERAE (T cell) .

T,T,andT,

FEFEERAESER

PR DR R IR SR, SRACHARRRR )
T, HEEERHKT, THF KT,
PLRHE . 03 4 NS BAET 2T ACHY
PR FRIA AR, 1 J T 22— 2K,

T, DNA ligase

T, DNAZE 8]

T T A 52 e A 1 A A 1 B, i
EAUBEDNAZY T FERAME B

B RE BRI P EDNAS 73T R
Seu e W A BN KR

(homopolymeric tailing) .

tandem array
R EHES 5
W.: BEXESFS (tandem repeat) .

tandem repeat

BERESRFT

PN 5 2 A AH [ DNA T 71 30 57 34 2 HE 71
TR EE), oSk RAE, W] kk
AHE. [ S BECHESIF5I (tandem
array), BEXES/FS (sequence tan-
dem repeat) .

tank bioreactor

S M 52 I 88

T KR 2 REY (Al . Bt
B RS AR . K2 BEAX ALY I A
OR7 s 1N € e = S s A S R g
SATRE Y T SRR IR e
[ AR I Al FH 2T o e ] e % 5= 41
.

tap root

HiR

AR Ll L e AR AR K PR R R (4] a8
N o & iA: 7R (fibrous root) .
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Taq polymerase

Taq B &

MIEIE (Thermus  aquaticus) 153 55 3]
AR E RIDNAR A RE, T2 T
PCR.

target

BEE

WA, B S b R IR 4y T B R
Feg). FEET T, 7415 20U 1R
B, FHTESCEN AR .

target site duplication

BURES

R EF AN — R S 0 — /N B
SEDNATFH, T84 A S R i o

targeted drug delivery

HEAY

B iE A B X Z 5y 1 € 0] 532 B N
T A AL Ty 2, TS A 2 43
HERENLY HRIE AT A5

targeting vector

FTERERR

# —DNAFHI e K, iZDNAFY
FURAETE EA4 M h ke 8 RO AL 1S
LM,

TATA box

TATA#E

A% A ) I R e SR U A s ERE25-
30bp /7 a5 — B 7 M 4 1 i fi s 5 1)
{R5FDNATS . TATAHES H RNAZE & il
Motz 5 NERNRLG, 53
%AW A 8) 7 I PribnowHEZR AL, [F]
Xid: EH&METHE (Hogness box) -

tautomeric shift
BT RHBA
BBEIR T INEVL T — iR

Lo A A B A A 22 SR AR
K, BB ALREE A FRRLAMRK
G

tautomerism

ELTRH

PR Sk k2 T T BB R AL
TEPHRRZS T R I

T-cell-mediated (cellular) immune
response

TR 75 B9 (40 ) 5 7 Je K

Tt S URTHBESZ PR 11 il DL B Y s
F2 258 40 B e 52 21— TE 2 RO 19 5 92 i oy
THF, BHEH TR E

T-DNA
HOw M RAFETIFRAL — B{DNA
JrB, fe R N R W Al i Ot e R AR R
YW EANMY K DNA, FAER
T-DNA % 5 1) lig BE % 5 WL 1 & 0k
o (0 TR, K R A 4N R KT
W I TGS M T-DNAY: 5
ER A,

telomerase

Do Tdies

— 3 1o 7E A% AR ) G AR A i S T
T P 4 LU R am AL 45 R (R il

telomere

AL

EUAZ AW G 0 AR R s 52 ODNA T & 7
21N/ b =R S DR A oo AP R ]
TRDNAST I 1) e 4 PR L 2

telophase

FHERE

A 2207 R B AU RN 5 AP B
Ik I Gt A TR 53 24 40 B 1 T S A TSR
AN

= o
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temperate phage

IR E R

12 GAR AR CRUAR) A 32 40 B 40 i P i
WK (RE) . HRPRSA T S 2R
BB A, TR HCRAR e 1 1 ik 1
TR o

temperature-sensitive mutant
imE R RTR
HEEFER R e I~ AR A4

temperature-sensitive protein
mEHRER

HAEHE R i FAE T, e
i 5 G R m i ) R R T RE 1N R
Mo

template

¥

M TEREEEH N & R E TR
HERNAS R HEDNAZT F

template strand
AR
IL: X $E (anticoding strand) .

terminal bud

TR

FETRAR G OB, A ZETE 2 i b Rk
BIAE SR 2

terminal transferase
RimF
HEALDNASY 13" Hfiias INAZ B BR (1)«

terminalization

ik {EF

WA AT IR, ks
22 S RB 3, A X s I A Gt Ak
it o

termination codon
£IEFR
I: &1L =L F (stop codon) .

termination signal

KILES

FeRAT, TURRNABEZE (1A ) — Bt ik
BB,

terminator

&IEF

1. ZERRASIX T — BIDNAJT I, B
RNAZE & B 1 24 £ 114 BimRNAF)
f5%5; 2. e EEEEEY (GMO) HiR
) — P BB T B, A #F 548
AE, NIHLET 8 EFE A .

terminator codon
& 1E59
I: &1L F (stop codon) .

terminator gene

HERER

R iR SRR AR FIRA . A
SE/RER P

terminator region
#KIFX
TR ¥ T4 R — B DNAJFF .

tertiary structure

=R

1 e I K> T o 1 WA LA D
st =g, maE#E