B BRI %

S B H x £ i &
RHYvE Y H—2BZ>6F>UVAS RH mapping
RNA H—BARA— ribonucleic acid YRi%ER
RNAIKFHEDNAR AS5— ggé&%&l)gi\;/"ﬁl‘\—el“_z RNA-dependent DNA polymerase
RNARYAS—H H—DARZ—FYHL—E RNA polymerase
RFLP E—éi,S\iéU)— :_f:ll.l lrl;llull mayirieritrerigur gutyTtiurpyrinsIt, %“I}Eﬁi&ﬁﬁﬁgﬁ
HEHRE HLLLITFATL nicking
FAVY AL HLZTING isozyme
FA)BAT HLNETLR isotype
IBD HLNUP—Th— identical by decent
IBDYvE Y HLOUI—TL—F>UAL IBD mapping
7oAt k) vy H<AH ALY L acrocentric KRk B[R IK
TT=" HTITA adenine
7= ILETIL HIZFESHLTD animal model BEHEETIL
7 =< )LETJLBLUP HITEFDLTEHALON animal model BLUP
7')IL HYd allele X ILEIEF
FILE/ HH2UD albino
7a547 HH=LVA allotype
FUH—EEF HAN—UVTAL anchor gene
FoFaARY HALZEA anticodon
EST W—Z 9 Th— expressed sequence tag
FRER & LNELIFLLD threshold character, threshold trait EmisE
BiE LKLy breeding
A HEfl LK Liph breeding value, BV BV
EEEA R LKL D &IH breeding value evaluation
BiEETE LKL [FLvAK breeding plan, breeding program B
BREVATLA (KLl d T breeding system
AR LKLt ALY < breeding strategy BREEE
BEREM LKL ZEELY breeding material
BiERE LKL ESDED breeding objective, breeding goal B BE
BiEEm LKLpYsA breeding theory
ERXE WIFLESIEN outbreeding
BEHES WFWLEDTS heterozygosis ATOES
EUESH WFNEDITS5HEL heterozygosity ATOESH




BRESK WFLED IS0 heterozygote ATFOESK
HEF R WLEHFLES nucleus strain

BiE LD migration

ERUA LV 570y aneuploid

B IR IEFRIR WEWDEAEWEDIFA position independent expression

—IRELH WBZAET=IFLY single nucleotide polymorphism, SNP SNP
MEMR WH5I5H site effect,position effect

— R HEE WHEEWWE-Lw first cross hybrid, F;

— B EE TR Lo EVLWTALIZDITA transient gene expression

— RS HEE L FALAHHEDIY £L general combining ability

—FERESD AR5 ESR T ST ST CoToTTET S5CP
BT L\ TA inheritance, heredity

EIiGES WTAHAZS genetic code

BIRF WTAHK genetics

BinE N WTAZLISASA genetic covariance

P gryia ot WTAELY genetic distance

EiERE WTAIFLILD inherited character, inherited trait

BiEF WTAL gene

B TFBEA WTALWZwS gene migration

B FRAE WTALWZwSYD gene migration rate

BEin TR WTALDT: genotype

BEinFEE WTALDAT=H genotypic value

B FEREE WTALMNFVDAE genotypic frequency

BEEFESE WTALD=RAZA genotypic variance

BiInTFiEs WTALETS gene symbol

B FHRIR WTALEDSITA gene pool BIEFI—IL
B THEEBA WTALLAHMZ gene recombination, trangenic

BIETFHRRZAEY WTALLAHDZELVAD genetical modified organism, GMO

B TFHHBZEY WTALLAMNZEISRD transgenic animal BEFEATY. LEEREY
BEinEIR WTALITA genetic resources

BEFIFE WTALISHAK gene engineering, genetic engineering

B FEE WTALE locus

BL T2 WTALLATZA genetic diagnosis

BT WTALTS copy number

B FIRE WTALZESS genetic manipulation, gene manipulation




B TFER WTALENA gene substitution

BEEFEBROFEYHR WTALENADANEATSH  |average effect of gene substitution

BT WTALLT gene map

BEinF iR E R WTALEFEEL gene mapping

B TFEA WTALESIZHS gene transfer

B TFEAEFY WTALESIZHIES D transgenic animal FeE s SN
B FEARER WTALEDIFANAL gene mutation BIEFER

B FDZE WTALDT=IFL gene polymorphism

B FDOEHHERE WTALDANEATIH average effect of a gene

BIEFHER WTALIEDIFA gene expression

B FENEA WTALDEITEESICHS gene targeting BIEFENE
B FERE WTALDEITEIFS gene targeting %1‘/9—/7‘”—4‘/7 EETRE
B FHEE WTALVDAE gene frequency

BIEFI—I LWTALAR—3 gene pool BIEFRE
BT WTALSAEE gene analysis

BT T WTALALIS gene equilibrium

BnFERE WTALANA gene mutation BIEFERER
B FHIT WTALIEZS gene walking O—rr—xY5
EIGIFHR WTALLSIEDS genetic information

L FiRED WTALYDIES gene flow

E{nHEE WTAZEIDA genetic correlation

EE WTAHY genetic map

BIEHREMN WTATEHATLEL genetic homeostasis

EEHEE N WTATEWLLDELY genetic heterogeneity

B EERE WTATEWSLISIEN genetoic disassortative mating

BIEHHEE WTATENWEIY LS genetic gain BRI
BRI E WTATENLWS genetic load

EIRHIBE R WTATEMAITL genetic relationship

BIEHES WTATEEEL genetic contribution

BEEHEEE WTATEELYD rate of genetic contribution

BICHEEE WTATEFDIT5E connectedness

BIGHEE WTATEL2DA hereditary disease Bk, EBictEs
BICHIERE WTATESSEL genetic trend

18 B il 1] WTATEELEL genetic control

)% WTATEELSA genetic component




HIGHEE

WTATERITY

genetic polymorphism

BRI SRR T WTATEREIEL genetic diversity

BEIGHEEN WTATEESLDOEL genetic homogeneity

BRI ERE WTATEESHLISEL genetic assortative mating

EIGHIBE S WTATEDSY £L genetic performance

B = HIEE 1 ET WTATEDIY LD EIH genetic evaluation

BT WTATEIZWTFL genetic background

BRH/NTA—F— WTATEILLH—T-— genetic parameter

BIEHERME WTATEVLSILESSLD genetic marker BiEv—h—
BB HFED WTATESES genetic drift

BEHRTOJ7M)L WTATERDSHVD genetic profile

BEEHWERMY WTATEANALEL genetic variability

BEME=S)T WTATELITEZYALS genetic monitoring

B FEBE WTCATELY genetic distance EinIE R
BInEREDHEEER WTAENAZESIDFSTELS  |genotype by environment interaction

BinRE WTAUES hereditary disease EIWEER, ERtEE
BEIZDE WTASRASA genetic variance

BEIEER WTANAL genetic variation

EIEAER WTAIFIHA genetic lattice

BirY—h— WTAFEF—MI— genetic marker EEiEnYE
EERR WTAKILE mode of inheritance

BEinE WTAYD heritability

EREARRERME [ vee e SV = IS Tincrosshred A HYARTLYR
ERENTIORARME WAL ESSKATIS5E DL |top-crossbred

BEERE AV RYSTF { A outbreeding EBRE
A2P8A WALKAY incross FlSFEIE R RERHIE
APRRTLYR WALKAT ShoE incrossbred o TR SRRRTEISSCARIRL
iy S WAZATSIELY assortative mating

é‘/_*zgzlr?/ \A(J)FA 2&‘&%‘5@5liL\,SiL)be\Jf—LJ: in situ hybridization

AB—NILRIEDY WAT=—IEDFSUAL interval mapping

AokOy WAEAA intron T 1EER 5]
DIRFTAyk 52T ASRADE Western blot

PFIEE A S5E5MARD feather sexing

ooVl 26L% uracil




IxIY AEZA exon &S
oy AL FEA exon EER S
SSCP ATZATL—U— single strand conformation polymorphism —KiHtEE SR
STS AT TW—ZY sequence tag site

IERAVR ZU09 LT epistasis Rttt
IERZL RDEL ZUT LT SASA epistatic variance ISR
HEE K oLz VBT F,

F. 318 ZSDhAEHLY F.hybrid

MRNA ZUH—DAHNZ— messenger RNA Ayt Uv—RNA
FTEMBESEGRTFESHK |[ATALBL— majorhistocompatibility complex, MHC

MGS €T /L ZHLL—ZTHTH MGS model BAERXETIV
ILYkAKRL— 3y ZNEBIFN—L&A electroporation

B AAE base

BER ZAEDLN base pair

TN Y — ZAIFAE— enhancer

IEEILAVE BIEIANDHAE response element

1B BIFA bar

G755 A2k ENITESLCHAL Okazaki fragment

BEATITHRE BELHIFIFNTS weighting factor

BHTIHE HLHOITH weight

HFRED BOZISIELY offspring-parent mating

N 7EEC S A ERY (he) intron 4=
Btaak> MLZEA initiation codon

R EREE MNFESH LKL ES open nucleus breeding scheme

5\ B LT MNSLNWTAL foreign gene

WERIRE MY ESZLE rate of improvement

o B 1S B A A ESESLECECD£S ;’rzzrgﬁigg:ceming improvement and increased

R BE MUY ESECDED breeding objective, breeding goal BEBE
REBE nEALLY poultry breeding

% RS nucleus

AR WA= karyotype

AL MNEA nucleic acid

GARLIE K MDLLEM nuclear reprogramming

&k MIFL family

RRIEH MFNLTS family index




RRIEIR MFNEAIED family selection

KRN ER MMFLVEWLEAIED within family selection

REB 2 MELLK L animal breeding

Rait MHELH domestication

Ra X BIESE % MEID WY ESESLLLIES Domestic Animal Improvement Law

REQWRIBERR MECANY ESESLLCECD £ girrog;: Cctti)gserning improvement and increased

RIEH S8 MAZLEITLISASA environmental covariance

IRIE1ERS MAZESIEINA environmental correlation

RIENHEK MAZEDISASA environmental variance

RiEwE MAZEINAS environmental deviation

REIRE MAEDIFATL indirect performance test

EHE R MNAEDEAIED indirect selection

BiELF FLVTAL pseudogene

HEMEGED EMNTENTASES random genetic drift

R E EMNTESED random drift

EIRiE =0y abnormality, deformity, mulformation

HERR ZLpAMIFLY reference family YI7LURIT7I)—
HRiE ELLHVALY rare breed, minor breed

AEREE EZLwI=A base population gz
RS =Zh< foundation stock HLpE R
AR Al EzLKLiph expected breeding value, EBV EBV
R E EfLNIS5FE WS expected progeny difference, EPD EPD
&R E EWLWHAIEDE expected selection differential

FAZ EH5 chimera EERESHK
pra Vs F ey inversion

¥ AER Fol{EIMA opposite correlation

HILEEE R FR{TALPISE reverse transcriptase

HmE RERS EFlDLEIFASKFLVND inverted repeat

Xy TS EP2RI3FS cap structure

#R 146 RS ZEPIMNATINA inter-class correlation

#REFEER R 2K ERSNATINAITINGS inter-class correlation coefficient

QTL Ep—TCL—Z5 quantitative trait loci, QTL =N EEEFE
#RA1EEE ERIHVNEINA intra-class correlation

#RMFERE R A EDSHNEINAITINES intra-class correlation coefficient




HEFREK TEIFIHFNTS coancestry SRRk
TLEOFEVVERTE ZES3EWTATLY sib test, sister and brother test

TEOZLVRED FESFELISFL sister-brother mating

HBREMNR FEIDOIMAZELSITSM common environmental effect

HiEHE TLIDITHA common ancestor

HOE TLEISASA covariance

#&ﬁ%&"}kﬁj\ %;5,SiAJ$AJ'H'L\,SiAI bUlII}JUIICII: vl tuvdrrarivc, cuvdlidarivce

HOWO FLEISASASAEE analysis of covariance, covariance analysis

HEM TLEOPSIHELY codominant

1751 Fr5hD matrix

175X FsO5NOLE determinant

BFELFEA ZLEWTALESIZHS localized gene transfer

R EAZAITNTS coancestry, coefficient of kinship HIAZE
ik Sy EAZATSIEN assortative mating

I =TS inbreeding ik kg
R HR AT inbred line, inbred strain

I3 R A EATS T AS LY incross

X RHTE EATHIFNE oL incrossbred A2HARTLYR
ﬁﬁ{%%ﬂ %&:5['}[,\@'5 bUC::b:CIﬂI: Ul |||U|CEUIII9, IIIUIUUUIIIU

I 3ZIRIE EATHL\ inbreeding depression

IREETT FALLWTAL silver gene

ik s B EALATSIEL inbreeding R
J7=> <HITA guanine

HEEEEN)RTE {AHHHE (DY &L FATL combining ability test

HEHEEED KHHHEDSY £ combining ability

FHiZ {HMA recombination

#HLZ i {HMZH recombination value

4B 2 2 DNAEER KHMATN—ZAHBZ—LoITA  |recombinant DNA experiment

JIVEn BHHMA walnut comb

ya—=2% {BH—IZAL cloning

ya—y {H—A clone

ya—2E B—AESSD clone animal

B A flock, herd

Bin situ NTVF A £ FOCSDASVBR RN AU fluorescence in situ hybridizaion, FISH FISH

av

F—LLA

BERE

[FLVEWLMFLILD

economic traits




i B Enifh [TLWLDTANA transformation

T B EY [FLLDTANAEIRD transgenic animal EBEFEAHY
MEHRIR [FL\LDIEDITA phenotypic expression, manifestation

T3 [T\ 5T—7= enumeration data

iR (FL &S strain, line

RigEEE (FLESLKLBIES pedigree breeding

R M (FLNESIMATIED line cross, strain cross

RIFERRHTE (FWNESMATSEDL line cross, strain cross

R KEL [FULNESTSIELY line breeding R IE
e (L ESCw phylogenetic tree

RIFER [TWESEAIED line selection, pedigree selection

RIFERL (FLNESZESEL strain development

R EGE (T ESIFAL &L line breeding RAK TR
IR (FLNED S pedigree hatching

EIRIFREH [FLNEFNVTS path coefficient

ATERE (LY ESFL\LD metric character

HET—2 (LY ES5T—7= measurement data

g2 (T DR EMT= blood group, blood type

m&xEEEF (T2 ZEA=L\TAL blood group gene

miRE R (FDZENFISIFA blood group antigen

MmERE S R T L (t2z2EA LT TL blood group system

mizEH% (T DZAAIFLNTS coefficient of relationship

mgE & (TDZ AT relative

RK [+-LD deficiency €3=3232))
m;& [ToH LY serum

;&R [To8 LAY serotype

KRB [1-%<H missing data, missing value KRBT —4
RAlT—4 [T2%<{T—1= missing data, missing value V&L
RERE (T2 TLMFLNTS decision coefficient

i [T2&5 pedigree

MmixER (o2& AIED pedigree selection

7/ s FDL genome

) LAF v FRLFE LA genome scan

7/ LT DL SRAEE genome analysis

7 LTAT 5 — FRLHLNSRLY— genome library




R IR E FAIFALY grand parent

[R3E fALw parent

BE R FATISAND meiosis, reduction division Rty 34
BRE (A TLY performance test

XEEH ZHTEES interaction

X o crossing over i
T 58D cross(ing), hybridization

RHEFE Z5&DLKLw cross breeding

RjHiE 58Dl hybrid, crossbred MiE
REVL Z5E DU hybrid chick MIEBU
XX FE ZoEYD crossing-over value

e Z5EWMFLNED composite strain, synthetic strain

B miE Z5EVDALY synthetic breed, composite breed

BiEEET Z5F5LWTAL structural gene

HIER S| Z5ZSELNhD exon IHYY . IXIY
E3AY 2510 progeny

FBRBE Z5EWNFATLY progeny test(ing)

BEAMEGFRIR HIZHS3ELWTALIEZDIFA  |stable gene expression

i oL mating

st OUVLIEL disease resistance

hREEaE SUESIELLKLY breeding for disease resistance

EEATEER HOIFECATSEAL LY yeast artificial chromosome, YAC YAC
BEBAIRBHSI(IF)— [T 00V EVESNSVTVIY YAC library YACSAT5!)—
T P58 Al % ZHOBAMNARDIES sexing by the presentation of phallus

BEETIVAER CHATHIHTHIESTLILE mixed model equation

EBIRERT LLELAKB EHLTAL extended black gene

RE _= error

BENH CISASA error variance

=P &N CFHE cosmid

JRIRSATFY— CTHELNADY— cosmid library

B AELR =W AIED individual selection, mass selection

EAFRER =LA~ AL individual variation

BEEETIL W4 TH animal model F=IILETIL
aky _EA codon

AE—RIEREFRHERFER

O 9 oLV CAELILYCAVL TS J
I+ £

copy number dependent expression




av—iv)L CE—L2S commercial EHAE
av—o v )L CFE—LvBHV% commercial chick

a0 VE7HE CAAUBHIFA Columbian pattern

BEETIL ZAT53 TS mixed model

a 749 ZATNS contig #51k
YATETIL SLWHETD sire model RBETIL
HEANTEABRE SNEALATSIHAL KLY bacterial artificial chromosome, BAC BAC
WEATREBHESATS)— fi“;fjfl""’”ﬁ/"b*(t“b“ BAC library BACSAJ5!—
=IN_FE SLWCELILELLDIFED least-squares method

R E A SWMESLDVTA cytoplasmic inheritance BoEE. EAVTFILEE
RAHTEE SLWWS5F LTS maximum likelihood estimate

=AE SLWPSIFES maximum likelihood method

EX AN native

BREBRERTE ;c;l,a\LJJ:’)'li'AJHL\,;«\Aﬁ'L\'CL\ ?:;:hggear unbiased prediction method, BLUP BLUPE

= BIRFE AR Tl SV ESEAITLASANAKEL best linear unbiased prediction, BLUP BLUP

R RIRNFRLE SN ESBAITOEECIES best linear prediction method

AL Y— SLVhAES— silencer

HE S frizzled feather

WFEN LTS (&L non-random mating

oIy Ta00 STARHHTLAL southern blotting

HHoJavk STAARADE southern blot

MiE ol hybrid, crossbred ZiE
HrERD ToLpELSHELY heterosis, hybrid vigor ATFO—LR
HEE—AK oL ELWE Y first filial generation F1
MEE—AK oL second filial generation F2

A ONAN oL Ui hybrid chick THUL
=SB THE SAVWTALE Ly trihybrid

=R SAITATSED three way cross

=R HE SAIFATSIEDLY three-way cross

=nxRfE SAIFATSIFN three-way cross

={&& SAIENEN triploid

=/ SAELDA pea comb 25
=WEEGT SAFLHLANLTAL pea comb gene

EIRTE SALAITATN egq laying test




ENRENESRE

SABAMDIYELLYITIFATL

standard egg layng test

REBEERXEEE YE{L&LIFNESFzAIELLD GFP, green fluorescent protain GFP

cDNA L—Th—Z8HhZ— complementary DNA, cDNA FE#H(F9)DNA
D=V B—yTA4Y C—At=—If>TLhAL gene targeting BIFENE
D 2A C—AIFAL gene bank

T—owvEVY C—AF>UVAL gene mapping

ERRR LITAMIFLY resource family

AERRH LIFAZSED test crossing

b5 R A fiE i Aa LIFAEWECENMES primordial germ cell

FEEER(GE) LIS5EAIEDUFES) index selection

2 AVEFEES L3 EK3ELvhD cis-acting sequence

HAREX LEALST: natural selection

EIRE{GEE COIFAWTAZESNA realized genetic correlation

EREEE COFAWLTAYD realized heritability

EHEIRE ColFABAIEDE realized selection differential

BHRE LDTETFLILD qualitative character,qualitative trait

EERE L2 FLLD all-or-none trait BliEfE
EFRZ C2&S5FLy commercial av—iv)L
EHE C2&556< commercial

ERUVA CO&S5U%E commercial chick av—i vl
AN 2% LELA cytosine

L2al—iay LApn—LLA simulation

REHE Le<ETSM scale effect

(£ Ly species

ik i 55 1) LSMARD sexing, sex sorting

EERTE L3T3FA T station testing

EEENENIRTE L35 ABAMSY £LITATLY [standard egg layng test

kol Lp5LZEA termination codon

IEEhEETF L5l &L\ TAL modifier gene

PR L5 Z5E 1LY broodiness

£H LS57=A population

EHERF Lp5ZAWTAHK population genetics

£EA LpSFZ AN inter-se

EHDBEYGEKRES L 3TZADRSI5LEERES effective population size

EX: Lw35< duplication (ZBED)




BEHE LS5 <{MA duplex comb, double comb
+XFiEln Cw53HALWVNTA crisscross inheritance

+XFRH CLw5HALI5ED crisscross

RERERE CwAMABAIEDIES recurrent selection

(D) LphA (D) interspecific

EADEE LphAISED interspecific crossing

HEEE LpMhAToLe interspecific hybrid

TEES (5. EIAERE) Lot (LpbAELEA) breeding cock(hen), breeding stock

B (av—IvILLERE)

LT (CE—LedELSA)

parent stock, PS

BEeE

LT <A

breeding flock

L L Lo LY C/AVL NN )

FTEHBESEGTFESK |, majorhistocompatibility complex MHC
TEELTF LpESNTAL major gene A p—T—y
FTEHBESR L ES5ZELETESSISFA majorhistocompatibility antigen

FEHBESERR Lo ES5ZELETETS5HEL\ISIFA |major histocompatibility antigen MHC

AN LpbA hatching egg

AR M CHANAISED rotaional cross

R EREIR CwAMABAIED recurrent selection

JIE#EY) ik Lo ASYEAIEDIES tandem selection

fLED CwAltiy pure line

HFRATEC CoATUNISIEL pure breeding

fxriE CwAT UL pure bred, purebred

AR B CwATWNEALEL pure breeding

JIE 48 B8 CAZINA positive correlation

B & R B 5 L ADEIFASKIELVAD direct repeat

N4 C&ILELY epistasis IEFRRU R
ERIEHR CE5WLHETS5M epistasis

RIS ER LSV ENSASA epistatic variance IERZ RN ER
Rt RE CEINELNAS epistatic deviation

EHEIET C&SIFAWTAL conditional gene

BERER L& AL LIz autosome

EEBENER L& ALELIZLWNTA autosomal inheritance

EEBNELT CESBALELIZLWTAL autosomal gene

EEAaAY CESFALKLFZLELDY autosomal

&ht C&SIFA pencilling

ANBEH CALLYIT=A artificial population




N 5BER CALWEAIED artificial selection
A&8IX CALEST artificial culling
ATiZH CAZH5Lp iy artificial insemination
HERE FLTLLKLpH estimated breeding value

ERMEASZHIEETF

CAOODTELDI-AvaNTELILY TV
1

dermal melanin inhibitor gene, Id

SNP ENRS single nucleotide polymorphism, SNP —i5H LA
RITSA4L09 T ALLLAL splicing
ERD % BHLERAR normal distribution
IEH R HFHLERLISED reciprocal crossing
e ES HWMFASSE restriction enzyme
HIREE R Y 1 5 -E:,J;L-{A,,_j{—ﬂ-of:/u«/ug &> |RFLP, restrlctlon fragment length RELP
= polvmorphism
%']BEE%?%H‘E%E‘-J ;E\b‘l)/u; I CIZ'SVUD KR IICT] :\’::_':,nlvia:l::t::luu TTagITICTIC TCTTgTT RFLP
HlR{T E R AIE HNFADEENPSIEFES REML. restrictedmaximum likelihood REML
HIBR{TEEIRIE FWFADIEEAIEDLTS restricted selection index
S L SAND meiosis, reduction division PR ]
HIERFIFAS LWL LLIFLINDEDHS germline chimera
HEEE FULHFALLLLLD sex chromatin
(e B HFAL LY sex chromosome
ERETEFEA HFHUWLVLWWTALESIZHS in vivo gene transfer
EDQFIHILAVE FLDEVWELANDAE positive regulatory element
EMBERIE LA DF=ESELY biodiversity, biological diversity
5t HlLvhoh contig avT44
B3|k gLy o6 contig map
K 210 generation
el LA generation interval
IR E R EDLEANZEAIED truncation selection ::Z:g;:;ggal selection, selection by
2Bk ol ALKz Z chromosome
ZWE! HFolZ i Yp—hit: ZW type
2T LI FAZELSE full-sib, full sister and brother

EELIEVVRE

FAZTLIEVNFATL

full-sib test

EELILEVRE

FAZLIEVIIEFL

full-sib mating

EEL5VERE

FAZLIEVNEINA

full-sib correlation

R AETY HATVEFLY linear model
FATHE HFATHS leading strand




288 HFALLLLD chromatin

=R HFAL &L chromosome

Z2BEHEHEE HFALLLZLLLEES chromosome aberration

B =R ul FALLLVET chromosome map

2HEEFEA FALAWTALESIZHS systemic gene transfer

SNz Y HAZHNZY atavism

wOFEILLY FAHLDDA centimorgan EILAELL
EXRER BATALLES congenital abnormality

o hOAT7 BAEALDH centromere

=ik HAlED selection

EIRE BAIEDHD selection pressure

EiREE BAEDLLKLY selection breeding, breeding by selection

R HAIEDZECHA selection criterion

EIRRE FAEDELSE selection intensity

EiREE HAIEDIFLILD selected trait

ERR S BAEDFAMN selection limit

EIRENE HAEFDI5YD efficiency of selection

EiRE HFAIEDS selection differential

EREER HAIFEDLITA selection experiment

EIRIEH BAEDLTS selection index

EIRDIEFEE BAIEDDENHLE accuracy of selection

IR RIG FAIEDIFADS selection response

EIRE ‘AIEDYD percentage of selection

KBt HAIFA mottling

HE-YRES Z5H1=YIS5E0 diallel cross(ing),diallel mating HFA4T7LILYOR
HEIEEE TR ZIMTENTALISM additive gene effect

EMNEER S B ZIMTENTASASA additive genetic variance

B0 84 I 43 £ 30 F5MTEFDZAITNTS additive relationship

1HE175 ZOMAELSND correlation matrix

HEE G ZIOMAIFADS correlated response

==K ] 23250 L aggregate breeding value, aggregate genotype |{8&&sFE!
HBEELFE Z3Z3LWTALDY: aggregate genotype BB
QEEE D Z3CTAT reciprocal translocation E32D)
HEELAZ AL Z5LT51EN assortative mating

At 2 E

Z5=LMFNELVhE

relative economic value




A ERRE

W TELRSILIE

relative economic weight

HEFHRAZ ZOENKHMA homologous recombination

HHEZEBE Z3ESFAL LWL homologous chromosome

BARREER 51295 EDHEANAN inserted mutation

HRREERCGE) F33FAFASKEAIEDUFES) |reciprocal recurrent selection

FE#EDNA Z5FTCL—ZAHZ— complementary DNA, cDNA cDNA
FH#EAIDNA ZIFETETLV—ZAHZ— complementary DNA, cDNA cDNA
=P Z<5 0y early feathering B
B3 B Z<MATSIEL intergeneric crossing

B EE Z<hAET oL intergeneric hybrid, genus hybrid, ZohAET-LY
B E S ELT ZLETEZS5EL\WWTAL histocompatibility gene

HBE SRR ZLETESSELISFA

HBEENELGTRR FLEECWTEWTALIEZDITA  |tissue-specific gene expression

B—LF 9T AT Ny R— =—([F 2 TWASARL=— targeting vector

TATARYY R f=—1=1FoKF TATA box

B—IR—F— ——HR—T-— terminator

FAFLILYBR L d<{r7 diallel cross(ing)

FATLILT AR ZLWHpnbdTd & diallel test

B1E =Ly degeneration

AR y0—> FzLEWNESKA—A somatic cell clone

Xk fzLWSWFESSRAND

AEREEEF =L DF>TLWLWTAL homeotic gene

*I LB F =L\ DWW TAL allele 7Y
ZR f=IFLy polymorphism

WK EZAYp—8 AL &L W chromosome

ZEER f=AIED pleiotropy

B f=AhA single comb

g Al f=AZEL

EHESH fzAIELL DTz protein polymorphisms

B 5581 late feathering B 14
3874 HL lethal

B EEF HLLVTAL lethal gene LUMILEET
BIEEARLTE HLEDEANALY lethal mutation

RBETIL L5 EPEHTD sire model HYAT7ETIL
FIU b#HA




EEM HEO5HE L overdominance

BEERTE HE{EDIFATLY direct test

FoR=y 25 association, synapsis (ES=X2N0))

tRNA ThW—H—DARZ— transfer RNA, tRNA ;52 R T77—RNA, EEFERNA
DNA ThW—AHZ— deoxyribonucleic acid, DNA TAXYRKEE

DNAKFEERNARY AS5—+

Thw—Z2HZ—W\FAETWLWH—BZ
HBz—IFYHo—H

DNA-dependent RNA polymerase

TW—ZRA—AAZELNDITo

DNAGEELFIRTE & TWNES DNA sequencing

DNAFEE R ALY TN—ZHZ—FDT5EHLVA  |DNA binding domain

DNA& B EE R TW—ZAHZ—I5FL\5%F DNA polymerase DNARYAS—F
DNAY ¥ (L —X TW—ZHA—Lel\h—7 DNA gyrase

DNAE1E TL—ZHRA—L1HI 5K DNA repair

DNAFv TLW—ZAHZ—5oR DNA chip

DNARRAYAS—F TL—ZHRZ—EIFNZEHH—HE  |[DNA topoisomerase

DNAE &R Th—ZHZ—SENETA DNA replication origin

DNARYAS5—+ Th—ZHRZ—FYHL—H DNA polymerase DNA& RS
DNAY—HhH— TW—ZAHOZ—F—Hh— DNA marker

DNAZA/a7L A TW—ZHZ—FLKAHILLY DNA microarray

DNAYH—+ Th—ZHhZ—Yh— DNA ligase DNAEHEEE R
DNAEHEEE R TW—AHOZ—NAITDIISZ DNA ligase DNAYH—¥
TA X RILER THELYIEN A deoxyribonucleic acid, DNA DNA

WG E TEHSE adaptation, fitness

TAXT THHH telomere

TAAZ—F THHHL—H telomerase

ELTERNA TAVH—BZHZ— transfer RNA, tRNA tRNA
BRIKEN(GE) TAEZWNES(FS) electrophoresis

EREE TAZ translocation (RBEFD)
LTRC TAL® transcription

REREF TALBLAL transcription factor

SR FHE S EBAL TALBLALIFDII AN transcription factor binding site

BERE TAL®ITAT LY attenuation

LTREEHE] TALOLEIED transcriptional control

RERER ThAEDFANAL point mutation

=B TAIRA spangling

ToTT IVERKEN TASUITDTAZTZNES starch gel electrophoresis




{ESRNA

TANWLH—DAHBA—

messenger RNA, mRNA

MRNA., Yt U +—RNA

=R ATED ESZATSIFN disassortative mating

R&EELT ESFNTAL multiple genes, polymeric genes

EHALLES () ESTFUNL(FD) contemporary comparison

HatEn ESITWVNTA statistical genetics

HEHEEE ESFLNWTADNK statistical genetics

RHES ESHWEDIS homozygosis REES
ERESH ESHWEDI5HE homozygosity REESH
BEIEESK ESMFLEDIT5=LY homozygote REESK
&K &1 culling

EKE ES5t=HD selection pressure BRI, EBIRE
BAEE ESZwS5LLlLnp introduction breeding, breeding by introducing

ElRERE R RE R galéhbm%&_’)(ﬂ\b\h_jéf incross % I=F
EEEERIEES ESVALBIFLESIMATIED  |strain cross

EmiEhy TR e ESVDALRELRISE DL top-incross

EMIG ES353DI5L&5 animal bioreactor

@8 3 Ed ES5BLNIS5IE assortative mating

Ei% 354

e EEEN ELLplHHHEDHY £< specific combining ability EEHSEEEN
BEMESEEEN ELTULKAHHEDHY ££ specific combining ability bR & HEEh
ILEKKE GE) EXLYDEST=FT LA (1F5) independent culling level

I DA ELYDDIFESZEL law of independence

BIARE EfzLMFLLD carcass trait

RRER EDFANAN mutation

EREEERETF EDHEANALNTAL

BRERR EDHFANALYD mutation rate

Pk P27 =P8 EDRNALAETY topincross BlRiENy TR HEE
by JHoBR EDSKAT topcross, top-cross

by oBaRTLYER ED3KAT AN E topcrossbred

BA Elzw> introduction

FOURDIZYY) ELATLRITOK transgenic

FSURDTZUHEY ELATLRIZTOKESARD transgenic animal

52 ZAT77—RNA EBLATAH—H—BARZ— transfer RNA, tRNA tRNA

rSURTTHL IV ELAT 5z L&A transfection
R [ZIFATHED two-way Cross




ZRE [ZIFATSIELY two-way Cross
— XA iE [ZIFAISIEL LY two-way Cross
—wx T AR [ZoTALTT & nicking test
=vy 2o nick
58 0y 2 1858 S 4 5?§L}®b\b\b}$5%ab;<%< Target goncerniqg improvement and increased
2 production of chicken
Z{EK IZIEC =0y diploid
XYLAT B<nbleE nucleoside
XHYLAY)—1s BB Z—L nucleosome
XPLAFE BhBbLE nucleotide
FEHE-YDBRRE RABVDHNY LY &S
BENRRTE DY £LIFATLY performance test
/—H¥rJayk N—EASHoE Northern blot
/YT B DHKBHIEESSD knock-out animal
I AEY D2 NVAEIRD knock-in animal
Fifn DYMZ crossing over RZX
Tz DYMZ crossing over XX
3] DYMZH crossing-over value FEHufE
FERE DY ZE crossing-over value T
N—T A DARNIVT DKL [[F—TubhWOARBLEDIFESEL Hardy-Weiberg's law IN—T 4T —5 DiEE|
INAF AV TAITAIR [FLBVASBETNKT bioinformatics
INAATH/BD— [FLBTLDAL— biotechnology

INMTYFALE-S 3>

FLSYENE—LLA

hybridization

NDRAF—EVTEIETF

[F53FE—UVASCHTAL

housekeeping gene

j\\;—;‘_n VANAERTRER Ei@éab\é?(’\—c/"uioﬁ& baculovirus expression vector

INGTI)AT7—2 (FLTYHSH—L bacteriophage

BAC [E-o< bacterial artificial chromosome, BAC HEATLAEK
BACZA75Y— [FoKBNR5Y— BAC library HMEATRERI(TS)—
BAEXETIL XIEMN=-F 53T maternal grandsire model MGS £F /L

NFasA47 [ERAFLVR haplotype

INTTE E5hA rose comb

FELIFLY [FAZEIZL half-sib, half sister and brother

FEEIELKE

[FASEIENIIEFEL

half-sib mating

FELOEE

[FAZEIEVNEINA

half-sib correlation

FHIA

[FAF 570

haploid




e [FAEL sex-linkage EE
FEm [FAELNTA sex-linked inheritance i
FHEEELEERT [FAELDHLELRELTAL[sex-linked dwarism recessive gene

FHIEETF [FABLLTAL semi-lethal gene, sublethal gene

AR 5T A MR [FAIENESTS5EDL commercial hybrid =%
RIEES [FASKIEWLND repetitive sequence

RIGEC I $h % B [FASKIFWN DT S571F0

RIEE (A SKYD repeatability

FREFMEE [FAIFFATESLEL semiconservative replication

BEAX FALA

PEF U—L AL P element

PCR U—L—bH—5% PCR, polymerase chain reaction RYAS—EEEHR S
B (EARA)E UM(FALELIZL) BT comparative map

N FE B ULLIHFAL &L microchromosome

JEAEMEEEFIR VEIMTENTALISH non-additive gene effect

JEFENNEIEIR 7 B VDZEIMNTEVNTASASA non-additive genetic variance

JEAE L R ER VDZSLIS5IEL disassortative mating

FEHEMERRIG VDZEILESBAIEDIFADS asymmetrical selection response

TR D F=L\LESSAS asymmetrical distribution

JEXT B FEEEER V=W DWTALDNAZSTELS |inter-allelic interaction

WENEILT UESWLTAL minor gene, polygene Ryo—>
BEBEEET VAL TAL covering gene

JEEAE B DO ENISIEL non-random mating

AT VBT VOHATBHNTA non-Mendelian inheritance

=AY V&S IF phenotype FIRE
Egy il V&3V phenotypic value

REFER VDESITVLEAIED

F=E4EES V&S ITWNESIMA phenotypic correlation FRIFEIAEES
FEFELURE VD ESITFNESLISF L assortative mating =R EI KA AR
FEE V&3F VS phenotypic value FHEE
FEIEELIRED VD &ESIFWODESLISIELY disassortative mating REIEFERR
FEHEK D &ESITWRATA phenotypic variance RIERI B
KRR V&S IF AT phenotype =R
FIAREEA VDESIFADF=ZFINA phenotypic correlation = R AR
RIEE VESIFADTE phenotypic value = EE




RIAHER VDESIFADTZSASA phenotypic variance FRHEL

S VD &HLENTAL marker gene I—h—EEF
REL VLS AD standardization

ZERIRE V&AL ANEAIEDS standardized selection differential EEERE
REERE VEILWARAIEDS standardized selection differential BiRoARE
EREG TR V&I TEWTALLAMNZ gene targeting

VABEDR VALUISH bottle neck effect ALY IR
Mg R VDALBHLY &S breed improvement

FniE VALY breed, race

o A ] 3 3 VDALBHATSED inter-breed crossing

eniEfE R T VDALY MNAZSEDLY crossbred

on A8 [ 32 i VDALBHIATSIELY interbreed crossing

FISH AhoLlwp fluorescence in situ hybridizaion, FISH B Iin situ NAT)F (-3
DA H—=T )Rk SWAN—SYAEIFS finger printing

IEEENE SHhAEAPSELY incomplete dominance

A 5e 8 AhAFANRAS incomplete linkage

B REH ALLLpSTEA sub-population S ER

(e ALY replication

BERITS— ALENZH— replication error

B H A R ALEVHLLTA replicator

BEXRILEIGF A=W DLVTAL multiple allele

Ein SXYA Lacing

R BN paternal line HEXR. sire line
BEFEMH AMFAIELYSTZA infinite population

TybT) UK S2ESRYAEIFD foot printing

Y38 th ] ASDYULF physical map

BOHIETL A SDEVELZNDHAE negative regulatory element

BB ASARDSHEL partial dominance

BR 5 ESH ARANAE partial linkage

T543— ARBHLVE— primer

S SHYHE plasmid

TIARIRZA4TF)— Ao HELNSLY— plasmid library

BLUP S5 A0 best linear unbiased prediction, BLUP REHEEARARTA
BLUPE S5 2ES best linear unbiased prediction method, BLUP P R EAIs

method

597k

SB250FD

BLUP

BLUP%




TS5h— RpE— plateau

J)—F— AY—12— breeder

TREEF AYESWLWTAL deleterious gene

ITU—LVINRARER AN—LLAEEDFANAL frameshift mutation

JLA St breda i
REHEE ASNATLANALY discontinuous variation

Jatwyi g ARAHEHLAL processing

JOoE—4— ABEH—f=— promoter

poN: s SASA variance

DR SASASAEE analysis of variance

nFiEE AALWTA molecular genetics

N FELEF SAALWTAHK molecular genetics

7 FMFHRH SALITDZAITFLNES numerator relationship matrix

7 FIMZEFZREBATI SAALITDZAITWES5E LS50 D  |numerator relationship matrix

& SALBSTEA sub-population B RER
oKl AR distribution

N EED AR SAYDIFESZEL law of segregation

pol 324 SAYD rate of segregation

TEEEFHERE ANWEAWTALISH average gene effect

FASEEE ~NWECA closed flock

R EE ANWECALK LY closed flock breeding

FAtHEE ~WELSTEA closed population

Ny — ~Lfe— vector

A7 0 ~NTH heterozygous, hetero

ANTO—U R ~NTA—LT heterosis, hybrid vigor HMiEARE
ANTAO—LRAFE ANTH—=LT LKL breeding for heterosis

ANTHORNA NTHINKH—BDARZ— hnRNA

~ATO¥ES ATAEDIS heterozygosis BERljza
ANTOESH ATHEDT5E heterozygosity BREAH
ANTOESIK ANTAEDITS1= heterozygote BREALR
EEEIET ~NAWNTAL modifier gene

ZERE NAESITFTS coefficient of variation

rE ALY £ variate

EEMDR ~NAYESTHH random effect

TEHER ~AY ESBIFLY random model




5T EMA supplementation

TR R EMNAMAITLY complementary relation

fH TR BD EFMNATEZSIEL supplementary crossing

7% E3pN maternal line JE% , dam line
BRER XITWEAIED maternal line selection

BEHE F4525H fixed effect

BliEEn FEUL\WNTA maternal inheritance

BHESE EEWNI5H maternal effect

RIS TD25—EEEF |[F=HHL5z26—EFVTAL firefly luciferase gene

RELHYOR XEDL<AT bottom cross

AN IS F&BHo4ZHh bottle neck effect VABEE
RAFRY YR FHEIFoKT homeo box

RE F$3) homozygous, homo

REES FHE2Z5 homozygosis BEES
REZESH FLHLEDTS5EL homozygosity BEEESY
REESRK FEHLEDITS51=LY homozygote BEESK
RUALTFIL FYZ—LL3B poly A signal

Ryo—2 XYL—A polygene MEEET
RIC—EiE XYL—AWTA polygenic inheritance

RIVO—HE XYL—AIFLILD polygenic character

RURTFREERIIRAF FYRSEESALLLAL polypeptide chain initiation factor

RYRTFRERIERF FYRSEESLpSLLVAL polypeptide chain termination factor
RURTFREHBERF FYRSEESLABLOIWVAL polypeptide chain elongation factor

RAS—EEEHR I FYHL—EFNASIFADS PCR, polymerase chain reaction PCR
IR (E) FA50MKFD) dam-daughter comparison

#HER [F A< translation (EIEFD)
<—— F—Hh— marker

I—N—TV ANER F—HI—HLTEHAIED marker-assisted selection, MAS MAS
I—h—T7 I ANERE F——HLTEEAIEDIEFED

I—N—F 2 ANEA F—Hh—HLTEESIZHS marker-assisted introgression, MAI MAI

MAI EJA MAI, marker-assisted introgression I—h—T7 I RANEA
ALy ay FULBWAL2LLLA microinjection

247754~ FLWKAETHLVE microsatellite

XA 04T 54~DNA FLKAEITHWNETHW—Z A —  |microsatellite DNA

XAy FELzA mitogen




MAS F9 MAS, marker-assisted selection I—N—T V ANER
Rim B R FofrzAESITATLY acrocentric 7Hoatr)vy
i Eh R AR FofzASRESFAT telocentric

25 FOMA pea comb =#=
Shavky7? HECAEYH mitochondria

=Y T714-DNA AHIZEITHNETW—Z BT — minisatellite DNA

i A breda

BIEARE DENISIEEL random mating, random breeding

BUEARRER HLINISEFEWLSEA

A== HLr—L—A

HEATOR HFTANTAHH: female heterogametic type

AFILE HHEHH methylation

Ayt Uv—RNA HoFALP—H—DZHZ— messenger RNA, mRNA mRNA. ZHFRNA
ATV AL HATYT Mendelism AUTILEE
AT ViEIE HATBNTA Mendelian inheritance ATV X Ls
AVTIVRE HATBITLILD Mendelian character

AT IVEH HATEHLYIT=A Mendelian population

AT ILDER HATEDIEFS>%ZL Mendelism, Mendel's laws of heredity AT X L
ATIVE HATBD Mendelian ratio

Em HIHMA crest

EHA4Y HELK mosaic

RLUR M HELISED back-cross(ing)

RLHE HELISE DL back-cross

FERIM M EEF PLEWFELELDWLWTAL drug resistance gene

FEe UL &L agouti

ARESERH BSFAIELDSTFEA finite population

MEEIEF P35 TAL fusion gene BREEEET
AMERE W55 AIEDS effective selection differential

BOGERDORES BITSHELIFFANDEHES effective population size

Eit P50 dominance

F-4:3(D)) p5ELN(D) dominant

EBIEET 3L TAL dominant gene

FAESES B5ENISHh dominance effect

121 i) 10 pE 3k 5N NE LY LSE dominant control region

BIERRER B3ELEDEANALY dominant mutation




DL W3ELDIFESEFL law of dominance BLDxA

EBEEE S5 EL&LL dominant white

B4R 5V SASA dominance variance

EHRE BIENANAS dominance deviation

EL DA 5N DODIEFS5%L law of dominance EEnER

i KB repression

&S T ECHLATAL repressor gene, inhibiting gene, inhibitor gebe,
Suppressor gene

o oA KAITFAZSED four way cross

RAPD4M BUoE SAEE RAPD.(random amplified polymorphic DNA)
analysis

ANI7—o L= 5%—L )\ phage

MNI7—5475')— L= 5H—LolvAbY— ) phage library

S LIED AT THEL random mating

LAMP(;%) ,:'_)A/,Si[ia 'l‘—::\l\:l:::, I:.::Upv:lllculﬂlcu 1ISULTICTTTIAl

)H—t Yh—+ ligase

JavEFUMER R YEAVIGAEEATSITLY recombinant inbred strain

2L RAT73)— YSzNAT SbpdHl)— reference family

YTy — YShoE— repressor 1|

)R ER YIEMSA ribonucleic acid, RNA RNA

7Ry — L YIFZ—L ribosome

IJ7RY—LRNA YIFF—TH—BAHI— ribosomal RNA rRNA

iRoxyay YIE5z<LEA lipofection

EHEIE YE5TELTA quantitative inheritance

EMERF YES5TEVWTANK gquantitative genetics

ENRE Y& TEIFLILD quantitative trait, quantitative character

SR EEETFE YESTEFVLLDOWLWTALE quantitative trait loci, QTL QTL

kBRI INVE Y&{L&LIFNESF=AIELLD green fluorescent protain, GFP GFP

BRI YAMNATSED rotational crossing

¥ A 3T AL YAMATSIEL rotational mating

Yor—o YAIT—C linkage e

)AL YASAH phosphorylation

DUBAEPIL S D LR |WASANSLILELIBATA  |calcium phosphate coprecipitation

R YAIEATIED

RAERE BLLATSIFL grading

RS BNLATSFELL grade




JLE) A—H— BDHDH—1-— luminometer

LE(D) noELV(D) recessive

LB F oLV TAL recessive gene

SHEBIELTF noeWLVsLLVTAL recessive lethal gene BT
LHERER noEWEDEFEANAL recessive mutation

LHEEE o LMEL&L recessive white

LA AI)LA neEHINSY retrovirus

REML (G%) nH5UE3) REML, restricted maximum likelihood HIEHERLE
EHA nNAMA linkage FEr ]

EH nAS linkage Y lr—2
EHARAT hASHhNEE linkage analysis

EHE nASCA linkage group

EEH M NASHY linkage map

EET T NAZZIANTS linkage disequilibrium

EH T NAEANTS linkage equilibrium

EinEE NATLANALY continous variation

AyRXa7 H2EFTH LOD score

it HULHELY dwarf, dwarfism

BT HLELWTAL dwarf gene




