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® Mean of Posterior Distribution

WAD (yliwsli /Y o louis /o33l 095 | (y199 i -




e Dlao b o5y (Je g0 Sl SOLS BLS Sl (s 5

Oan 5 Ol gr o

e Skl Ly sa 5 odony i Fb & Saia o
o3 ele lagam O3y 5o Sospie Dol w@le i 52
ol odalie JB 5 gla sl b anglin

Olpsa) Aoy +/0 (ol gme mhaw 53 @3N 03y St ¢l
" e e 53 e 055 S 5o 5 SNP sue 44 (e mhaw
(\ Jsa>) SNP s0e YEA (ag c]aM Olgea) Ao ys 53 (gols
D3 Jos 5 w50 BayesCn iy L ools o
o O35 5 43N 035 o 55 S 0l Ol ol s .25 S
Lo,ls ome SNP sue Ve 58 5 S Lo ys 40 4k alols s
bootstrap .l ,; (V' JK3) sl 345 bootstrap i,
53 A sl -log Sl s lide js SLi e pValue o
Sldie 5l Sles s —log(pValue) Olsee 03 5 e &y
s e Sl K olgea Sl 0 (10g(0.05)) Sl >
o a5 55 liols Olses 5 e (7 0D A b S
=il Lls gme GWSNP 5l S au g s O35 Cds
Ssipme sla SOl S 53 5 dous 8V Ll (0L 6y
(8 JS8) 5 Ao VYW L ol (LS 1) el

4oy i Cdo 53 s 5> bootstrap Osa3l sl coa o)

A esls jasels (5ol sae
axkad VY a3Y 055 Sl 53wy 3550 sl askes VY
axa3 ¥4 5 S VYV @) 035 oSle b e
sy 0 S VAW EYAT) 055 ole boesle sl
Shomm O odbe Gla oyl Cio ol 53 Y dslee ulid
bootstrap O s3] 5 Axils 5 glap a4 s (o5 VYV)
s o Lo olsime OMasl (gl cpl &S sl OLES
Vo0 3l aw O35 S o s 53 puemen (pValue=0.014)
O35 SSba b 5 sl ankad OF o 3550 (pp sl ankad
O3 ool Loesle oyl axks O ¢S YAVA (/M%)
Cow 033 Y Ablee il &S e3p 8 YAAV (E0/A0)
ol Gl B S sy St oS VY el sl sl
ool s el sl e (pValue=0.013) s 5 s pme oosls
by i S (L Slaiy K3 0S4 51 S
o 3= 55 syl (Aggrey and Cheng 1994) ..

! Sexual Dimorphism

L;)‘ég;'du alises C).]am B Uast &LL)U Q\j:.a )j;j.ﬁ SNP (M))) Sl —YJ}J;_-

Y 055 W O35
[ T (1) 35 SNP slaws ot Ll (1) #5sSNP slaws (1)1 ne e
YAAE 49 (+/VV) VY T (/80) +/0
YY/No VY (2/A0) ARVAYAN VY (+/00) o
Y4/40 YA (+/Q) LYa\y AY (+/18) %
Yo/NA Voo (V/04) AN AA (+/V1) v/A
YV/te Ve (1/Y0) A0+ Vo0 (+/AY) L)
YE/NY WY (VYY) AYY 110 (+/AQ) y
ARVAVAS YEA (Y/VY) Y/\V YEA (V\/AY) Y
\Y/to oA (Y/47) y/va Y4y (Y/+V) Y
Vo AL (/7)) \/YY oYY (£/+V) &
4/41 AV (VAL) +/AY 16t (0/0Y) °

el S5 S5 sl Slid ds s 31, el slasl %



OKan 5 Ol gr o

Do b o5 o (Jeae Sl TS Bl o)y

- = -
o o o
g 5 B o g g
E B - g 8
£ g g mﬂ g mg
-20 -10 -S o S -10 -5 0 -10 -5 ©
EVS - EVO0.5 EVS - EV0.6 EVS - EVO0.7
5 % =
g _ 2 o s g
s 2 3 2 S = 2 3
-10 -S -10 -S -10 -5 ©
EVS - EVO0.8 EVS - EV0.9 EVS - EV1
- = =
5 E B
g g g B g g
s 8 g = 3 &
E S E o E S
-10 -S -10 -5 © -20 -10 -5 © =3
EVS - EV2 EVS -EV3 EVS - EV4

(el s 53 40 5k ahols (63 508 b shast) s 055 Sl oo e CJJ‘-“ A bdss ot Sl s clﬁ'w EV) Uaxt bty ey <32 ol ) S

Frequency
0 800
LU

Frequency
0 600
WEENE]

EVS-EV0S6

EVS - EV0.7

==
2
o o
4ffr|-|-|-|-”h-|L.\ % € % dﬂﬂﬂﬂ]bL
T T w9 T T T
o S0 -100 -50 o S0
EVS - EVO0.S EVS - EV1

Frequency
0 1500
[

=
=)
g g
g o©
E o :
-100
= =
g2 o 2 o
= 8 s B
E o E o T
-100 -S0 o S0 -100
EVS-EV0.8
= o = =1
=1 L =3
g g
= = T T T 1 = = T
-100 -sS0 o S0 -100
EVS-EV2

T 1
o =y -100 -50 o =

EVS-EV3 EVS-EV4

(sl Ao ;340 3L dols (65 50 b slos) u‘yoj,@ﬂ@\;@uv@ﬁ;pMﬁ@@bwcb(EV)lh;;w;b\;M@,: ol =Y K

SIS ls 5 ok shes Gl Jie OGS S ol oyl

(Mrode 2005) ties (65l Hls 5 (s slons
sladde 51 s gl Lsls olis Daetwyler et al. (2010)
oslew! (BayesCn 5 BayesC BayesB .il) Yﬁ;..:» s

- Z . Y .

2 Variable Selection Model
% Accuracy

5 Ao WYY b e KL op e duw O3 Cado (<l
Shodess WA GRS V) e gla KL g e
b el (0 S8 Losed axs b s bl
B35 Sl 53 Gile Je Sl s ol 1 Jols

1 Infinitesimal model

YN |




e Dlao b o5y (Je g0 Sl SOLS BLS Sl (s 5

Oan 5 Ol gr o

05 6oL slad b3 5 005 (o8 W 055 5 42Y 05y Sliw
Lo Weesls slaas aull b oaS el cpl Sl (sl o J 28
M Sl 3 P ) che @t Rl
-l O S oss 5 s pme b LS sl ¥ by b
O3 3 i (axkad V0 0) w035 sl Loyl sl &8
35S (YY) @3N 055 6 pdocdlys 5 025 (axkd VY) asy
sl (Rezvannejad et al. 2014) i 5,51 2 (+/74) e O35
el ey a3Y ) 5w O35 sl sl e WSNP
S5 3Ae (o Sls g Ol e |y s LYs pomen
N Oy Cho s S Dse i Son s 0l IS
ki e s b Sl Wpd e sl oS 58 Olgs
3 LS et lelis SNP sue & Ole 5l a2 035 S Lo
St S O L s (I Kl ) (631 L LSNP
SN e O Sie 53 s aSY O3y Aalpl ), 36
035 IR 2 A e ¢S AL L e 5 28 L LSNP
LA oA ohe 05 = Y Ll AL WSNP I (S 5w
CADVL (S35 Soen s 40 Sl s 035 JialS
ol ezl 55 50 (Rezvannejad et al. 2014) ciaws gy cpl o
Lol el S 2o ks 53 53 Sl gme sla SOLES 51 (gokm S
058 e 5 s gae SNP sue Sl o 5l addlae ol s
SNP & hais wew O35 St 3 Hls 2ne SNP sae Ve 5 a2
pde ol e oS 55 S 30 o 53 a5 S rie o) pon
Sy dm g BB Gl g b pme sl i s sLj STz
Bz oz eSO Dsbee I 5Kl S 2e SNP il

Wl e O35 p p S IOV 5 4N
Al bRl buy 5 el g iloly Ol bl
= e e 039 4 S 43V 035 ko &S S Ol o a0
L alb 385 G LS el glaos b cou
Jol s 53 S5 GLASNP slaws o5 Wil e enas WL
S S e Gl e S0 a2 055 St o
oy geds WSNP L1 S Sley Lol (Y Jgdr) ol wn O35
T P e e N R T
ey oy 53 BSNP Wiy 5 wiliS cis 5 ol

S a5 s AE sl e 88,5 SNP

. X . Voo
G PP I L;u.b (uAsU u"w\ u"’)Jl ERX S f)k»&‘
S :)jb... S oslinal 3550 Comerr 5131 SlUeS (i (5 p s

Mb&WoJMS JJJ.S L;LaQTL J‘Mjujil.&.:

Breast weight Carcass weight

< o < o ©
o - o 4 .
o
© O
LR . : .
= o ° =3 o
9 @ o N LI? o
4 o - o
~ e @ %8 o . o o
o g © o ° o
o OOOOOOO ° Qo 2 g @ g O%Dg @ ° % °© DOD
o - i —— o - mmin: e S ot
T T T T T T T T T T T T
0 50 100 150 200 250 0 20 40 60 80 100
SNP SNP

Carcass ) as¥ 035 (sl deoss 40 55k Alols 3 Jige sla Kol ¥ IS
e e okias OLis sl b k) (Breast weight) a. 055 5 (weight
el (-L0QG(0.05)=1.3) s,ls

Breast weight Carcass weight

005
1
005
1

0.04
1
0.04
1

h2
003
1
h2
003
1
o
o

002
1
002
1

0.01
1
o
0.01
1
o

0.00
1

0 50 100 150 200 250 0 20 40 60 80 100

SNP SNP

N U)) d\f LA;\'L:N -]‘-“‘j: [ Ato-js wa';)"ﬁ JJL’!‘)‘} L,“J:.a —f.J_QZ
(Breast weight) «... o35 5 (Carcass weight)

Sad 5 G G pd iy 4 ,a a8 Wl QLA Olides
o 015U =S SLQTL slAs 5 635 5o Conmer 313l
O35 Vool 2l Yol b S5l oo LSl 508
Lo Sl 3 S 3512 e 0 (ol Gla 555 s
moese bl syee 5 S il 4 s st 4

Syl e ers bodd dalp B o, Cdo bpss 5l ol

! Genomic Estimated Breeding Value (GEBV)
% True Breeding Value (TBV)



OKan 5 Ol gr o

e Dlao b o5y (Jeg0 Sl TS Bl (o) 5

55 WOl €lys, 055 Laal ! womer 5 VY U s glaazia s
QTL Ol yeas ol 5l o (GBAS) b ol 5y Sain 23
s 5518 Oy O35 p e sls sme SNP sue s L O 035
ol O3 8l 6,508 andlas s .(Xiaorony et al. 2011) s,
ol U b s el Sais hd s i
!y 5 (Esmailizadeh et al. 2012) ,ls ;as QTL sae S
mome SLQTL ((Suia jler UG o 3 O 05 ko
Ori et al. ) s cdaliv 4w o)l i3S Sas p Sl
SN S 3 O3 5 WS 3 sl esdlew (2014
Sa p (o S dlaasl mhaw 52) 38,56 GLQTL
5o Saia Sl s ae e o Ok 035 Slp s S poses S
Sl el 2 edle 5 S pises S a2 A sLQTL
S50 2 Msme QTL sde 55 Saia [ler oy 53> 0L O3
Rezvannejad et ) cwlods 550158 50 aw 5 5o Slapsses S

.@al. 2012
el 53w 5 43N O3y Slhs (Guass ol mb el
5 S o S elee Jhe 6 S Sl S g
D3 he 53 sk SS e AU G5 el 5l s
- slety s ol 3l ol laasl il Ll esY
e b el Slides sdel oy il b g 55

81l
UwL.G JISJ LQ\)@' 5\{..:;.3\.3 L;\Mb CL\A 9 LSJJJL‘:‘S U"“JJJ" )\
mosls Oals L3 Slatl g gl WK SU e e S5 5 JISL

D35 o 3 dies Sl ol oson S ls S
S den YUY aS aesls OLES g 5o .l e als asY
i a5 QTL sde 93 aw g baas a2Y 055 558 Lol
£/0 s lly OAS a5 Ol aw 055 Cie 53 Ll
o554 s b (Uemoto et al. 2009) 5455 5 i Aoy
Slandllas 3 3505 ol Blkil ol aallls 5l Jools b
72 UK s ine sl 53 530 SNP sae A0 5 ¥ sl s
Al edalie w035 5 ASY O3 Sde lp ol Lo
.(Ahmadi 2012)

Sliv s, 2 GWAS (g sl 5l eslinal L oS (glan)las
ol ol (O 055 5 a2 U5y s 055) sl (s2ladl
S ol OF 5Ll iz sdalive Al pl 0§ Jaw s 3L
o3l 5t 4 late () 5lr luens 3 oAl 5§ e 455 5
AL VL es5ses S Cals 58 53l ks p IS
I3 s2e SNP sae Vv (glasllas s .(Nasiri et al. 2005) . ,ls
2 SNP s Ols ol 53 45l sdalin s 5o 42N 055 6l
2 SNP sde 55 oaman 5 (GGAA) Sler ojlad p5505,5 S5
Liu et al. ) azzls 513 (GGA3) 4w o ke £3503,5 S
sde gy 35 bl § e (535 2 oS Lplie anllas s (2013
Shode 95 &S Al sdalie auw 05y i gl I ome SNP
2348w 5 (GBAL) Slexr oslad pi505 5 555 52 LSNPl
(GGAS) &=y 5 (GGA3) 4 (GGAL) S slap 50 S (555
(Sunetal. 2013) wxils 1,3

ma S el Hab 3 Ok 05 Sde 5y p ok Sl
SLQTL o Ws S 5yl adlae cpdir Sosb 4wl
s iasn s ol 2y sk 0L Oos Gln ol e
33055 5 (GBA2) 53 p5505,5 S35 » Soldsne sWQTL
2001 ; Tsudzuki et al. 2007) cowlodss il (GGA24) Y¢
ail g 5l esladd b oasdlas & s (Tatsuda and Fujinaka
Silky Fowl ¢ SN Sl Jols Fy Comer &S > SNPGOK
53 Jlsgae SNP sue & IS, 5ba i Plymouth Rock s
2 LSNPl a8 Ul el O 055 Sl hosd =y CE”“
4l e 3 il I3 (GBAG) [l oslad 055055 (S5
Ok 03 b Lt (Kovse s &5 ad 0Ll K5 SNP

WAD (yliwsli /Y o louis /o33l 095 | (y199 i -




e Dlao b o5y (Je g0 Sl SOLS BLS Sl (s 5

Oan 5 Ol gr o

&lw

Aggrey SE, and Cheng KM (1994) Animal model analysis
of genetic (co) variances for growth traits in Japanese
quail. Poultry Science 73: 1822-1828.

Ahmadi A (2012) Mapping of loci affecting on some
performance traits in Japanese quail. Ph.D dissertation,
livestock genetics reform. College of Agriculture and
Natural Resources Tehran University. (In Farsi)

Berri C, Wacrenier N, Millet N, Le Bihan-Duval E (2001)
Effect of selection for improved body composition on
muscle and meat characteristics of broilers from
experimental and commercial lines. Poultry Science
80:833-838.

Daetwyler HD, Pong-Wong R, Villanueva B, Woolliams
JA (2010) The impact of genetic architecture on genome-
wide evaluation methods. Genetics 185: 1021-1031.
Esmailizadeh AK, Baghizadeh A, Ahmadizadeh M (2012)
Genetic Mapping of Quantitative trait loci affecting body
weight on chromosome 1 in a commercial strain of
Japanese quail. Animal Product Science 52: 64-68.
Falconer DS, Mackay TFC (1996) Introduction to
quantitative genetics. Third edition. Longman Group,
Essex, UK.

Goddard ME, Hayes BJ (2009) Mapping genes for
complex traits in domestic animal and traits in domestic
animals and their use in breeding programmes. Nature
Review Genetics 10: 381-391.

Gondro C (2013). Genome-wide Association studies
Genomic prediction method in molecular Biology.
Springer science Business media. ISSN: 1064-3745

Gu X, Feng C, Me L, Song C, Wang Y, Da Y, Li H, Ge
Ch, Hu X, Li N (2011) Genome-wide association study of
Body weight in chicken F2 resource population. Journal of
PLOS ONE 6:E21872.

Habier D, Fernando R, Kizilkaya K, Garrick DJ (2011)
Extension of the Bayesian alphabet for genomic selection.
BMC Bioinformatics 12:186-196.

Johnston SE, MCEwan JC, Pickering NK, Kijas JW,
Baraldi D, Pikington JG, Pemberton JM, Slste J (2011)
Genome wide association mapping identifies the genetic
basis of discrete and quantitative variation in sexual
weaponry in wild sheep population. Molecular Ecology
20: 2555-2566.

Khaldari M, Pakdel A, Moradi-shahreBabak M, Nejati-
Javaremi A (2013). A study of the effect of individual and
family selection on the increase body and breast weights in
Japanese quail. Iranian Journal of Animal Science 43: 531-
537. (In Farsi)

Korte A, Farbw A (2013) The advantage and limitations of
trait analysis with GWAS: a review. Plant Methods 9:29-
38.

Lee SH, Choi BH, Lim D, Gondro C, Cho YM, Dany Ch
G, Sharama A, Jang GW, Lee K, Yoon D, Lee HK, Yeon
SH, Yang BS, Kang HS, Hong. SK (2013) Genome wide
association study identifies major loci for carcass weight
on BTA14 in Hanwoo (Korean cattle). Journal of PLOS
ONE 10: 74677.

Legarra A, Aguilar I, Mizztal 1 (2009) A relationship
matrix including full pedigree and genomic information.
Journal of Dairy science 92: 4656-4663.

Liu W, li D, Liu J, Chen S, Qu L, Zheng J, Xu G, Yang N
(2011) A genome Wide SNP scan reveals novel loci for
egg production and quality traits in white leghorn and
brown-egg dwarf layers. Journal of PLOS ONE 6: 61172.
Luo CH, Ou H, Ma J, Wang J, Li Ch, Yang Ch, Hu X, Lu
N, Shu D (2013) Genome wide association study of
antibody response to Newcastle disease virus chicken.
Biomedcentral Genetics 14: 42-52.

Mahroghy AA (2009) Practical breeding quail from
beginning to end,1th. Shamim Mashhad press 57-60 (In
Farsi)

Mai DM, Sahana G, Christiansen FB, Guldbrandtsen B
(2010) A genome wide association study in dairy cattle
breeds for milk production and fertility traits using
variable length haplotypes. Journal of Dairy science
03:3331-3345.

Meuwissen THE, Hayes BJ, Goddard ME (2001)
Prediction of total genetic value using genome-wide dense
marker maps. Journal of Genetics 157: 1819-1829.

Mrode RA, Thompson R (2005) Linear Methods for the
Prediction of Animal Breeding Values. CABI Publishing.
Naghi M, Aoki M, Miyoshi I, Kasai N, Brown RHJ,
Itoyama Y (2001) Rats expressing human cytosolic
copper-Zinc  superoxide dismutase transgenes with
amyotrophic lateral sclerosis: associated mutations
develop motor neuron disease. Journal of Neuroscience
21: 9246-9254.

Nasiri H, Forouzandeh M, Rasaee MJ, Rahbarizade F
(2005) Modified salting out method: High-yield, high-
quality genomic DNA extraction Frame whole blood using
laundry detergent. Journal of clinical laboratory Analysis
19:229-232.

Naghavi MR, Ghareyazie B, Hosiny Salkade GH (2007)
Molecular marker, 2nd. Tehran University press 123-125.
(In Farsi)

Neves HH, Carvalheiro R, Queiroz SA (2012) A
comparison of statistical methods for genomic selection in
a mice population. BMC Genetics. 13: 100- 117.

Ori RJ, Esmailizadeh AK, Charati H, Mohammadabadi
MR, Sohrabi SS (2014) Identification of QTL for live
wight and growth rate using DNA markers on
chromosome 3 in an F2 population of Japanese quail.
Molecular Biology Reporter 4:1049-1057.

Orr N, Back W, Cu J, Lee Water P, Govindarajan P,
Conroy J (2010) Genome wide SNP association based
localization of a dwarf ism gene in Frisian dwarf horses.
Animal Genetic 2: 2-7.

Pryce JE, Bolormaa S, Chamberlain AJ, Bowman PJ,
Savin K, Goddard ME, Hayes BJ (2010) A validated
genome-wide association study in 2 dairy cattle breeds for
milk production and fertility traits using variable length
haplotypes. Journal of Dairy science 94: 3148-3158.
Rezvannejad E, Pakdel E, Miraee Ashtiany R, Mehrabani
Yeghane H, Yaghoby MM (2012) Check QTL associated
with the qualities of the candidate regions of the genome



OKan 5 Ol gr o

e Dlao b o5y (Jeg0 Sl TS Bl (o) 5

in the body up to 28 days of age in Japanese quail. Iranian
Journal of animal science 34: 423-430. (In Farsi)
Rezvannejad E, Yaghoobi M, Rashki M (2014)
Quantitative trait loci for body weight and carcass traits in
Japanese quail. Journal of Livestock Science and
Technologies 2: 49-55.

Sahana G, Galdbrandtsen B, Lund MS (2011) Genome-
wide association study for calving traits in Danish and
Swedish Holstein cattle. Journal of Dairy science 94:479-
486.

Schaeffer LR (2006) Strategy for applying genome-wide
selection in dairy cattle. Journal of Animal Breed Genetic
123: 218-223.

Schope GC, Visker MH, Koks PP, Mullaart E, Arendonk
JA, Bovenhuis H (2011) whole- genome association study
for milk protein composition in dairy Cattle. Journal of
Dairy science 94:3148-3158.

Sun 'Y, Zhao G, Lio R, Zheng M, Hu Y, Wu D, Zhang L,
Li P, Wen J (2013) The identification of 14 new genes for
meat quality traits in chicken using a genome wide
association study. Journal of BMC Genomics 14: 458-964.
Tatsuda K, Fujinaka K (2001) Genetic mapping of the
QTL affecting bodyweight in chickens using a F2 family.
Poultry Science 42: 333-337.

Tierzucht GH, Seedeich AM (2012) Genome-wide
selection in poultry. Animal production sciences 52: 121-
125.

Tsudzuki M, Onitsuka S, Akiyama R, Iwamizu M, Goto
N, Nishibori M, Takahashi H, Ishikawa A (2007)

Identification of quantitative trait loci affecting shank
length, body weight and carcass weight from the Japanese
cock fighting chicken breed, Oh-Shamo (Japanese Large
Game). Cytogenetic Genome Research 117: 288-295.
Uemoto Y, Sato S, Odawara S, Nokata H, Oyamada Y,
Taguchi Y, Yanai S, Sasaki O, Takahashi H, Nirasawak
and Kobayashi (2009) genetic mapping of quantitative trait
loci affecting growth and carcass traits in F2 intercross
Chickens. Poultry Science 88:477-482.

Visoni A, Tondelli A, Francia E, Pswarayi A, Malosetti M,
Russell J, Thomas W, Waugh R, Peccioni N, Romagosa I,
Comadran J (2013) Genome-wide association mapping of
frost tolerance in  barley (Hordeum Vulgare).
BiomedCentra Genomics 14: 424-437.

Xiaorony GU, Chungany F, Li MA, Chi S, Yangiang W,
Yang D, Huifang L, Juanwei C, Shaohui Y, Chungrong G,
Xiuoxiang H, Ning L (2011). Genome Wide Association
study of body weight in chicken F2 Resource population.
Journal of PLOS ONE 6: 21872.

Zhang H, Zhipeng W, Shouzi W, Hai L (2012) Progress of
genome wide association study in domestic animal.
Journal of Animal science and Biotechnology 3: 26-36.
Zho K, Tung CW, Eizenga GC, Wright MH, Ali ML, Price
AH, Norton GJ, Isiam MR, Reynolds A, Mezey J,
McClung AM, Bustamante CD, McCouch SR (2011)
Genome-wide association mapping reveals a rich genetic
architecture of complex triat in oryza sativa. Nature
communication 2: 467-477.

WAD (yliwsli /Y o louis /o33l 095 | (y199 i -




Modern Genetics Journal
Vol 11, Number 2, Summer 2016, Quaternary

Study of molecular dense markers associated with carcass and breast
weight traits in Japanese quail

Mehrban H*!, Madahi N ¢, Ahmadi A2, Rezvannejad E *

1. Assistant Professor and Graduate Student of Master Science, University of Shahrekord

2. Assistant Professor, Bu Ali Sina University, Hamedan

3. Associate Professor Institute of Science and High Technology and Environmental Sciences, Graduate University of
Advanced Technology, Kerman

* Corresponding Author, Email: HosseinMehrban@agr.sku.ac.ir

ABSTRACT

he objective of this study was to investigate the association of dense markers with breast and

carcass weights in Japanese quail. Phenotypic data of breast (105 birds) and carcass weights (71

birds) that were selected for 4 week body weight were used as well as 12798 markers. Analyses of
the data were done in three stages after editing the data. At first, the effect of markers was considered as
fixed effects and removed non-significant markers. In second stage, the effect of significant markers were
estimated in significant levels (1 to 5%) by using BayesCn method, simultaneously. In third stage, the best
significant levels were known, so bootstrap method was used to obtain markers with significant effect.
Result showed that there are four markers affecting carcass weight significantly (P<0.05). Four significant
markers for carcass and 10 significant markers for breast weight described 12.77% and 6.78% of
phenotypic variance respectively. Only one of these significant markers was effective on both traits.
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