unAmga

T 150215

msﬁnm'luﬂézqi'fﬁﬁ”ﬂq’dszaqﬁtﬁaﬂs:mmaumsﬁmm:auénﬁ"ua%’wnswlv‘i’uqﬂssu
raamsliuy wasSsutiisunemsuszdiudmsnaniusildnnmaiiamsusadiuuuuea qlulauy
anuaulaadloiwidou  veedaiinaaseuaflnausuineasnNIsy  AMSINEASAET  Minense
YOUUNY "z'}quag"lumﬂ%'qﬁﬂ%"amﬁﬂ ﬁagaﬂ%mmﬁwuului’umaaua’wmu 4,595 Yuin lasnusla
210 & wazswivdad 229 Mluiugusea mulddatiimun 439 ¢ deudd we. 2538 & 2546
gminntdlumsliensd dasddsznauanauudsusiugnissinalogis resticted maximum likelihood
(REML) mmfuﬁwmad.ﬁﬂszﬂaumwttﬂsﬂﬂuﬁﬂ‘szmtu'lé’mﬂs:tﬁuﬁhmswauﬁ’us: manaile
best linear unbiased prediction (BLUP) mglaaauuy 305 day lactation model (305DLM), fixed
regression model (FRM), random regression madel (RRM) (ar multiple trait model (MTM) lagly
Wariduiuliuesuasuhwasnnmsliusdiideiy 3 deidude legendre polynomials, schaeffer
and dekkers Uaz wilmink INMIMAFBINUTINILUY RRM2Wil (druuvdinszdugalasldnaddy
Wliunwas wilmink  Tudndwatdissnniugnssurasiuninuuasanuasannuaadannns)
Lﬂuﬁ’muuﬁmm:auﬁqm'lumsa%’wnﬂwﬁuﬁ‘ﬂsmwaqm‘s‘lﬁuu NNMIANIONA negative 2 log
likelihood (-2LogL) wWul@uuu RRM, MTM, FRM uar 305DLM lienuminzaniuyadoya
INENEENAINEINY ILUY RRM Sanduwuszesdaudad agluin 0.64-0.77 awouiiiou
Auduuy 305DLM  Buthidhuuuiildagludagiuuennmiumslédiuuy RRM Tumsussdig
Amsuauiugueslaunasilinmumswdsuiasiusnssmaimsliunldasaassazmsliu
WATFINITANIIVAIAMINAINUYBINT LW UN %wz'zhﬂLﬁuummqlumsﬁmﬁané’ﬂﬂﬁé‘nmwﬁq
faiudauuy RRM ﬁwanﬂuﬁmuuﬁﬁmmmmxau'lum'ﬂJszLﬁuﬁhmswauﬁuﬁjmaﬂﬂuu
u,a:mmsa‘[ﬁtﬂuwmﬁan'lumﬂwLquﬂé”UUa;qﬁ’uﬁfé’m't,muﬁmuu 305DLM la

The objectives in this study were to estimate lactation curve due to genetic effect and
compare breeding values predicted from various model. 4,595 test day milk records of 210 Holstein
Friesian cows duﬁng 1995-2003 was analyzed using animal model with 439 of total animal in
pedigree. The variance components were estimated by restricted maximum likelihood (REML)
and breeding values were predicted by best linear unbiased prediction (BLUP) under 305-day lactation
model (305DLM), fixed regression model (FRM), random regression model (RRM) and multiple trait
model (MTM). In addition, day in milk function of Legendre polynomials, Schaeffer and Dekkers and
Wilmink were used to describe shape of lactation curve. It was found that random regression inodel
using Wilmink function in effects of additive genetic and permanent (RRM2Wil) was the most
appropriate compared to another model. The negative 2 log likelihood showed that model was efficient
from PRM, MTM, FRM to 305DLM, respectively. The Spearman rank correlation between breeding
value estimates by RRM and 305DLM was in the range of 0.64-0.77. In RRM, the persistency of milk
production due to genetic effect can be estimated, which are the additionlly useful information for
selection. Thus, RRM was appropriated model for estimate breeding values and the choice model for

breeding plan instead of 305DLM.





