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Subpopulation
No. of QTL Select 'Select Unselected
decrease increase popu.

Trait detected Applied observed predicted observed predicted observed predicted

CN* 7 4° 0.83 0.90 13.61 17.03 9.93 7.83
(0.43) ) (8.29)

DBH' 6 5 163.05 160.06" 232.38 233.84" 197.75 197.68
(35.64) (20.00) (34.49)

BS* 5 3 1.24 2.20 5.01 5.13 3.70 3. 36
) (0.82) (1.07)

CN, DBH and BS denote cone number, diameter and branch score, respectively.
a: Numbers of individual trees are 3, 1 and 113 in the three
subpopulations. b: Select cone QTLs at [2,6,0], [5,10,0], [10,5,7] and
[10,9,0]. c: Numbers of individuals are 2, 3 and 129 in the three
populations. d: Select diameter QTLs at [1,4,0], [2,2,0], [5,5,0],
[10,5,9] and [12,5,9]. e: Numbers of individual are 1, 5 and 128 in the
three populations. f: Select branch score QTLs at [11,4,21],

[11,5,16] and [12,5,0]. *: Assume that the QTLs at [1,3,61] and [1,4,0]
have coupling phase. Numbers in brackets are standard deviations.
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i i;iﬁi'J 2 54 14 % (endosperm traits)
B oanen™ jE o
Variance component analysis: Gale 1975;
Bogyo et al. 1988; Mo 1987; Zhu & Weir
1994;
= Bfen? 2 Tan et al. 1999; Wang
& Larkins 2001; Wang et al. 2001;
= B> 2 Wu et al. (2002a,b)
and Xu et al. (2003) ¥ gr25"= & ¥ sF
S IM 5 AH D E
Kao(2004)4% &1 0 MIM 5 e en= 2 ¢
Y, =pu+ j%ajxi’; + j%djlzi"jl +§1dj22;}2 + %iajak (X %)
n Jzk g (65 Z30) ,Zk g (%5 Z02)

m - k * m - * k
+ Zldjldkl (Zijlzikl) + Zldjldk2 (Zijlzik2)
J<k j<k

m., % % m, % %
+ _le(ldjgdkl (ZijZZikl) + jz;‘(ldedKZ (ZijZZik2)
i< <
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MIM % -

MT-MIM (multiple trait multiple

interval mapping):
CT-MIM (categorical trait
multiple interval mapping):
Tao et al. (2003)

ET-MIM (endosperm trait multiple
interval mapping):
Kao (2004)

Software: QTL Cartographer (Basten,
Zeng & Weir 2003)

Application of MIM to QTL mapping
experiments: Kao et al. (1999);
Weber et al. (1999); Zeng et al.
(2000); Tao et al. (2003); Kirst et
al. (2004; 2005);---ceeeeeee
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¥ AT http://www. stat. wisc. edu/~yandell/qtl/sof tware/

5 313% % 3 B QTL mapping chdc 8y > e % 4
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Yamamoto % (2000) ; Xiao % (1998)
Yan % (1998) 5 Lu % (1996) ;
Zhuang % (1997); Xiao %
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Grattapaglia #(1996) ; Aitken %
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® 7t : Marek’s Disease Virus; Vallejo %
1998);Carlborg et. al. (2003)
® 7 @ Andersson % (1994);Marklun
(1999) -
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%(2003)
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Populations Derived from Inbred Lines
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