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Figure 1: Power curves of T¢, Ty, T, Too, Tho and Tge at significant level o = 0.01
using two haplotype blocks Hy,l = 2 and Hy,r = 2, when P(Hy) = P(Hypp) =
P(Hgl) - P(HQQ) = 050, AH11H21 - P(HHHQl) —P<H11)P<H21> == 0075, AH11H22 ==
P(HHHQQ) — P(HH)P<H22> = —0075, PD = 010,N =M = 100,T = 50, for four
genetic models in Table 3.
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Figure 2: Power curves of Ty, Ty, Tg, Teo,The and Ty at significant level
a = 0.01 using two haplotype blocks Hy,l = 2 and Hy,r = 3, when P(Hy;) =
P(Hiy3) = 0.5, P(Hy) = 04, P(Hy) = P(Hss) = 0.30, Ay, m,, = P(H11H2) —
P(Hy1)P(Hs) = 0.075, Ay, g, = P(Hi1Hy) — P(Hy)P(Hs) = —0.0375,
AH11H23 - P(HHHgg)—P(HH)P(HQ?,) — —00375, PD == OlO,N = M = ].00,T = 50,
for four genetic models in Table 3.
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Figure 3: Power curves of T¢, Ty, T, Too, Tho and Tge at significant level o = 0.01
using two haplotype blocks Hy,l = 2 and Hy,r = 4, when P(Hy) = P(Hypp) =
0.5, P(Hy) = P(Hy) = P(Hs3) = P(Hay) = 025, Ay, = P(Hy1Hoy) —
P(H11)P(Hs) = 0.075, Ay, 1y, = P(Hi1Hae) — P(Hy1)P(Has) = 0.075, Ay by =
P(H11H23) — P(HH)P(H23) = —0075, AH11H24 = P<H11H24> — P(HH)P(H24) =
—0.075, Pp = 0.10, N = M = 100,T = 50, for four genetic models in Table 3.
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Figure 4: Power curves of Ty, Ty and Ty at significant level a = 0.01 using

two haplotype blocks Hy,l = 2 and Ho,r = 4, when P(Hy) = P(Hpp) =
0.5, P(Hy) = P(Hy) = P(Hs3) = P(Hay) = 025, Ay, = P(Hy1Hoy) —
P(H11)P(Hs) = 0.0, Ay, g, = P(Hiy1Ha) — P(Hy1)P(Ha) = 0.0, Apy,pas
P(H11H23) — P(HH)P(Hgg) = OO, AH11H24 = P(H11H24) — P(H11>P(H24> = 00,
Pp =0.10, N = M = 100, T = 50, for four genetic models in Table 3.
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Figure 5: Power curves of Ty for different mutation ages at significant level o = 0.01
using two haplotype blocks Hy,l = 2 and Hy,r = 4, when P(Hy) = P(Hypp) =
0.5, P(Hy) = P(Hy) = P(Hs3) = P(Hay) = 025, Ay, = P(Hy1Hoy) —
P(H11)P(Hs) = 0.075, Ay, 1y, = P(Hi1Hae) — P(Hy1)P(Has) = 0.075, Ay by =
P(H11H23) — P(HH)P(H23) = —0075, AH11H24 = P<H11H24> — P(HH)P(H24) =
—0.075, Pp = 0.10, N = M = 100, for four genetic models in Table 3.



Graph |. Heterogeneous Recessive Graph Il. Heterogeneous Dominant

o
Aal
«©
@
©
@
. . N /
g : Voo
a a \ N7 /
< <
c o \ /
\ /
/ ! \ /
o / . N_ _7 | — PD=020
° L/ o1 T e P_D=0.15
s - —- P_D=0.10
N 7
~_ - — — P_D=0.05
c | —-—— "=z —-—~"_ __ _ _ —- °
c o
T T T T T T T T T T
0 1 2 3 4 0 1 2 3 4
Location of Disease Locus D (cM) Location of Disease Locus D (cM)
Graph IlI. Additive Graph IV. Multiplicative
S
Lal
«©
@
©
o
5 g \ /
pa 3 N ~ /
o o
—— P_D=0.20
—————— P_D=0.15
- = P_D=0.10 — P_D=0.20
N _ 005 | | 0 o~ | -
S P_D=0.05 g g P_D=0.15
- —- P_D=0.10
— — P_D=0.05
o o
o o
T T T T T T T T T T
0 1 2 3 4 0 1 2 3 4
Location of Disease Locus D (cM) Location of Disease Locus D (cM)

Figure 6: Power curves of Ty for different disease frequency at significant level
a = 0.01 using two haplotype blocks Hy,l = 2 and Hy,r = 4, when P(Hy;) =
P(Hi3) = 0.5, P(H9) = P(Ha) = P(Ha3) = P(Hay) = 0.25, Ay, iy, = P(H11Hop)—
P(Hy1)P(Hs) = 0.075, Ay, 1y, = P(Hi1Hae) — P(Hy1)P(Has) = 0.075, Ay by =
P(H11H23) — P(HH)P(H23) = —0075, AH11H24 = P<H11H24> — P(HH)P(H24) =
—0.075, T =50, N = M = 100, for four genetic models in Table 3.



