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600~7007 2] YA 2 35_15}3@1 71E F8
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A AEY FHAEE VELE F
A% R dHg FE3d 29 7 9UEY
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Law : High

Low

0 0.25 0.50 0.75 1

38 3. 4 AG.CT &7lof chgt 2% &

L <0.25) then p(l) =1
Eise If(L=0.75) then u(L) = 0
_ (0.75-L)
Bl p(L) = (0.75 - 0.25)

(2) High 7zt

p(H) = High 7749 Zt 21 @39 a4 47
AGCTY A2&% ot}

IH <0.25) then u(H) = 0

Else If(H =0.75) then u(H) = 1
(H - 0.25)

Else  p(H) = (0.75 - 0.25)
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L <0.25) then u(I) =1
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(0.75 - L)

Else p(D) = (0.75 - 0.25)
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0 0.25 0.50 0.75 1
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H <0.25) then pu(H) = 0

Eise If (H >0.75) then u(H) =1
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Else p(H) = (0.75 - 0.25)
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ARER] 255 o u(We JFAY 4 o
710] g A R 24 % ojt} 471R] g7l
P w(W) e FedE FHE Tew 2.

If p(A)is L, p(Y,) is L them (W) is F

If p(A)is L, u(Y, ) is H then (W) is F

If (AyisH u(Y.) is Lthen (W) is F

If u(A)isH u(Y )is Hthen u(W) is T

If p(GisL,pu(Y,) is Lthen u(W) is F

If u(G)isL, (¥, Yis H then u(W) is F

If i(G)isH, u(Y ) is Lthen (W) is F

If i(G)isH, p(Y, ) is H then u(W) is T

If p(CYisL, p(Y.) is L then u(W) is F

If pu(ClisL, pu(Y.) is H then u(W) is F

If p(C)isH, (Y)Y is L then u(W) is F

I p(CyisH p(Y ) is Hthen p(W) is T

If p(@Yis L, u(Y) is L then p(W) is F

If u(Tyis L, u(Y,) is H then u(W) is F

If u(Mis H, u(Y)) is L then u(W) is F
If u()is H, u(¥,) is H then (W) is T
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