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10 LOH
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12 LOH

(informative case)

informative case

LOH

(LOH positive)

Ip 12 0
Iq 19 2
4q 12 0
8q 20 1
16q 12 3
18q
1 21 7
2. (D18S55 21 7
D18S70)
3. (D18S57) 13 2
17 LOH
(informative case)
18 LOH
19 DNA
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( 5 LOH positive ( 7, 11) retain LOH
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18q D18S57 36.4
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D18S55 LOH ( 5 7)
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Chi-square test
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LOH
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18q
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Fisher's Exact Test (Two-tail)
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p-value < 0.05
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1.0000
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p-value
95% 16q 18q
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