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) 2. RFLP
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1. (Hd) Pi)
(Hd) | (v(Hd)) (P1) (V(Pi)
49 48 31 0.953 0.018 | 0.02284 | 0.00205
33 25 22 0.938 0.033 | _0.00502__| 0.00058
13 8 6 0.718 0.128 | 0.00265 | 0.00069
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