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1.Human
2_Chimpanzee
3.6orilla
4_Orangutan

1 CTAGGCTATATACAACTACGCAAAGGCCCCAACGTTGTAGGCCCCTAC
2 CTAGGCTACATACAACTACGCAAAGGTCCCAACATTGTAGGTCCTTAC
3 TTAGGCTATATACAACTACGTAAAGGCCCCAACGTCGTAGGCCCCTAC
4 CTAGGCTATACACAACTACGCAAGGGACCTAACATCGTAGGCCCCTGC

Transition probability matrix P(t) during time t

P (1) = e
* DNA
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Brown etal. (1962)
MDNA 896bp
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Hasegawa, Yano and Kishino (1984) model
( HKY model )
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where o= y, = piK, ng = 7p + ng, and 7y = m- + my. This corresponds to t

DNA

T =0.169, T ;=0.429,1t ,=0.364, TT ;=0.038
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