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mtDNA Sequences Variability of Munliacus reevesi , M . muntjak and
M . crinifrons as well as the Related Phylogenetic Relationship
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Abstract: Using the mitochondrial genomes of the Muntiacus reevesi , M . muntjak and M . crinifrons
sequenced by our lab,we calculated the sequence lengths and base compositions of their individual
concatenated sequences of 13 protein-coding genes,22 tRNA genes,2 rRNA genes and their control
regions . The genetic distances based on the rRNA genes were calculated and their divergence time
was estimated. The differences between the protein-coding genes and between the amino acid
sequences were also compared . The phylogenetic tree was constructed with Neighbor-Joining method
and Maximum-Parsimony method based on the concatenated amino acid sequences and the mtDNA
sequence of O . aries in order to discuss their phylogenetic relationships. The results show that M .
reevesi is more antique than M. muntjak and M . crinifrons . M . muntjak and M . crinifrons were
diverged from an ancestor analogized with M . reevesi .
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b L& BAEARBERE 22 4~ tRNA 2 4 tRNA BHE
KE(bp) A+TER KE(bp) A+TRE KE(bp) A+THE KE(Dbp) A+TAR KFE(bp) A+TEE
/NBE M . reevesi 16 354 62.15 11 406 62.04 1523 63.62 2526 62.43 920 60.98
HB M. mungjak 16 354 62.15 11 406 61.93 1517 63.88 2523 62.86 912 60.64
BME M. crinifrons 16 357 61.90 11 406 61.81 1518 63.50 2524 62.32 924 59.96
T2 MR FERNBRENGEHEORBEELS
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N 323 VN 729, R R/BE /N R/ T DR /RSB o JR /R e
ND1 0.060(12) 0.059(10/11) 0.054(10) 0.019(5) 0.013(7) 0.013(7)
ND2 0.074(6/7) 0.078(4) 0.063(5) 0.015(6) 0.015(6) 0.009(9)
COX17 0.061(11) 0.070(7/8) 0.049(12/13) 0.000(12/13) 0.002(12) 0.002(12)
coxunr 0.070(8) 0.070(7/8) 0.049(12/13) 0.009(8/9) 0.004(11) 0.004(11)
ATPase8 0.085(4) 0.086(1) 0.075(1) 0.115(1) 0.097(1) 0.063(1)
ATPase6 0.064(10) 0.059(10/11) 0.057(8/9) 0.009(8/9) 0.018(5) 0.018(5/6)
coxnit 0.069(9) 0.056(12/13) 0.069(4) 0.008(10) 0.012(8) 0.012(8)
ND3 0.091(2) 0.081(3) 0.058(7) 0.027(4) 0.009(9) 0.018(5/6)
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Mean 0.074 0.070 0.060 0.024 0.022 0.018
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