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Abstract
mouse samples in 5 regions, and the sequence was determined and analyzed after PCR amplification. MEGA6.0, DNAsp and other software
were used to analyze the sequences, and the genetic distance was calculated and the phylogenetic tree was constructed. [ Result] The base pair
composition was consistent among 5 regions. The average contents of the bases were 25.1% A, 39.6% T, 20.8% G, and 14.4% C, showing a
significant AT bias. A total of 79 samples were defined as 13 haplotypes, and there was no significant difference in genetic distance of each
haplotype. The phylogenetic tree was constructed with rat GATN01000010 as the outgroup and mouse (NM_009570) as reference. 13 haplo-

types were clustered into the same branch, without obvious differentiation. [ Conclusion] There was no obvious differentiation of Zfyl gene in

[ Objective ] To analyze the genetic difference of Zfyl gene in 5 regions of China. [ Method ] DNA was extracted from 79 male

mice from north to south in China, and the genetic difference was small, Zfy1 gene had high conservation.
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Table 1 Base content of Zfyl gene in different regions of China %

HuIX A T c G AT
Region

HN 25.1 39.6 14.5 20.8 64.7
SH 25.2 39.6 14.4 20.8 64.8
XJ 25.0 39.6 14.4 21.0 64.6
MH 25.2 39.5 14.5 20.8 64.7
YM 25.2 39.6 14.4 20.8 64.8
SE-14 Average 25.1 39.6 14.4 20.8 64.7

VE T AT K 609 bp

Note : Each sequence was 609 bp in length
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Table 2 The genetic distance of Zfyl gene in mice among different haplotypes

AT H1 H2 H3 H4 H5 H6 H7 H8 H9 H10 H11 H12 H13 /J\ﬁjl‘ K
Haplotypes Mice Rat
H1 —

H2 0.005 —

H3 0.007  0.003 —

H4 0.008  0.008  0.005 —

H5 0.008 0.003 0 0.005 —

H6 0.005 0.005 0.002 0.003 0.003 —

H7 0.008 0.003 0 0.005 O 0.003 —

H8 0.007 0.008 0.005 0 0.005  0.003  0.005 —

H9 0.007  0.008 0.005 0 0.005 0.002 0.005 0 —

H10 0.005  0.005 0.007 0.003 0.007 0.005 0.008 0.002 0.002 —

H11 0.003  0.003 0.005 0.005 0.005 0.002 0.005 0.006 0.005 0.003 —

H12 0.003  0.002 0.005 0.005 0.005 0.003 0.005 0.005 0.005 0.002 0 —

H13 0.005  0.005 0.003 0.003 0.003 0 0.003 0.003 0.003 0.005 0.002 0.002 —

/N Mice 0.005  0.006 0.005 0.006 0.004 0.006 0.007 0.007 0.008 0.005 0.002 0.005 0.002 —

KR Rat 0.120 0.115 0.154 0.135 0.115 0.124 0.118 0.126  0.152  0.138 0.106  0.120  0.115  0.111 —
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Table 3 The genetic distance of Zfy1l gene in mice among different re-

gions
fig[zion HN SH XJ MH YM
HN —
SH 0.002 —
0.003 0.001 —
MH 0.002 0.002 0.002 —
YM 0.002 0.001 0.001 0.002 —
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Fig.1 Phylogenetic tree analysis of Zfyl gene in mice
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