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Abstract
PCR technology was used to amplify and sequence TLR9 gene of 100 mice samples in 7 geographical populations.Using MEGA 7.0, DnaSP and

[ Objective ] To analyze the genetic diversity of TLR9 gene in Mus musculus from 7 geographical populations of China.[ Method ]

other software , the sequences of TLR9 gene were analyzed ,the genetic distance and genetic diversity were calculated,and the phylogenetic tree
was constructed. [ Result ] The length of TLR9 gene fragment was 1 030 bp.TLR9 gene was located in the encoding region of LRR domain, which
was involved in the identification of pathogen-related molecular patterns.The average content of bases A,T,C,G were 22.9% ,22.2% ,32.8%
and 22.0% respectively.There was no significant difference in base composition among different geographical populations. Through calculating
the genetic distance and nucleotide diversity among the geographical populations,it was found that TLR9 gene in M. musculus in 7 geographical
populations was conservative, and there was no obvious genetic differentiation. The phylogenetic tree was constructed with Rattus norvegicus
(NM_198131) as the outgroup,the results were consistent with the genetic diversity analysis.[ Conclusion]The genetic diversity of TLR9 gene

in M.musculus of 7 geographical populations was low,with high conservation.
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Fig.2 Electropherogram of PCR amplification products of M.
musculus
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Table 1 Base content of TLR9 gene in M. musculus of different geo-

graphical populations %

Firkie . A T C G A+T
Populations

GY 22.8 222 32.8 22.1 45.0
KM 229 22.4 32.8 22.0 45.3
MH 22.9 222 32.8 22.0 45.1
SH 229 222 32.8 22.1 45.1
WN 22.9 22.1 329 22.1 45.0
WQ 23.0 222 32.8 22.0 45.2
YT 22.9 22.2 32.8 22.0 45.1
SEF Average 22.9 22.2 32.8 22.1 45.1
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Note : The length of TLR9 gene in length was 1 030 bp
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Table 2 The genetic distance between different geological populations
based on TLR9 gene

Fil . GY KM MH SH WN wWQ
Populations

GY

KM 0.012

MH 0.001 0.012

SH 0.000 0.012 0.001

WN 0.000 0.012 0.001 0.000

wQ 0.001 0.012 0.001 0.001 0.000

YT 0.000 0.012 0.001 0.000 0.000 _ 0.000
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Table 3 Genetic diversity statistics of TLR9 gene in M.musculus of dif-

ferent geological populations
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Populations H v Hd m//x10 K

GY 4 4 0.778+0.091 0.140+0.020 1.444
KM 5 11 0.905+0.103 0.342+0.146 3.523
MH 3 2 0.607+0.164 0.108+0.034 1.107
SH 5 3 0.833+0.098 0.132+0.205 1.314
WN 2 3 0.154+0.126 0.130+0.025 1.307
WQ 4 2 0.743+0.090 0.098+0.019 1.209
YT 2 3 0.167+0.134 0.116+0.013 1.166
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Note : H. Haplotype number; V.Number of variation sites ; Hd. Haplotype di-

versity ; 77. Nucleotide diversity; K. Average number of nucleotide
differences
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Fig.3 Phylogenetic tree analysis of TLR9 gene in M.musculus in
China
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