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Isolaltion of Bartonella in different tissues of rodents and analysis of its genetic diversity
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Objective To analyse the ioslation rate and ioslation time of Bartonella in different tissues of rodents and
understand the genetic diversity of Bartonella species in Fujian Province. Methods Rodents were captured using live-
capture traps. Traps were pre-baited with corns and set before sundown and then collected before sunrise. After the
trapped rodent were morphologically examined, The blood,spleen,liver,kidney and lung were collected under sterile con-
ditions for isolation and culture of Bartonella. The like-Bartonella colonies were selected for molecular identification. The
isolation rate and culture time of Bartonella from different tissues were analyzed. The gltA gene fragment was amplified
using PCR, After positive PCR products were sequenced, the phylogenetic tree was created and the genetic diversity of
Bartonella was analyzed. Results A total of 78 rodents were captured, the prevalence of Bartonella in rodents was
56.41%. The isolation rates of blood,spleen,liver,kidney and lung tissues were 50. 00 % ,44. 87 % ,44.87% ,48.72% and
26.92% , respectively. The isolation rate of Bartonella was different in different tissues of rodent (X* =11. 042, P <<
0. 05) ,and the isolation rate of lung tissue was low. The result of kidney and blood isolation rate were highly consistent
(Kappa=0.821.,P<C0. 01. The typically observed visible Bartonella colonies from primary isolations can be obtained as
soon as 2 days,most of them grow within 1 week. The incubation time of colonies in different tissues (X*=14.169,P <
0.01) and different Bartonella species (X*=21.249,P<C0.01) was different,and the isolation of Bartonella in liver tis-
sues required a longer time than other tissues,and the incubation time of B. queenslandensis was longest. Genetic diversity
analysis showed that the values of haplotype diversity (Hd) was 0. 747 £ 0. 054 and nucleotide diversity index (x) was
0.04166+0.00611. Conclusion Bartonella can invade various tissues. Blood and kidney can be the first choice for Bar-
tonella isolation and culture. The incubation time of Bartonella colonies isolated from different tissues and different spe-
cies was different. Bartonella isolates from Fujian Province show genetic diversity.
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Table 1 Distribution of Bartonella in different tissues of rodents
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Table 2 Comparison of different tissues isolation rate with blood
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Fig.1 Comparison of isolation time of Bartonella in different tissues
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Table 3 Isolation time of Bartonella in different tissues
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Table 4 Bartonella species detected in rodents
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Fig. 2 Phylogenetic tree of Bartonella isolates based on the gltA gene
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Fig.3 Comparison of the growth time of different Bartonella species
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