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Classified Significance of Tupaia belangeri from
Luquan District, Kunming Based on Cyt b Gene Sequences

JIA Ting YANG Xiao-Mi LI Zong-Han 7ZHU Warr Long XIAO Cai-Hong

LIU ChurrYan WANG Zheng Kun
(School o Life Sdence f Yunnan Namal University , Engineering Research Center of Sustainable Development and Usilization o

Biomass Energy Ministry  Educaton, Kunming 650092, China)

Abstract:To clarify the genetic character of Twaia belangen from Luquan District, Kunming, we examined DNA
sequence variations in the mitochondrial cytochrome b gene gotten from 30 indwiduals. We detected variation at 32
nucleotide sies (2 81% in the full sequences), the rate of transitions and transvemsions is 10. 4. T. bdangeri was a
valid taxonomic species rather than a sub species of 7. glis based on Cyt b gene sequences; the relationship between
order Scandentia and Dermoptera was closer.
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Table 1 Spedes examined in the present study
GenBank
Species Code GenBank No. Order

LQF20 LO23 LO7DI LO7D2 LQ14D1 LQ 4D2 LQ21DI EU376531

LQ28D1 LQ28D3 LQFI LQA1 EU 531749 EU531776 DQ986459 Scandentia
salatana .
Tupaia sdatana Tpdia sal aana AY321652 Scandentia
T. belangeri Tupdia belangeri or T. belangeri NC002521 Scandentia
Derdmgale melanura Dendrogale mdanura AY321634 Scandentia
T. longpes Tupaia Longpes AY321646 Scandentia
T. dis Tupdaa glis AYR1645 Seandentia
T chinensis Twaa dinensis or T. chinensis AY321635 Scandentia
Foulomir rubriventer Eulemur rubriventer AF081052 Primates

! AB 4
Cynocephd us volars Gnochalus volars 077 Demmoptera
Sorex araneus Sorex aranas DQUTT3 Insectivora

Lepus yarkandensis AY839007

Lepus yarkandensis Lagomorpha
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, DNA , 91%
DNA ( NCBI, 1
) / DNA . PCR
( ) DNA 1% ,
’ , DNA
DNA
1.2.2 PCR Cyt b 2.2 MEGA 4 ,
14 " Kimura'”
Primer Premier 5.0 , GenBank Cyt b
14071 ~F: 5-GGA TCT GAC CAA GAC CTG TGA :
¢-3; 15320 -R: 5-TCC CIC CGT TTC TGG TIT : 30 0.000
AC‘j) 1 140 bp ~ 0.017, 0. 005~
50 M, 10 x Buffer 5 0.017, 0. 086 ~
U] 10 mmo}/ L dNTPs 1 Hl 20 Hmol/ L 1 0.097, 0. 178,
U 25 mmo) L MgCL2 M 2 U Tag 50 ng (T. longpes) (0. 175) salatana
DNA .94°C 5 min; (T. salaana) (0.199) (D.
94°C 1 min, 55C 1 min, 72°C 1 melanura) (0. 187) ( E. Rubrwenter)
min, 35 . 2C 10 min; 4°C (0. 302) ( C. volars) (0.314) (S.
araneus) ( 0.273) (L. yarkandensis )
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Fig. 2 NJ tree based on complete of Cyt b gene sequences

Bootstrap 1 000

Data with the confident values of Bootstrap 1 000 indicate above each branch; Branch lengths ( substitutions/ sie) are shown below branches.
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