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DNA Barcoding of Nine Species of Gekko Fram China

Yan Jig Ma Xiaoyan Du Jig ZhouKaiya

( Jangsu K ey Laboratory frB od wersity and B btechnobgy, Sdiool of Lif Sciences N anjingNomalUnwersity Nanjing 210046 China)

Abstract W e detemm ned partial sequence of the cytochrom e ¢ oxidase subunit I gene (COD) ©r17 specm ens from G ek-
ko w nhonis G. scabridus and G.  chinensis. Comb ining that from another 6 geckos DNA barcodes for 9 species of G ek-
ko fran Chinaw ere can pared A verage K mura 2 paran eter differences beiw een and within specis w ere calculated and
the phybgenetic treesw ere reconstructed Our results showed that all DNA barcodes were species specifi;  that isno se
quence w as shared in wo species D wergence betw een species w as greater than that ofw ithin species and ind vidualsof
the san e species were clustered as hishly supported monophyktic goup  ndicating the potential of DNA barcoding for
speckes ilentificatbn i genus Gekko. DNA barcodes ako provile mokcular evidence supporting the valdiy of Gekko
scabridus and G ekko hokouensis
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Tabk 1 Inform ation of the samples and sequences used in the present study
G enB ank

G aurverucosus 4 (YC) EU417716—EU417719 Zhou& Wang 2008
G chinensis 1 (NN) HM 802954 Thi study

3 (F) HM 802951—HM 802953 Thi study
G gecko 1 AY 282753 Zhou etal 2006

1 HM 370130 Qi etal, unpublished
G. hokouensis 3 (@72] EU417720—EU417722 Zhou& Wang 2008
G japonias 4 (Z8) EU4177123—EU417726 Zhou& Wang 2008

2 (RG) EU4177127—EU417728 Zhou& Wang 2008
G sabrdus 2 (DL) HM 802949—HM 802950 Ths study

2 (QJ) HM 802947—HM 8029438 Ths study

2 (YR) HM 802945—HM 802946 Ths study
G sulpain atus 3 (CD) EU417713—EU417715 Zhou& Wang 2008
G w mhonis 4 (XA) EU417709—EU417712 Zhou& Wang 2008

5 (XY) HM 802938—HM 802942 Ths study

2 (LY) HM 80243—HM 802944 Thi study
G. wenxianensis 6 (WX) EU417703—EU417708 Zhou& Wang 2008
G vitlatus 8 s FJ952240—F 952247 Setiadietal, 2009
Han dactylus frenatus 1 GQ245970 Y an et al, 2009

2 DNA
Tabk 2 G enetic divergence with in each species of Gekko

86, —

G. aurwerrucosus 0. 0046 0. 000 0 0.002 8 0. 001 6
G. dvinensis 0. 0464 0. 000 0 0.030 8 0. 0055
G. gedio - - 0.012 4 0. 004 2
G. hokouensis 0. 0000 0. 000 0 0.000 0 0. 000 0
G. japonicus 0. 0031 0. 000 0 0.001 0 0. 000 7
G. sabridus 0. 0631 0. 000 0 0.0383 0. 0055
G. subpalnaws 0. 0124 0. 000 0 0.008 3 0. 002 8
G. s mhonis 0. 1408 0. 000 0 0.078 8 0. 008 2
G. wenxianensis 0. 0140 0. 000 0 0.008 4 0. 002 6
G. wvitlatus 0. 0822 0. 000 0 0.050 3 0. 006 4
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Fig.1 Distribution of K2P distances (percent) for COI within different groups
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Fig.2 Neighbor-joining tree of COI barcode sequences
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Fig.3 Bayesian tree of COI barcode sequences
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