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Abstract The anonym ous nuclear DNA SANDX — 2 bcus of 89 ndividuak of Chinese w ild boars and a
dan estic p ig were an plified and sequenced brstudying the genetic variability A total of 510 bp were obr
tained after algned nchiding4 ndek and 30 substitutions Eighteen hap btypes were defined in Ch nese
w ild boars anongw hich 7 hapbtypes were obsewed only n one bcal popubton and 11 hap btypesw ere
shared by wo ormore local popu htons The phylogenetic tree constucted by the neighbor pin ngm ethod
based on K mura 2— param eters model divided the hap btypes nto wo distinct clades A lhough the trees
were not supported by high bootstrap valueg and the haplotypes mn different popu latbn were beated n dif
ferent clades there are geographicald strbutbn pattems in he Chiese wild boars Ignorig the gaps in
the sequences the nesting cladogran of 19 hap btypes suggested that HAP2 m ay be ancestral haplotype
K ey words Chinese w ild boar SANDX — 2 genetic variation
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Tablkl Geographic origin of the san ples used in this study and hapltypes

* Subgspecies Locality & Code Number of nd v iduak H aplotypes
(S s danestica) DP 1 HAP3
ELC 10 HAP6
(S s ussuricus YKS 1 HAP17
HX 6 HAP6HAP17
BL 2 HAP6
BH 5 HAP6HAPIOHAPIS HAP17
LN 1 HAP19
GX 4 HAP2HAPS8 HAP 14
(S s moupinenss) BJ 9 HAP2HAPS8 HAP 14
SNJ 10 HAP2 HAP8HAP9 HAPISHAP18
VAl 5 HAP2HAPI1 HAP15
™M 1 HAP13
174 7 HAP2HAPIS HAP19
(S s chirodontus) HG 7 HAP2HAP4 HAP15
YX 2 HAP4 HAPS
RC 4 HAPIHAP2 HAP15
TN 3 HAP2HAP7 HAP12
LY 6 HAP1 HAP4 HAPSHAP9 HPA16HAP17
HS 4 HAP2 HAPSHAPISHAP17
YN 1 HAP2
(S s nigripes) X]J 1 HAP2

[19]

.* : Subgpecies definiion consuled fran Wang Y ingx iang %),

1.3
ClstalX 1.8 " . MEGA Version 2. 1" DnaSP
(2l (nucleotide diversity TT) (‘haplotype d wersity, h ). MEGA
2.1 (Neghbor jon ng method) K mura (Kmura 2—- parameter)
TCS v1. 21" :
2 4
2.1 SANDX- 2
89 1 SANDX - 2 , 510 bp 2 ,
234~ 269 405~ 449 ( 4 , D1- ID4), 30 ,
19 ( 1). 428 , 22,
( singleton variab le sites) 10 ( parsmony infomatwe sites) 12, 2. 835
K = 4.849 T=0.01141 %0.01021,
0. 8662
1 , HAP15 HAP16 HAP17 234~ 269 (D1),
405~ 449 HAP3 HAP6 HAPI16 (D 2), HAP10
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1 1 , HAP3
18 , 7 , 11 .
HAP2 HAP6 HAP15 HAPI17 , HAP2 22
,  24.7h HAP15 18 , 20. 2% ; HAP6 14 ,
15.73%; HAP17 10 , 11. 24% .
19 , Kmura2- paran eter
2 ) ( . gaps)
. , HAP15 HAP16 HAP17 HAP18 HAP19
HAP1 HAP2 HAP3 HAP5 HAP12 ,  HAP4 HAP6 HAP7 HAP8 HAP9
/., TGS 19 3 . , HAP14



HAPIA @

A B
3B v S Gk 2 R S A7 5 4% I (A) B st I B (B) , Bootstrap #E47 5 000 A4~ T AL, 455 o AR A 1 WF A < @ AU AR L I A
“OMRRARACIE R A AR R W R R
M2 M4 i%E T Kimura 2—parameter 48 ) #5# f) SANDX2 R % & & Bt
Fig.2 Neighbor-joining tree based on the SANDX2 locus sequences. Genetic distances were

calculated by Kimura's two—parameter method
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