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Cluster Analysis of Phylogenesis among N ative Pig Breeds
and Wild Pig in West China

PANG WeiSun, SUN Shi-duo, LI Ying, M A Jian and Y AN G Gong-she

(College of Animal Science,; Northwest A% F University> Yangling Shaanxi 712100, China)

Abstract Random amplified polymorphic DN As( RAPDs) were used to investigate bulked genomic
DN A polymorphism of 8 pig breeds and wild pig in west China including Duroc, Iandrance,
Largewhite, Neijiang pig, Rongchang pig, Hanjiang Black pig, Hanzhong White pig, Bamei pig and wild
pig. The genetic distance index matrix and UPM GA phylogenetic trees generated from 8 polymorphic

primer amplified results showed that the genetic relationship between Landrance and Largew hite was
the closest, while that between wild pig and Largewhite was the farthest. It was inferred from this

study that Neijiang pig, Bamei pig and Hanjiang Black pig could be classified into one type, as the same

to Rongchang pig and Hanzhong W hite pig. However, the population genetic character of wild pig

should be further evaluated.
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Table 1 The genetic distance of 8 pig breeds and wild pig d
Breeds DU CH DA NE BA HH RO HB YZ
DU 0
CH 0. 0460 0
DA 0. 0638 0. 0200 0
NE 0.2128 0. 2400 0. 2264 0
BA 0. 1915 0. 2600 0. 2453 0. 0833 0
HH 0.1702 0. 2600 0. 2264 0. 0625 0. 0435 0
RO 0. 1064 0. 0800 0. 1698 0. 1250 0. 1522 0.1633 0
HB 0. 1277 0. 1000 0. 1509 0. 1458 0.1739 0. 1020 0. 0980 0
YZ 0.2927 0. 3000 0. 2831 0. 2500 0. 2391 0. 2449 0. 2549 0. 2800 0
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Fig. 3 UPMGA phylogenetic trees of 8 pig breeds and wild pig
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Table 2 Resemblance coefficient of different individuals in same breed
Breeds DU CH DA NE BA HH RO HB YZ
0.9827 0. 9826 0. 9933 0. 9607 0. 9565 0. 9523 0. 9668 0. 9704 0.9342

Resemblance coefficient
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