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A study on genetic diversity of native pigs in the Northeast
by comparing nucleotide sequences of cytochrome b gene

a o d a d o * a £
HBUUN YDA, WIHBITY D aTIJ'N , Hag  IUNT YYoUUTU 19"

Nitchanan Chukerd, Pongchan Na-Lampang®, and Surintorn Boonanuntanasarn’

UNARLD: ANMIAINNMAINUAIENIRUGNIINDN qmﬁmﬁfaﬂummmmfu@fam%mmﬂa ANAaaeN9aNUIL
19 Faetne FFUAINTWdAEY  NAUAT UATWLL WNAMNe /3 wine waz sund laennsldnatia PCR uay
wanautanalelnglu 'audiu cytochrome b waz 519 Phylogenetic tree Tn8RBNNIMNITEEUNININRUGNITHANTD
neighbor-joining Aae1lsunsn PHYLIP package Wu4N qﬂiﬁul,ﬁm‘l,umﬂm:ffuﬂﬂﬂL?mqmfi’a AunsauLie e
9 haplotype AMNAMNUANFNNTBIAALTIARTR N 43 FuMLY (A "ATY: ANMAINUANENINRUENIIN, N9

.-_9'1’ A o P A
WA, NARZINARNIRENLUUR, cytochrome b)

ABSTRACT: Genetic diversity of native pigs in the Northeast was studied from 19 native pig hair samples collected
from Loei, Sakon Nakhon, Nakhon Phanom, Mukdahan,oSi Saket and Surin provinces by using PCR technique and
nucleotide sequencing of cytochrome b gene. A phylogenetic tree was constructed from genetic distance determina-
tion according to neighbor-joining method using PHYLIP package program. It was able to divide native pigs in the
Northeast into 9 haplotypes according to 43 site nucleotide sequences difference. (Key words: genetic diversity,
native pigs, the Northeast, cytochrome b)

1 a al a o & ©° v a a a o a a
raralulagnisudn md indrmalulaginisinems suanendumalulag suis

School of Animal Production Technology, Institute of Agricultural Technology, Suranaree University of Technology

* Corresponding author: pongchan@sut.ac.th



248
uNUI

o d!/ ) o ) 1Y
A neuiedlutlaqiiumasegiiagnin
Tudszwmalng Iaeanizesneiiely Apnziuaan-
= = AdJ =3 P2~ 1 dl 1
WReamie  daarnuinlaf s luauunnvnelng
AINLATEY mewmﬂmﬁmmjmﬁﬂj ﬁ@g’@ﬂw
N7¥AANTLANNWYINIY (Loftus and Scherf, 1993)
auidadnanaay iugll1dlaede meziilade
AIUALNHNANIENUAANITAYEE 189 NINULHBY
s =S dl 1 =
nanelsenis (Werngy, 2545) aaflunu"eans
wngies e BHIuNIme auNnatneenaung
371 AHUNNy NAU Aniandenaedlssmndlne
3 o [ U o EX% U 1 o 6 ¥
Avanfusiaaniniseuing i e yauiundalsld
1JsxTeimisialy)
dl o & X~ X o o
nafiazauing newuiesmanililina aniu
Y \ X~ \ L A A
AaIngLdn nantiesluudazunasniassiingy
F% 3 o = 1 o v = adl Y
ARNEARINUUTALANANAUNNNTeaea T Wa
Wunwamslunisniuuadsniseyindiugnasuaes
N3Nuiies (3 5, 2538; 889NAR UAZFaIING, 2543)
Tnedieuen nanenenuauun nevtiiesluunas
Fin9 A1nN13 “wneansueglianauendslilsig
A L HE e PR I NN IORT KRG IS
3 -3 1 ] o a v = Ut
aqmiudnazimalianies g tuanan 9y
naAnEIANNAINUAIENIIRUgNIIN Tnamatia

¥

I 1WNTIUBNTEALRY heterozygosity TLHTUNN

WAUINEAT 36 : 247-253 (2551).

PBINUINITN (genetic distance) WATATMUINIT
(evolution) ‘I6f
anduiiopdtendueshisuelululnasuniy
(mitochondrial DNA) l#gniunld@nwiaaiu
UAINNANENNAUFNITNVES RdnaneTia (Kocher
et al., 1989) Tnaiannzu3ian displacement loop AL
cytochrome b (Alves et al.,, 2003; Kim et al., 2002) T
n3lgiinnihaduiionalansaastiy cytochrome b
wnlflunnsfneacunaInuanen1eiugnasNiu

dl = o o a a L
10 easannnsFeuieuaisuianatelndvinle

vaonsziuly auilazuilasy luldsAund

AHANNIE LATWLINTAINUAINTIATY 9
“ Yol . d
nsAnuIAfelidnglsr sAienIAanw
VAMNUANENNRLENITNIDY NINuEeslunARydu-
a A Y J
panaauilevesdsmalneg Inaldaanuunnsng
Ya9ansuTaAale Al U898l cytochrome b 184

uinABuUATEABWeT AAaINFaat1elNIINaw
A8N19ANEN

WHAILN LA

WiUFMet1UNIINIUAIN qm‘ﬁmﬁmﬁﬁmu
19 AQ8819 AINWUTALRY  NAUAT UATNUN
HNAWNS AT vy uay 3unf Aaw aslu Table 1

Table 1 Locations and number of native pig used in this study.

Province District Number of Animals
Loei Chiang Khan 3
Loei Tha Li 3
Sakon Nakhon Kud Bak 1
Sakon Nakhon Muang 1
Sakon Nakhon Tao Ngoi 1
Nakhon Phanom Na Wa 1
Nakhon Phanom Muang 1
Mukdahan Wan Yai 3
Si Sa Ket Muang 2
Surin Phanom Dong Rak 3
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and the rest are samples).
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Table 2 Haplotypes of native pigs.
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Haplotype Collection location Nurr.lber of

Province District Animals
H1 Nakhon Phanom Muang 1
H2 Loei Tha Li 1
Sakon Nakhon Kud Bak 1
Sakon Nakhon Muang 1
Sakon Nakhon Tao Ngoi 1
Mukdahan Wan Yai 3
H3 Loei Chiang Khan 2
Si Sa Ket Muang 1
Surin Phanom Dong Rak 2
H4 Si Sa Ket Muang 1
H5 Surin Phanom Dong Rak 1
H6 Loei Chiang Khan 1
H7 Loei Tha Li 1
H8 Loei Tha Li 1
H9 Nakhon Phanom Na Wa 1

g1 Nakhon Phanom (Muang) 1 Sample
Loei (Tha Li) 1 Sample

1

Sakon Nakhon (Kut Bak) 1 Sample
Sakon Nakhon (Muang) 1 Sample
Sakon Nakhon (Tao Ngoi) 1 Sample
Mukdahan (Wan Yai) 3 Samples

Hi  SiSaKet (Muang) 1 Sample

48

60

98

46

86 Loei (Chiang Khan) 1 Sample

#9 Nakhon Phanom (Na Wa) | Sample

H8  Toei(Tha Li) 1 Sample

g7 Loei(Tha Li) 1 Sample

Loei (Chiang Khan) 2 Samples
B3 SiSa Ket (Muang) ! Sample
Surin (Phanom Dong Rak) 2 Samples

B Surin (Phanom Dong Rak) 1 Sample

Figure 2 Phylogenetic tree based on Cyt B sequences using the neighbour-joining method.
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