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Tab.1 Information of fecal sampling sites of Macaca mulatta tcheliensis in Mt. Taihangshan area
2 2008 -02 Wa2 Wa3
2 2008 - 02 Wad4 Wa5
1 2008 - 02 Wa9
2 2007 - 11 H1 H2
1 2007 - 11 H4
1 2007 - 11 H5
2 2007 - 10 Wul Wu3
1 2007 - 10 Wud
1 2007 - 10 WuS
3 2007 - 12 J1J2 )3
2 2007 -12 J8 J9
2 2007 - 12 X1 X3
1 2007 -12 X4
1 2007 - 12 X2
1.2
QIAGEN DNA DNA. PCR GH: 5"-AACTGGCATTCTATT-
TAAACTAC3"; GL: 5" ATTGATTTCACGGAGGATGGT3". PCR (25 pL): 10 x Buffer 2.5 uL; dNTPs
(2.5 mmol/L) 2.5 pL; Mg** (25 mmol/L) 1.5 pL; BSA( 10 mg/mlL) 3 wl; Tag DNA (5 U/uL) (
)0.5 ul; 1.25 uL;  DNA2.5 uL; 10 pL.PCR 194 C 6 min 35
(94 C 50s 55 <C 455 72 C 50s) 72 C 6 min 4 C .PCR
( )
1.3
Clustal X 7 MEGA 4.0 ° DnaSP 4. 5 ’
N Nei " Hudson Slatkin
Arlequin( version 3. 0) B ( Gst) -
( Nm) Fst Fst (
1 000) ( AMOVA) . (M. m. mulai-
1a) ( GenBank: AF135287. 1) MEGA 4.0 s
2
2.1
MEGA 4.0 mtDNA 22
9 11 1 ~305 1 6 55 83 128
162 228 255 264 266 305 ( 2).11 9 2
2.2
3 5 9
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Tab.2 Sites distribution of the nine haplotypes of D-oop region of rhesus macaques in Mt. Taihangshan area

1 1 2 2 2 2 3
5 8 2 6 2 5 6 0
1 6 5 3 8 2 8 5 4 6 5
Wa2 T C A T C G T G G T C
Wad A
H2 A
H4 A
Wul . . G A A
Wud A . G A A
J1 . . G A A .
X1 T A C C
X2 A T A
3 9
Tab.3 Distribution of the nine haplotypes among rhesus macaque groups in Mt. Taihangshan area
Wa2 Wad H2 H4 Wul Wud J1 X1 X2
4 1
2 1 1
2 2
5
3 1
6 1 1 1 2 2 5 3 1
2.3
MEGA 4.0 Kimma 2-Parameter Bootstrap 1000
s 5 UPGMA ( unweighted pair group method of arithmetic
means) ( 1 2).
— "
63 H4
Wad
87 { H2 71 Wang
Wud Huang
73 71 Jiao
- ); ; Xin
Guangxi
Wang: ; Huang: s Wu:
Guangxi: Jiao: ; Xin:
1 mtDNA 9 UPGMA 2 5 UPGMA

Fig.1 UPGMA phylogenetic tree of the nine mtDNA control

region haplotypes of rhesus macaques in Mt. Taihangshan area

Fig.2 UPGMA phylogenetic tree among five sampling sites of

rhesus macaques in Mt. Taihangshan area
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1 2
4
2.4 Tab.4 Distribution of variation among and within geographic units
( AMOVA) ( 4 1o
(@ =0.880 21 P <0.001) 2 88.02
(g =0.889 71 P <0.00l) . 2 0.95
(D = 17 11.03
0.079 26 P =0.107). ®p =0.880 21 (P <0.001)
2.5 @y =0.079 26 (P =0.107)
DnaSP 4.5 3 b, =0.889 71 (P <0.001)
(
5) . (H) (Pi) (k)
4 0.833 0.002 93  1.000.
5 Tajima D Fuand Li D (P>0.1)
14
5 miDNA ( )
Tab.5 Tabulation of mtDNA diversity within geographic groups of rhesus macaques in Mt. Taihangshan area
5 4 4 5 4 2
2 3 2 1 2 9
0.400 0.833 0.667 0.000 0.500 0.827
2 2 1 0 1 11
2 2 1 0 1 1
0.00235  0.00293  0.00196  0.00000  0.00147  0.010 64
0.800 1.000 0.667 0.000 0.500 3.628
Tajima ~0.97256° -0.709 90" 1.632 99" — ~0.61237"  0.699 70°
Fu and Li ~0.95440° -0.60427" -0.604 27 — ~0.61237"  0.67223°
*:P>0.1.
2.6
DnaSP 4.5 ( )~ ( ) ( )
(6. - ( Dxy =0. 021 59)
(k=3.615 38) - ( Dxy =0.019 31)
(k=3.461 54) - ( Dxy =0. 010 46) (k=
2.176 47) .
6 Fst 0. 828 72 0.05;
Fst 0. 898 73 0. 03; Fst
0.939 62 0. 02. Gst 0. 735 74;

Gst 0. 803 40; Gst 0.893 72.
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3.3

4 mtDNA
6 mtDNA ( )
Tab.6 Tabulation of mtDNA diversity between geographic groups of rhesus macaques in Mt. Taihangshan area
1 1 3
2.176 47 3.461 54 3.615 38
0.010 46 0.019 31 0.021 59
0.828 72/0.05 0.898 73/0.03 0.939 62/0.02
0.735 74/0.09 0.803 40/0.06 0.893 72/0.03
3
3.1
mtDNA 22 9
(0. 010 64) (0. 033) (0.06)
(0.011 67) '° 5 ( H) ( Pi)
H Pi () ( H)
( Pi) 0.827 0.010 64. H. Pi
22 9
9
Wa2
. 13
(88.02%) (11.03%) 99.05% (P <0.001) ;
0.95% (P=0.107).
N ( NN )
17
3.2
UPGMA ( 2)
9
(1 (
) 9
Wa2.Wa4 .H2 . .H4
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MtDNA -based Population Genetic Diversity of Rhesus Macaques in
Mt. Taihangshan Area Henan China

XIE Dong-ming' LU Jiqi' = WANG Jian-dong’
( 1. Institute of Biodiversity and Ecology Zhengzhou University Zhengzhou 450001 China;
2. Administration of Taihangshan Macaque National Nature Reserve Jiyuan 454650 China)

Abstract: From November 2007 to February 2008 mtDNA-based population genetic diversity of rhesus
macaques ( Macaca mulatta tcheliensis) was investigated. Fecal samples were collected 5 separated
groups among of 3 geographical units in Taihangshan Macaque National Nature Reserve ( TMNNR) (35°
11°'N 112°16°E) in Henan China. Total 22 mtDNA were extracted and used for genetic diversity analy—
sis among different populations. The results showed that: (Dthe length of D-oop of mtDNA genome within
22 samples was 341 bp. Total 11 mutation sites 9 of transition and 2 of transversion were identified a—
mong 22 samples; @there 9 haplotypes were found from 22 sequences within 3 geographical units; @the
results from AMOVA indicated that 88. 02% and 11. 03% of the genetic variation happened among
groups and within populations respectively while there 0.95% of the genetic variations occurred within
groups. There were significant genetic differentiation while no shared haplotypes being found among
Jiyuan Jiaozuo and Xinxiang geographic units ( P <0.01) ; and (4among the tested groups Huanglian—
shu group in Jiyuan exhibited the highest haplotype number (3) the most haplotype diversity ( 0. 833)
the most nucleotide diversity (0. 002 93) and the most average number of nucleotide differences
(1.000) . The results implied that Huanglianshu group should be protected with priority in the point of
genetic diversity.
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