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Abstract : Yunnan snub-nose monkey ( Rhinopithecus bieti)is afamous endangered primate in China. So far , however ,
studies on its popuation genetics based on DNA sequences are not available. In this paper, the whole mitochondria
control region of the samplesfrom Weixi , Yunan Province as well as the whole cytochrome b gene in some individual s
were sequenced. A deep divergence was observed within the Weixi popuation, which was corfirmed after excluding
the posshility of existence a nuclear pseudogene. Nonetheless, if the effects of popuation structure and migration are
condgdered, the true level of polymorphism of the Weixi popuation may be not as high as observed.
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; 13 , 1 PCR
1000 1500 ’ Table 1 Sequences of primers used for
, [2] PCR and sequencing
, 50 (V0[4] 10 Primers Primer Sequences Target Gene
L1  5-AGCACC TAA CTC CAC CGC CA-3 D-loop
, L2  5-ACC GAGCAT CCA TAAACAATC G3  D-loop
, , Su L3  5-CCA TGC TTGTTA GACATA CA-3 D-loop
Shil®! HL  5-GGGTCC GIC TAGACA TTT TG-3 D-loop
(61 RAPD H2  5-GGG GIT TGA GIA AGGATA GC3 D-loop
H3  5-GAG GGT AACACT GCT TGT GC3 D-loop
RAPD ,DNA L14724 [10] Cyt b
Zhang Oliver!” LC2 5-GAG GACAAA TAT CAT TCT G3 Oyt b
b(Cyt b) , LC3 5-TTAAGT GAC CCA GACAAC3 Oyt b
H15915 [10] Oyt b
5 10 (8] HC2 5-GIT GTC TGG GTCACT TAAAAGGIG3 Oyt b
, 10 HC3  5-CCT CAGAAT GATATT TGT CG3 Oyt b
(D
loop) b(Cytb) ,
, b ,
1 95 2min;40 ,
194 1 min,55 1 min 72
11 , DNA ,PCR DNA 1 10s;72 10 min 500L
(1, DNA 50 ng,5HLANTP (4
, D1 D10 mmol/LML) , 1ML (10 mmol/ UL) , Tag DNA
DNA - I PCR 2U(TaKaRa Inc) L1 HIL
1 D-loop , L14724 H15915
Cytb , PCR
SO Bk ( )
\n, : ) ABI 377 (ABI Inc)
{
| .
,J‘j Yangtﬁzielﬂxver ;{\ , Cyth
£ § Zil \/?.ﬁ ’ D-loop (
12’_’1’ Yunan ¥ vax) )
X PR 1.2
N ( %;;\/V\f ool '3\ : MegaAlign (DNAS
T \J\Laoé} 0 50100150k TAR Inc) (nu-
1 cleotide diversity ,71)  DNAsp versiond (1]
(5] PAUP * 4.0p ',

Fig. 1 Distribution of Rhinopithecus bieti samples
Modified from reference [5]. The shaded area represents
the ste of sample collection.
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(R. roxellan) , 2
1 000 (boot- D10
strap) D-loop ,
ML NJ , D-
2 loop (GerBank AY545036) Model Test
HKY + G (gama = 0. 0077) [**
1 086 D-loop , 5 , HKY + G
: 510 644 ML NJ :
( ) 56 (52%), ML (2 ) ,ML
(0. 46 %) E, D10, ,
0. 01144 2 D- ,
loop ( 2 Wwat- D10 ,
terson 6 (2N) 19.119™ | Tajima 6 (2 ,
NI ) 12 4221 , (Numt)
2
Table 2 Distribution of polymorphism sites within the mitochondrial control region
Polymorphic sites
Haplotype ! o GerBank
111111111122222222222222222222222333333334444677777890 Indiividual s GerBank No.
456155688999900001122333445567777789023355783377011379852
401569006147813461545078048981367875532301354868707553839
A CCCRAGTGIAAGCCTCGICCTCCTIAGCCCAAGIAGIACATTACCTIACCTCTTCGA D1 ,D2,D3 AY998829
B D4 ,D5 ,D6 AY998830
cC T A ... C...... T....... D7 ,D8 AY545053
D T AG. ..... CG. .... T.T D9 AY998828
E TTTIAGGACACTGATIATACTTCATCCGATATGAG .. CGTACCGITCGT. C. . - TAG D10 AY998827
* :Refers to parsmonious dties.
[8]
[10,19,20] ' DNA , ,
, D-loop
) ) D3,0D5,07,D9 D10 5 ,
D10 b D-loop Cytb
, D10
) ) ML NJ Cytb

Cytb
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AD1.0203) D3
91 60

a»| 1B(D4.D5.06) D5

100
98 C(D7.D8) D7
D(D9) Do
E(D10) D10
L nopi AN ¥_
7 Rhinopithecus roxellana
0.13857 0.05135
0.01 0.01
2 b
b
Bootstrap

Fig.2 Phylogenetic trees of the mitochondrial control
region and cytochrome b gene in Rhinopithecus bieti
The phylogenetic tree on the I€ft is the one for the
mitochondrial control region, the one to the right is that
for the cytochrome b gene. Labels within the parentheses
are codes assgned to the individual s having a particuar
mitochondrial control region haplotype. Numbers on the

branches represent the Bootstrap values.

( 3 ML Mod-
el Test HKY (18]
Cytb ML NJ ,
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Table 3 Distribution of polymorphism sites

in the cytochrome b gene

Polymorphic stes

*

o GerBank
Indivi® 11111 GerBank No.
duas  122922333445555566777778899900011

36412278066351345746134461701255900
06533532378833438353271486095437014

D3 TCAICAGGIACTTTCOCATTCCGGTCCGGGM A Y998831

D5 i [ TTRCA AY998832

D7 i AN (= T AY998833

> T c LN\ T, T AY998334
D10 CTCGCTCGMCCGICCC ATGOCTIRAAATIAAA .G AY998835

[1]

[2]

(3]

[4]

* :Refers to parsmonious sties.
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