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Abstract; The green peafowl ( Pavo muticus) is an endangered species that has attracted much
attention of the world. The subspecies of P. m. imperator, which was once widely distributed in
southern China, is now restricted to the central, southern and western regions of Yunnan Prov-
ince. In recent years, field population surveys have been conducted successively, but analysis
and evaluation of genetic diversity have not yet been carried out. In this study, the genetic diversi-
ty and structure of a wild population in the junction region of Xinping and Eshan in Yuxi City were
analyzed by using shed feathers collected during field survey and 11 microsatellite markers. Genet-
ic diversity of this population was also compared with the main captive population in China which
were derived from wild ancestors in Ruili, Yunnan and other undetermined locations. The results
showed that the genetic diversity of the wild population was markedly low due to local inbreeding
and is risky of further loss. In terms of genetic structure, individuals of the wild and the captive
population were sorted into three subgroups. The wild population was substantially distinct from the
two subgroups contained in the captive population. Such divergence demonstrates that the green
peafowl of Yunnan Province might have significant and complex geographical differentiation. These
results suggest the primal necessity to carry out systematic phylogeographic studies to clarify genet-
ic relationships among geographic populations and to identify evolutionary significant units. The
population management of Yuxi population ought to target genetic exchange among local colonies
to increase the opportunities of genetic communication by means of ecological corridors or individual

transfer etc. , so as to reverse the trend that genetic diversity loses with progressive inbreeding.
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2% fL4E ( Pavo muticus ) 3&— M KAEEIE H ( Galli-
formes) 525, M fE R Ep " P MABIED )Z 4
A, I A4S Hb o RO SOk i Ak, gL
BRI 3 A, BV T 5 R P A ATCM: (1 48
LA (P m. muticus) , 5345 T EN R 2R A0 2 40 fr) 7Y
JEER A BT A (P m. spicifer ) 15345 T B S 30 X HY)
=B FH (P. m. imperator) 't | fEid ZHHEANS LA
B, BFAEC Y MR HER R LR N2
T, A AL E T
B, 2009 4ELRFLAEHE TUCN W16 9 b 41 € 44 S5 51 Hy
Wife (EN) 2% (https: //www. iucnredlist. org/species/
22679440/131749282)

Pisk b, gL E AR, SR
WAE . DU, TP AR, = R R P RS P
BV MAE A PERS, AR 22 4~ 5
R 1993 4E | S iH A0 SRR BRCR 7E
800 ~1100 KM 5 FREH K2 500 R, o
A 235 ~ 280 M TR EBE N RS LAE S
Br T i AR 60% LA L BURA AR F- A1, 3 60%
R 43 A X e AR AR 1 25 110 30 4F BRIk 2%, T BUAT A
ST 2 AL DX v I 5 A A AR XU 1 AR
WA B 2= B 44 6 8 T8 R 1 52 540 1 3 B A
A TR R EHE Z RN, IR T ekl A A
FERAL, i PR T R LA E B

1 #MHEF*

L1 FECREE

2018—2019 4F, 7E A BETBF-S5igkilisc 7
AR BT AR A A SR AT S SR IRAE B 29 3P
FEG (1) o B FE S BRI e A — A AR T B L
FrBA W A M SR B ), B B R AR G S O YBDOL ~
YBD29, 4 CARAT, fr45°~ YBD FhEE, AN, 9
HalifhaFL4 (9t GPO1 ~ GP09) il 6 H 4lif ik £L 48
(%Wt BPO1 ~ BPO6) fE NS, LISSE R EFEDF
ST WESE YBD B o B0 1B % A 2 (] 1 st AL
KE, WARIFRE IR T 33 ek fLAERE i,
Horp 16 F 02 M 1 2 g B 4 3R 04 B AR SR LR 1Y I
R, HAAMRR DR ER I, I B 5 2 o0 P B AR
i, ZwtiSoh CAPO1 ~ CAP33,
1.2 DNA $2H

MNEARPE VIR 245 mg BIPIRL, A B0
o R ALY 1000 pL 2% SDS ¥k, B

ARE VLT, £ 65 CHIKETIFE 30 min, B3P B
MRS B ) — T 75% SR BAR I BE30 min,
PR S 20 mL ddH,0 1Y 50 mL BEapr, 4R35 vk
W2 30 min, TEVET ISP BAE M BCEIELR E AT
B, BA LS mL BLLE, BTRM/NRE R, DNA B2
U I Volo % 7, THALIHE N 2 d, S NEEDT
VEVR 12 h, RS0 16 000 r/min 30 min, {# Nan-
odrop 2000 C ( Thermo Scientific, USA) M %E DNA FJ ¥k
FE, JfFBEZE ~ 15 ng/uwl T PCR 714,

1 ZEAEETHESELZRL
LEPENKE S
Fig. 1 Geographic location of the collected feather samples in the

juncture of Xinping and Eshan of Yuxi City, Yunnan Province, China

1.3 Cyt b R B 38 A e

Cyt b 3£ PCR ¥ 3451927 Verma % ffi FH Y
SR HY 5 Y meb398 (5'-TACCATGAGGA-
CAAATATCATTCTG-3") I mcbh869 (5'-CCTCCTAGTTT-
GTTAGGGATTGATCG-3") , RHI 50 pL Y PCR [ i 4
%:DNA( ~45 ng)3 puL, ETFHSI®4 1 L
(10 pmol/pL) , 2 x Easy Tag® PCR SuperMix ( 44>
Y ARG R )25 pl 1 ddH,0 20 wl, 52
JF: 94 CHIAEME S ming 94 CAE1E 30 s, 52 CiB A
455, 72 C & 30 s, PH IR 35 K 72 C LAt ff
7 min, 4 CHAF, P H=WHE 1. 5% WIIENRHHEE R T
80 V Hiyk40 min, F{ AxyPrepTM DNA Gel Extraction Kit
AN G b, SRA Sanger VXA, ] DNAS-
TAR %445 I (9 SeqMan Pro %5 #4787
1.4 DR

2% Du 5 Y W, PC3, PC19, PC25,
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PC36., PC41. PC46, PC67, PC125. PCl42, PCl148 .
PCI51, PC201, PC236. PC281'"°'  MCWO0069 i
MCWO0098 ™ 16 /™ il 115 {37 i Xef B A= i1 Bl 7 ol e )
A, LUFSIYIR 5 % FAM(#E€) | JOE(Z%()
F TAMRA (JE65) 3 F Ot RErid, PCR AR
J915 pL: DNA ( ~45 ng)3 pL, k. FiEsl¥
(10 pmol/pL) % 1 uL, 2 x Easy Tag® PCR SuperMix
(2XEEYHEAREGBRAF)S wl M ddH,0 5 pL, &
JEFEIF: 94 CHIAM: S min; 94 CAEME30 s + T,C
Bk45s + 72 CHEF30 s, MEF35 UK; 72 CLAEfH
10 min, 4 CH#fF, PCR F=¥J7E 3100x Genetic Analyzer
( Applied Biosystems, USA) [ HL 3k 4 %, H Gene-
Marker® T4 Fr Be 5 512, A b B B PR B R
AARIELT 3 WL 43R
1.5 CHEMSEERYF S E

{#i ] MEGA 5.05 H1f#4 Clustal W #2520, [T
SRR ME M LAE | LA ZARK Cy b K
WS, #INErIa g, B EdiSeq 7 ¥ B4 F
HMEETF] 421 bp, HL4E Dinh 22 e, F MEGA
5.05' F1 Kimura 2-parameter ( K2P) #& I 53 4 > 1
TSP EAEAR 5 B 0 2l Ff L 26 R A FL A R AR 22 [R] 114 35t
TREE RS, [RIB T3 O k£ LA Tl P 7 1 4R ] 1 338 A%
B (intra-d ) S5ERFLEE | W FLAE Pl 1] 1 79 0K 1] 1) 3t
1R (inter-d) , X L35 A% 1R B 1] T TS FEAS 1Y
BRI R IR, {4 H IBM SPSS Statistics 23 (IBM Corp.
New York, USA) K841 PI BRSNS 2 EHFLEAN
RIRAZIE B V8 N intra-d i85 inter-d BTG (95% &
IR, A AT E Y #h; H MEGA 5.05 2T
K2P PR R Gt K B, HiTOL v4. 4.2 (https: //
itol. embl. de/ ) #E47A]HAL .
1.6 ARG

PIEREARTEEIMESS, AT BEAAAE Ml — MAZ K
5, AR E BRI T Z 00, /5 AT AR LA
T LSS A (S350 ) . 1%, JH Micro-Checker
V2. 23 PRGN A% A o T TR 4% SR 1) G 2 A A7 35 PR £
WEAR O 1E S 0 RN S PR AU R, i — 2
FhEER AL 40T H Gimlet Software v1. 3. 112315 £ 45
1 ) 2R AR FIER ( cumulative probability of identi-
ty, Pupy), BP2 ANTEAREIR L [AIAE 2 A TR
08 b FE PR 58 4 — SR T REE DS S T T BR AR
SERSZ IR, THET A IE 5L B AR AHUE S (P ) e ) 5
FBEBIREAR P ME KRBT RE, BTHE T [F L

ST Z IR (P ,y,.,) , TERA IR
BRI EE . &5, H Cervus 3.0 B A& MR —
AR ZAFE SR 75 A AL e 1 5 DR A 58 A ]
BCE AT A AR S bR e . AUFE 1 M AR ZE D A5
LR
1.7 G ZREE KRR AE A5 73 iy

{8 Popgene 1. 32 THHMELELIFLEL(N,) . H
RGN HE B (N,) . B E (H,) AR5
(H,); H Cervus 3.0 {14 YBD FRREER CAP Fhff Y 4t
MR D RSB ZAE B &2 (PIC); H Popgene
1. 32 T15 2 AP RE R FR T 38 22 80 (fixation indices of
subpopulation, F) . &S AL LIS (F,) |
FEHW(N,, N, =0.25(1 - Fg)/Fg) . Nei [Gistf&HE
BIRGEAAIRUEE , JFHEA TG — IRAAASF-B (H-W) £
B, b T HEWT YBD A CAP FhEEZ A1 A5 AL AR
F Arlequin 3. 5% 718 2 ASBEVR 2 18] (1 38 4% 40 1R 48 5L
Fy, 1§ J§ STRUCTURE 2.3.1 43 b7 F BE 1Y 35t 1% 2%
20 e K (BRI AN RE AR ) FRR R 3 A% 4G R 1R
TEas Al FHAE LA (http: //clumpak. tau. ac. il/) /&
o

2 HEREGHHT

2.1 PIBFESIEER YR E

VER SRR B S FLAE (GP) FEEFLAE (BP)
(P ] AL PR 25 (inter-d) M 3.43% ~3.68% , 95% I
BRI [3.41% ~3.61% |; S5 4 LA el
PIBAERFE B (intra-d) 9 0 ~0.72% , 95% H4 & {5 X |A]
H [0.26% ~0.46% 1, FIEAES AT HZRFLAE Z 1
B K2P BEES M 0. 120 ~0. 602, 7% A intra-d ) 95%
MBS X TE], 15 5 FL2E 10 KoP BB #E 3.531% ~
3.788% , Y%A inter-d Y 95% [ EAFIXIA], EL7E intra-
d 1 95% M EFIXHZAMN K 1) . REKLBMBR 29
NP EHEMER S RILER I —L (K 2), Bootstrap 2
FERER 0.493 ~1.000, Z55RFR, A oy BRI
BRI Ry AL
2.2 PIEHAMA ]

Micro-Checker 7E PC36, PC67, PC125. MCW0069
FTMCWO0098 3% 5 AN s for I 2 Jo sk S 3L K, S T
PRUEMARPUN S R AT SE M, 52250 tax 5 i
SRS, DRER ARSI B TE A A S Ay 11 A
A5, BP PC46. PC148, PC151, PCl142, PC19. PC236,
PC41, PC25, PC281. PC201 A1 PC3, [ 3 &R,
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R P o M BEE AL BB N T B, > T AR
SR DL P, fHFE 0.001 0 ~0.000 1 A [A] —
Ml brifE, BIRF P, iK% 0.001 0 5 0.000 1
PUR I, A0k 2 AN e b BT AN [A] RO JE ALY, D ]
HE R [N TF AR AR S RO R, Y
T TR AL EGR S 8 AN, Py JIERE Py, 35 F)

0.000 963, TiXt FAHHF 1 8 LA, P ipypiwed I
P py 35 5] 0.000 000 036 49, i £ 5 2w}, FH
Py SxiE—20 TR, BN R RS A AL 2y, SR A
PRPUNES R AAERRPE ™ (1813) o [R5 e B L e 1
BPAMUFRA M, BUE/NT 0.001 0 WERE Py, /2 LAT]
FEHPUIAE,

R1 BL421 bp 9 Cyp b BEEFFEE R I ERSR YBDO1 ~29 54ifh4R7L % (GP) FIILFLE (BP) Z [HH) K2P Bk E

Tab. 1 The K2P genetic distance between the each of feather samples YBD01-29 and the reference samples of

green (GP) and blue peafowl ( BP) as inferred from 421 bp sequence of Cyt b gene

e K2P L8/ % AR 95 9% ) E AR DX IRLH Wi gt A B PR A inter-d B intra-d
ARG S . ) 8 PE
CFYIE + FrifE2S) The 95% CI where the K2P difference between
Sample ID t value P value
K2P distances( mean = SD) inter-d and intra-d distances fell in
To BP 3.531 £0. 000 inter-d
YBDO1 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 001 inter-d
YBDO02 56. 505 0. 000
To GP 0. 120 +0.278 intra-d
To BP 3.531 £0. 001 inter-d
YBDO3 56. 505 0. 000
To GP 0. 120 £0. 278 intra-d
To BP 3.531 £0.002 inter-d
YBD04 56. 505 0. 000
To GP 0. 120 £0.279 intra-d
To BP 3.788 £0. 000 inter-d
YBDO5 56. 530 0. 000
To GP 0.359 £0.279 intra-d
To BP 3.531 £0. 000 inter-d
YBDO06 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d
YBDO7 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d
YBDO8 56. 505 0. 000
To GP 0. 120 +0.277 intra-d
To BP 3.549 £0. 000 inter-d
YBD09 56.518 0. 000
To GP 0. 121 £0.279 intra-d
To BP 3.531 £0. 000 inter-d
YBD10 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d
YBDI11 47.595 0. 000
To GP 0.602 +0. 283 intra-d
To BP 3.531 £0. 000 inter-d
YBDI2 47.595 0. 000
To GP 0.602 +0. 283 intra-d
To BP 3.531 £0. 000 inter-d
YBDI13 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
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&R
B B K2P R R/ % AR 95 9% B A7 DX 1 it % B 596 £ inter-d B intra-d - P
NZTR= o t
CFYIE + brifEE) The 95% CI where the K2P difference between
Sample 1D t value P value
K2P distances( mean + SD) inter-d and intra-d distances fell in

To BP 3.531 £0. 000 inter-d

YBD14 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBDI15 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBDI6 56. 505 0. 000
To GP 0. 120 0. 277 intra-d
To BP 3.531 £0. 000 inter-d

YBD17 56. 505 0. 000
To GP 0. 120 +0. 277 intra-d
To BP 3.531 £0. 000 inter-d

YBD18 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD19 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD20 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD21 56. 505 0. 000
To GP 0.120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD22 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD23 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD24 56. 505 0. 000
To GP 0. 120 +0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD25 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD26 56. 505 0. 000
To GP 0.120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD27 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD28 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
To BP 3.531 £0. 000 inter-d

YBD29 56. 505 0. 000
To GP 0. 120 £0.277 intra-d
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B2 ETF CpbERER bp FHIR K2P =EBRE A
N RELZEMETHERR(ER) | dfE7LE
(FRE)MAMEALE(EE)NXR
Fig 2 The NJ tree of feather samples (orange) and reference samples of
the green (green) and blue peafowl (blue) based on K2P genetic

distance inferred from 421 bp sequence of Cyt b gene
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035 1
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025 |
0.20 |
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8- Pp)sibs

ive P (ID;

Pnybiasea=0.000 000 036 49
0.15 - P(ID)sibs=0-000 963

0.10 |
0.05 4

ERPw
Accumulat:

I

I

I

I

|
O D O N D LN 9 AN D
PN R M I NI P
Q,QQQQQ()QQQQQ,Q,QQ()Q’

B RN

Microsatellite loci

B3 MIBAAER P, WELEH
Fig. 3 The declining trend of cumulative probability of identity

(P (1py) with addition of microsatellite loci
H 8 AN T A 5 3 i Cervas B HEAT AN AR
W, 45 S RSP RA T YBDIO AT YBD25 ., YBDI11 Al
YBD27 . YBD23 H1 YBD24 7 8 Mz i b 5& K AU AH [A]
BEAE 1AM R 1SRRI, Hake
a1 PL B SEA IE I S BE (B 1) o fde,
FER AN ALAEREAR R 26 H

2.3 YBD £l CAP FhEERY AL ZREME:

FIH Popgene ¥l T YBD FEEFT CAP Fh#EAE 11
AN RS RIS L = 280, YBD R N, R
2 ~84, RN (4.727 £2.328) 15 CAP FPREERY N,
H2~64, VI H(4.091 £1.300) 7 ; YBD FhffEAl
CAP i 2 [ S0 HE PR 32 22 500 0 ~ 0. 846, 2 M
HEZ ] N, 75 PC46 2R HRK, YBD FPffEAT 8 155
FEH, M CAP FREEHA 4 4>, ERSEUL, N, 7E YBD
FREE P e CAP FIBER 2 (K 2)

*£3 Box, YBD FifErh N, B9 & N 1,039 ~
5.240, V% (2.768 +1.294), Tii CAP FhEE N, 1Y
BN 1,095 ~3.828, FHH4(2.434 £0.818) , 7E2
AFEET, TGS N, BBRERT N, £ 24
e &0 A i 15t 1% 2 RE PR R A XU o YBD Rl 734
H, 34 H 43 5] 9 (0.258 +0.164) il (0. 546 =+
0.251) ; CAP FHEFI H FISFH H, 43510 (0. 479 +
0.228) F1(0.531 £0.201) , Wil — JEAAHKE P (H-W)
Kege 2, YBD FiEEH AT 2 47 45 (PC3 Al PC25) Ab
TPHPIRZS (P >0.05) , HAR 9 AL 2% i 25 1 iy
RE(P<0.05); fHELZ T, CAP MR A 7 7N
WETF VMR (P >0.05), Hay 4 A~ s (PC201
PC236., PC148 Fl PC151) £HH B EME (P <0.05)
X 11 M TE YBD Fl CAP Rt i F-24 PIC 4351 K
(0.493 £0.242) F1(0.489 0. 177) . YBD FhEER) F FE
0.720 (PC236) ~ —0.405 (PC25), “FIIEH M (0.456 +
0.357), 2 MuER Fio <0, 9 MLER Fg >0, FH
TEAE T 3 BH %, CAP FhBEY Fo 16 0.441
(PCI51) ~ = 0.199 (PC25), “F ¥ 1 M (0.102 +
0.217), 5 MiEK Fo <0, 6 NS F >0, £
LR ZA AR (K 4)

2.4 PP L ok 5 AL 45 ot

11 A7 s A 4 Ak 38 5 F o 938948 M 0. 138,
MG Wright 1943 25hR 1ES | 3 A7 45 (PC41, PC25
1 PC236) it b BB K (Fy, >0.150) , 6 i
A ( PC281. PC46. PC151, PC201., PC19 i
PC148) &b FH B2 /3R 75 (0. 050 < Fp <0.150) , 2
AL (PC3 FI PC142) b FAKBE /3 b RS (Fy <
0.050) . 2 /NFREE ] B G TR HE AL B LRI ()
}0.373 ~7.566, FHIN1.564(FK4); 2 MFEEZ
[ F) Fo iy 0.223, FWFNRE [H] A 5 KR B 1 35t 4% o
k. YBD Ffif 5 CAP Fhfif Nei [Ristf&HEE N 0. 452,
WAL AR A 0. 637,
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K2 1L AMIENAT YBD F1 CAP Mgt S M EEME M EEFE

Tab. 2 Alleles and allele frequencies of 11 microsatellites in the YBD and CAP populations

Tl b SETEs SN LR Allele frequencies
Populations  Alleles number  p(3 PC142  PC281  PC148  PC201  PClI51 PC46 PC19 PC41 PC25 PC236

1 0 0.020 0.039  0.438 0 0 0.019 0.096  0.039  0.289 0
2 0.981  0.140  0.173  0.063  0.308  0.346  0.039  0.231 0.615  0.711  0.039
3 0.019  0.440  0.789  0.083  0.596  0.269  0.173  0.404  0.039 0 0. 039
4 — 0. 040 — 0. 021 0 0.154  0.250  0.269  0.308 0 0. 846

YBD 5 — 0. 060 — 0 0.096  0.019  0.115 — 0 — 0
6 — 0. 140 — 0. 083 — 0.039  0.269 — — — 0.077
7 — 0. 160 — 0.104 — 0.096  0.096 — — — 0
8 — — — 0.208 — 0.039  0.039 — — — —
9 — — — 0 — 0.039 0 — — — —
1 0.076 0 0.046 0 0.136  0.015 0 0.333 0 0 0. 030
2 0.864  0.318 0 0 0.197 0.152 0 0.152  0.076  0.182 0
3 0. 061 0.424  0.955 0 0.333  0.591 0 0.515 0.455 0.727 0
4 — 0. 182 — 0.015 0.303 0.167 0 0 0.439  0.091 0

CAP 5 — 0. 061 — 0.152  0.030  0.015  0.394 — 0. 030 — 0.258
6 — 0.015 — 0. 136 — 0.061  0.273 — — — 0. 621
7 — 0 — 0. 530 — 0 0 — — — 0. 091
8 — — — 0. 136 — 0 0.303 — — — —
9 — — — 0. 030 — 0 0. 030 — — — —

%3 YBD 1 CAP #B#E 11 MAZEM R LHFMEBREZSH

Tab. 3 Population genetic parameters of 11 microsatellite loci in YBD and CAP populations of green peafowl

TR P Fh#EIS (% 2% 540 Population genetic parameters
Population Locus N/ N, H-W H, H, PIC

PC3 2 1. 039 NS 0. 039 0.039 0.037
PC201 3 2.177 ok 0.192 0. 551 0. 465
PC236 4 1.380 ® 0.077 0.281 0.262
PC281 3 1.531 * 0.115 0.354 0. 308
PC25 2 1. 696 NS 0.577 0.419 0.326
PC41 4 2.099 * 0.231 0.534 0. 449

YBD
PC19 4 3.355 ok 0.423 0.716 0. 648
PC142 7 3.788 * 0.320 0.751 0.705
PC46 8 5.240 * 0.423 0. 825 0.783
PC148 7 3.790 Hik 0.208 0.752 0. 705
PC151 8 4.347 ok 0.231 0.785 0.737

S-$4{E Mean 4.727 +2. 328 2.768 +1.294 0.258 0. 164 0.546 +0. 251 0.493 £0.242
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&R3
Tt {3 15 FhBEE %2250 Population genetic parameters
Population Locus N/ N, H-W H, H, PIC

PC3 3 1.324 NS 0. 152 0.248 0.231
PC201 5 3.828 * 0.758 0.750 0. 693
PC236 4 2. 167 sk 0. 394 0. 547 0. 479
PC281 2 1. 095 NS 0. 091 0. 088 0. 083
PC25 3 1.754 NS 0.515 0.436 0. 385
PC41 4 2.461 NS 0. 576 0. 603 0. 509

CAP
PC19 3 2.503 NS 0. 455 0.610 0. 524
PC142 5 3. 143 NS 0. 788 0. 692 0. 624
PC46 4 3.103 NS 0. 697 0. 688 0.612
PC148 6 2.920 * 0.515 0. 668 0. 620
PC151 6 2.475 * 0.333 0. 605 0. 556

A {E Mean 4.091£1.300  2.434+0.818 0.479 £0.228  0.531 £0.201  0.489 +0. 177

T N, NSNS N, OSSR, H, ONWINAR AR H, IR AT, PIC NG E SR, H-W R - BAK T, « 2R
WEEEF(P<0.05); #x FRMEBEEF(P<0.01); NSERTREEZES

Note: Nais the observed number of alleles. N, is the effective number of alleles. H, is observed heterozygosity. H, is expected heterozygosity. PIC is polymor-

phism information content. H-W is Hardy-Weinberg equilibrium.

(P<0.01). NS stands for no significant difference

* stands for significant difference (P <0.05). @ stands for extremely significant difference

R4 YBD HCAP FILEMBEN I MIIEMAN FRIEER

Tab. 4 F tests of 11 microsatellite loci for YBD and CAP green peafowl populations

(3 TR 7 15 TR
. Fig Fyp N, . Fig Fgp N,

Locus Population Locus Population
YBD -0.020 YBD 0.477

PC3 0. 036 6. 670 PC46 0.078 2.949
CAP 0. 381 CAP -0.029
YBD 0. 565 YBD 0.397

PC142 0. 032 7. 566 PC19 0. 054 4.418
CAP -0.156 CAP 0.243
YBD 0. 667 YBD 0. 559

PC281 0. 062 3.765 PC41 0.178 1.154
CAP -0.048 CAP 0. 030
YBD 0.717 YBD -0.405

PC148 0. 106 2.100 PC25 0. 349 0. 466
CAP 0.217 CAP -0.199
YBD 0. 644 YBD 0.720

PC201 0.071 3.262 PC236 0. 401 0.373
CAP -0.026 CAP 0.269
YBD 0. 700 YBD 0.456 £0. 357

PC151 0. 054 4.418 SEA4{H Mean 0. 138 1.564
CAP 0. 441 CAP 0.102 £0.217
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Delta K f: K, FIAARM I TA ST 2] 504 3
AFIEE(E 4) . CAP FREERT RIS A 2 AN HF (20 @

ggen), 1M YBD RPN R ) , 2 4 CAP
T B AL A3 HUAR DN, 3X AR CAP R AT RE f ok H
AN 3 X S A AH S R R Tk, T 2 A S =2 ) 17 35
A+ A B, TR, CAP FhREAYAELSEIE 3k A
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YBD FpEE,

4 YBD #1 CAP #i###) STRUCTURE 9347 (K =3)
Fig. 4 STRUCTURE analysis of YBD and CAP populations (K =3)
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M1 ZEERFFLEMEMN SSR HBIER
Appendix 1 SSR typing results of green peafowl population in Yuxi, Yunnan
A
Individual PC281 PC41 PC46  PC3  PCIS1 PC201 PC19 PC25 PCl42 PCl48 PC236 PC36 PC67 PCI25 MCWO0069 MCWO0098
YBDO1  112/112 155/155 178/178 207,207 87/87 105/107 134/134 105/107 134/134 181/181 133/133 196/196 182/182 229/229 140/140  239/239
YBD02 112/112 151/155 178/178 207/207 85/91 107/107 132/134 105/107 124/124 181/183 137/137 196/196 182/182 229/229 140/140  257/259
YBDO3  112/112 151/151 172/174 207/207 85/95 107/107 128/130 105/107 126/126 181/181 133/133 196/196 182/182 229/229 150/150  239/239
YBD0O4  112/112 155/155 174/174 207/207 87/91 107/107 130/130 107/107 126/126 197/197 133/133 196/196 182/182 229/229 158/158  239/239
YBDO5 112/112 151/151 176/178 207/207 85/85 107/107 132/134 107/107 124/126 181/181 133/137 196/196 182/182 229/229 164/164  239/239
YBDO6 112/112 151/153 180/180 207,207 103/103 107/107 132/134 105/107 130/130 7 /7 133/133 196/196 182/182 229/229 158/164  239/239
YBDO7 112/112 151/151 176/178 207/207 85/85 107/107 134/134 105/107 126/126 183/183 133/137 196/196 182/182 229/229 164/164  239/239
YBDO8  112/112 155/155 180/182 207/209 91/91 105/105 132/132 107/107 126/126 201,201 133/133 196/196 182/182 229/229 140/140  239/239
YBD09 112/112 151/153 172/172 207/207 87/87 111/111 132/132 105/107 128/128 181/181 131/131 198/198 182/182 229/229 164/164  257/257
YBDI0 1107110 151/151 178/182 207/207 101/101 107/111 132/132 105/107 124/124 199,201 133/133 196/196 182/182 229/229 164/164  239/239
YBDI1  112/112 151/151 180/180 207/207 85/85 105/107 132/132 105/107 126/132 181/181 133/133 198/198 182/182 229/229 164/164  239/239
YBDI12  110/110 151/155 174/174 207,207 85/97 105/107 130/130 107/107 126/132 199/199 133/133 196/196 182/182 229/229 156/164  239/239
YBDI3  112/112 151/155 178/178 207/207 87/87 105/107 134/134 105/107 134/134 181/181 133/133 196/198 182/182 229/229 164/164  239/239
YBDI4  108/110 155/155 172/174 207/207 91/91 105/105 130/134 107/107 134/134 181/181 133/133 196/196 178/178 231/231 164/164  239/239
YBDI5 112/112 151/151 1707170 207/207 97/97 107/107 134/134 107/107 2 /9 199/201 133/133 196/196 182/182 229/229 164/164  257/257
YBDI6  112/112 151/151 176/176 207/207 85/85 105/105 128/130 107/107 126/132 181/181 129/129 196/196 182/182 231/231 164/164  239/239
YBD17 1107110 151/151 174/176 207/207 87/87 107/107 128/128 105/107 124/132 191/197 133/133 196/198 182/182 229/229 140/140  239/239
YBDI8 112/112 149/149 176/178 207/207 85/85 111/111 130/130 107/107 126/132 185/185 133/133 196/196 182/182 229/229 164/164  259/259
YBDI9 112/112 151/151 166/172 207/207 87/87 105/105 132/134 107/107 122/124 185/185 133/133 196/196 182/182 229/231 164/164  239/239
YBD20 112/112 151/151 174/174 207/207 85/95 107/107 128/130 105/107 126/126 181/181 133/133 196/196 182/182 229/229 164/164  257/257
YBD21  112/112 151/155 174/174 207/207 85/85 107/107 132/132 105/107 126/126 197/199 133/133 196/196 182/182 229/229 164/164  239/239
YBD22  112/112 151/151 178/178 207/207 97/97 107/107 132/132 107/107 126/126 201/201 133/133 196/196 182/182 229/229 164/164  239/239
YBD23  110/112 155/155 172/174 207/207 87/93 107/107 130/132 105/107 132/132 201/201 133/133 196/196 182/182 229/229 164/164  239/239
YBD24  112/112 155/155 172/174 207/207 87/93 107/107 130/132 105/107 132/132 201,201 133/133 198/198 182/182 231/231 164/164  239/239
YBD25 110/110 151/151 178/182 207,207 101/101 107/111 132/132 105/107 124/124 199/201 133/133 196/198 182/182 229/229 164/164 7/
YBD26  112/112 151/151 172/172 207/207 85/85 105/105 132/132 105/107 126/126 201,201 133/133 196/196 182/182 229/229 156/164  239/239
YBD27 112/112 151/151 180/180 207/207 85/85 105/107 132/132 105/107 2 /9 181/181 133/133 196/196 182/182 229/229 164/164  239/239
YBD28 112/112 151/151 178/178 207/207 87/87 107/107 132/134 105/107 126/130 7 /7 133/133 196/196 182/182 231/231 164/164  239/239
YBD29  108/110 155/155 172/174 207/207 91/91 105/105 130/132 107/107 134/134 181/181 133/133 196/198 174/174 229/229 140/140  239/239




