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Abstract; To evaluate the molecular genetic matkers on ostrich (Struthio camelus) breeding, we have analyzed the ge-
netic variability of three main ostrich breeds by using RAPD. The studies show that the Blue, Avstralia Grey and Af-
rican Black have low genetic variability. The genetic distance between breeds clearly illustrates the breeding history,
at the same time,it also showes the possibility that cross breeding can be applied to Australia Grey and the breeds.

75 percent selected RAPD primers working well in chicken could stably amplify products in ostriches, which implied
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DNA identity between chicken and ostrich. The work provided a foundation for genomic scanning,

Key words: ostrich; genetic variability; RAPD

EEX MEHANENREATIRANRE
RERORAMEN—FHEREFEI X ERBER
LMEFANLLESFMEZHRE T ZHRE. K
E.W.-E.£. 5S35 EIARLEMHARMM. H
ATH#ES FTER MR (African blacks) .
“ WU K7 Australian Grey) 1 5 88 5% (Blue heck},
L1 7R 5 (Red heck), EIIHM FHRES, 5HE
EREY, T EFEHHE TBESH. AR
Ftstrie RS S & R EREER . T

WM E M 2000—11—06; B B M 2001 -0l —16
E2BE:AFRAHAENEES 202D HEB

{RHE S M 2308 R, B B A 3 6 56 55 A )
¥k REE RO AR K.

RAPD # AR B Hed, 7 A THHA
METERMELXRAHE R HITHA RAPD
ERMH TR EHOREREERRL TR
#¥4FREFCEATRES TR ITHE.

1B MRk
1.1 s

o

(EX AT (1975—) , & JTREMA PR R LS Rl TSR, WIS 01062852768



51 B BE AR RAPDIRECIFRESHFNRELR 421

RESESHLTPERNAERFTLRARSE R
RO ESEYL. AFEEHNE RH K EFSY =
A Eh
1.2 mMEREREEH&

=R EE LB R B R 20.19.26, B
H1ml MBS ml WBEE. RANHENELR
WU HRHL DNAL# BRI 50 ng/pl, L BT DNA
BE BN DNA,

1.3 PCREEERFHMEN

A—4 RAPD 5| % (M B 4 T)HKIT(OPS41 —
60) By P fE RS i 7 M 20 RERHLS N 3 4
O DNA B4 #Ef7 PCR 4. iR —SI
ZRFRSES LE 4t DNA fi- e R, i
L. 20 M8V HERESLEFRRFRALHE
RETIMENESHS Y. PCRS JEREERS
# 10 X buffer 2. 5 ul, Mg®™ 2 mmol/l, INTP 200
umel/1, Primer § pmol, Tag B 2 U, 84 DNA 20~50
ng. ¥ B 94 CAH Smin, 5 40 MER L1
94°C Ak 505,36°CiB & L Smin, 72°C EEH 1. Smin, 5
Fig M A T2CHEEM Tmin,

14 BERHRAR

7l A& A EB. Spg/ml) By 1. 5% BHg
WERER L o~2h, ¥IMTFRERHHK. VHWF
SR EAT TR N R HF 1.0
HNEREE . T BEXGPE-&IZESANE
KA TR,

1.5 RAPD RG Rt HHFE

(LDRFHOANESR

B., = 2b,/(b, +b,)

E Bnh
N

BE bRk b HENAENRE,
b, FEEAE 2 F1 b AWM E . BSFBINE
A3 ¥ e P BT A NP AT A B BE A (B )

(2) & B i R I AR R AR 3

B =1+ B,—0.5(B.+ B>

XE B AB AFTAFEABNHERN. B,
EFA G a i - R A R .

(e

Dx,=—LnB,‘,,+Ln\/TB:
Bt b8 it 7258 E B 4% Fortran BF 52 AL

BSF(B) =

2 RS ®

2.1 BlfpmRER

FELL=A ik Fpih DNA £ 5 A8 &M PCR 1
g JEERT 40 & 10 BMEHS 4. K 8 1%
Y Y PR W18 RS
PRTHEBKTERY, H 14 £ (S42,. 843,
545,547,517 ,558, 862, $65., 566 , 584, S104, S164.,
S227.S24B)RI L MM A W T BER 2B W
B, BOESYHT HFWENR DNA R R AER
BEAE . MENEDNARRERARES, Hb
EEAES BT MR TR 20 & RAPD 5[40 75%
BEESEY DNA i S P-, A3T— 5 TEH
WER A BRSNS fTREHTE (ge-
nome scan) UEESE S M EQIEBNE T XH.
2.2 {EDNA#S PCR I HMAR

M40 ZENSI S hiFEl 4 S EE RN
Z| %A 4 DNA & PCR #°18  ZE 35 3. e
WEAMEMB = ML S DT EFEBT 93 %
TR BYF 6T 398 1 LA , BB /v EE 250 ~ 1500bp Z ] HE
th 37 ZRASEEF WA LD, FHE 8T
PN 6.6 & RAPD M, B TEEMHMNE 2.6 %,
B RAPD W3 Bt AR RRT RN
REREGREER REBE SN FRES Fi
BIEAA A E—R L. 28T PCRT M, 3B
LT AR HBBNERBRE.
2.3 BE 5 SR 0o 0 B Ph i) B4 (6 IR K

ARG AT P S F AR 0. 63
~L00 2 EH . MAMHKANEHB=1HS &
M 14 £35S0 R BT H{E 281k 0. 92,0, 50,
0.91; 5 FhE) My AL R BB NMER 0. 83, HESE
0.0 LE(E L, SN ERECH-AEF
FE,. RS TREMATER AESSTEN
MBAFFE—-HEANSEEREHE D,

et EE N LAV bRy A
MIEEREEN 4.36 X107 T RIS S5EH
B(6.15X107") MK EEH BB 05X107°) 2
g BEES. A5 =M ES AT EIREN.
EHEREATATARAE S BEEMESRSE
B, AN THE RIS T H A8 S Y A
SR ECHERBY, T 10 R 20 HEW. .
KAE#HNIEM SN EHR " SORRL EH



422 #* {& HEREDITAS {Beijing) 2001 23 %

§E S 430, AL T TR B R AY 28 30 A0 R IO AR . B T
i & MR AR AL R I R T 2 R R TR,
ke 5 5 o 8 5 R A8 KK 80 B4F, B B AR

B 1 5% S27 I RAPDH
Fig.1 RAPD profile of primer 5227

2.4 HTRERIERANATERNRE
Hil, SESF M ZBRESVE AFERNESR
FREE . ZEEREREHERNER, EHEHR R
. HSESMMHETRM, £ bt g
PR —BEE R BRI 81T, i AR
BEHH RENHIRMES(CH—-8, 2R
—VEBIR L T R4 BRI R
NEEKFTERLHE ~EREAEZA.

£ RESRNONAKRRSREEN
Table 1 Similar coefficient aml genetic distance
between various ostrich breeds

EE—~RMEK EH WM | mME—EMS
1L )| B Dxy B Dxy B Dxy
(X107 [{ X103 ICX IO (X0~ ) X 10~ )¢ % 1072
842 9,98 0. 70 10,9 0,20 9,99 0. 30
843 9.99 0,27 9,94 2,77 4. 99 0.22
845 9.91 4, 58 9. 62 18. 8 9.94 2.45
47 9. 40 ZT.1 9,.0% 42.1 8,33 79.2
S57 ] 9.946 2.08 9.8% 5.52 4,66 18.8
S58 9.93 3.35 9.82 8.65 9.99 0. 24
852 9.81 8. 42 " 9.95 2.32 9,87 5.08
$65 9.98 0. 99 9,97 1. 04 4,83 8,07
866 9,99 0. 68 9.99 0. 74 9,95 0.05
584 9.91 4,13 9.9% 0,59 9.98 0. 60
5104 10.0 0.15 9,98 0. 88 9,99 ©.29
8164 9.99 0. 18 9.99 0.16 9.94 2.82
5227 9,98 0,89 9.99% 0. 34 9.99 0.78
8248 9,84 7,52 9,98 2.06 9.9% 0. 381
iy 9.91 4,36 9.87 6. 15 2. 82 8.05
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