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Abstract: This study was to identify possible duplicates from 60 samples of oat germplasm newly collected in
four counties of Qinghai province in order to determining the accessions for cataloguing and conservation. By analy—
zing the names and sources of the collections evaluating the variation and similarity of morphological traits and as—
sessing genetic diversity and redundancy with molecular markers it showed that these oat collections had different
sources unique characteristics and high genetic diversity with high potential for conservation and use. However it
was found that many samples have the same names and some samples have high genetic similarity. Therefore there
might be genetic redundancy in the collections and a few possible duplicates were identified i. e. “White Oat
(1083) ” vs. “White Oat( 1093 7  “Oat(1225) ” vs. “Large Oat( 1226) ”. This study will be a useful reference for
germplasm curators to effectively identify duplicates and improve the conservation efficiency.
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Table 1 Sources of oat germplasm newly collected from Qinghai province

Stock No. Germplasm name Origin Stock No. Germplasm name Origin
1074 1 ( ) 1214 ( )
1075 2 ( ) 1215 ()
1076 1 ( ) 1216 ()
1077 2 ( ) 1217 ()
1078 444 ( ) 1218 ()
1079 ( ) 1219 « )
1080 ( ) 1220 ( )
1083 1221

1093 1222

1104 1223 ( )
1194 1224 ( )
1195 1225 ( )
1196 () 1226

1197 () 1227 ()
1198 1228 ( )
1199 ( ) 1229 ( )
1200 1230 ( )
1201 1231

1202 (325kg) 1232 ( )
1203 (175kg) 1233

1204 ( ) 1234

1205 ( ) 1235

1206 1236

1207 () 1237

1208 () 1238

1209 () 1239

1210 1240

1211 1241

1212 1242

1213 1243
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Table 2 Distribution in different counties of synonym accessions of oat collected from Qinghai province

Germplasm name Huangzhong county

Pingan county

Ledu county

Minhe county

1104 1233 1239 1242
1235

1234

1240 1241 1243
1236 1237 1238

1201 1204 1232
1083 1194 1198 1200
1206 1208 1210
1195 1199 1207 1209
1211

) 1196(
1202 1203

1197(

1231 1205

)

1215 1226

1093 1218 1227

1214 1224 1225

1212
1213
1216 1217 1219 1220
1221 1222 1223

1228 1230

1229
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Fig.1 UPGMA dendrogram illustrating genetic similarities

of oat collections from Qinghai province



13

20
. 1
59
2 .5
444
(1241) | (1208)
(1179) .
2 (1204)
12
(1243)
. (1206)
(1208)
1
2 . 1
3
50%
2
(1216.1219)
3
3.1

3.2

(1083)

(1093)



1 21
C o (1225) 2 :
(1226) : e I 2009 10(1):
1 o 3 . AFLP
I 2009 35:2205-2212
N 4 AFLP
J. 2010 11(2):271-277
5 .
M . : 2006
N o 6 Vos P Hogers R Bleeker M et al. AFLP: a new technique for
DNA fingerprinting J . Nucl Acid Res 1995 23:4407-4414
7 Li CD Rossnagel B G Scoles G J. The development of oat micro—
satellite markers and their use in identifying relationships among
Avena species and oat cultivars ] . Theor Appl Genet 2000
( 1222) ( 1230) 101:1259-1268
8 Pal N Sandhu J S Domier L et al. Development and character—
0.84 ization of microsatellite and RFLP — Derived PCR markers in Oat
( ’ ) J . Crop Sci 2002:912-918
° 9 Hu G Jackson E W Bonman J M. Expansion of PCR - based
marker resources in oat by surveying genome — derived SSR mark—
° ers from barley and wheat J . Crop Sci 2007 47:2004-2012
10 Rohlf F J. NTSYS - pc: numerical taxonomy and multivariate a—
nalysis system version 2.2 getting started guide M . New York:
1 . ( ) Exeter Publishing 2006
M . : 2009

SOOI OO OO OO OO OO OO OO OO OO OO OO OO OO OO OO OO

( 15 )

1 Zhang X P Rhodes B B. RAPD molecular marker in watermelon
J . Hortscience 1993 28(5) :22-28
2 Lee SJ Shin J S Park K W et al . Detection of genetic diver-sity
using RAPD-PCR and sugar analysis in watermelon( C. lantanus)
germplasm J . Theor Appl Genet 1996 92:719-725

3 .

RAPD . 2004 5(2):

147-152
4 ) D .

2007

5 .

I 2004 17( 1) : 7173
6 )

J. 2008 25(4) :552-558

10

11

12

13

14

17

18

19

20

RAPD J. 2003 4(2) :151-156
J. 2003(5) : 17-19
. 2006 7(4) : 484487
. 2004(4) 1 1-3
AFLP ] 2007 22(8) : 177-180
SRAP . 2008 24(4) : 115-120
) RAPD
. 2002 3(1):7-13
M.
2005
I 2008 9
(3) :302-307
. M .
1994:312-315
. M.
1994: 123140
) J .
1998 2(6) : 143-150
SSR
. 2009 10
(1):86-90
. 2006 7( 1) :81-84



