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Abstract:To determine the role of Oryza rufipogon Griff. populations in Yunnan Province in the origin of culti-
vated rice,27 SSR primers were used to analyze the genetic diversity of O. rufipogon Griff. populations from Yunnan
and the neighbor areas. The analysis result indicated that the genetic diversity of O. rufipogon Griff. from other prov-
inces of China and Southeast Asia were higher,while that of Yuanjiang materials was the lowest. The relationship anal-
ysis results indicated that there was obvious genetic structure between O. rufipogon Griff. in Yuanjiang population and
Jinghong population. The population from Yuanjiang County had a closer relationship with those from China; while
samples from Jinghong County and Myanmar had the closest relationship. All the results inferred that O. rufipogon
Griff. from Yunnan might be the bridge type between those from China and Southeast and South of Asia,which may pro-
vide the scientific reference for the theory “Cultivated Rice Originated in the Area from India-Assam to China-Yunnan”.
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Table 1 The sampling information and sources of materials

investigated in this study

SreH (RS ST Y & G
Group Sources and number of materials
YJ TE =TT (34)

JH i SR (39)

CHN FEVERTE (26) KA (4) VA (16) fmEA
(3) BB (3) JTPEE (3)

SEA EhE(6) ,ZE(8), Bim (2) ,ENJE(4) , RIHFE(2) 40
1 (26)

SA ERRE(14) ,JRIAR(9) ,Fafm$i (1) BB 2% (49)
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Table 2 The location and sequences of SSR primers used in

the experiments

519 Qerfk

Primer  Chromosome

A 1FE1(5'-3")

Forward sequence

JFIIFAN(5'-3")

Reverse sequence

RM129 1 tetetceggagecaaggegagg — cgagecacgacgegatgtacee
RM414 1 attgcagtcatgeageagtce atatctccaatgtggeaggg
RM462 1 acggcccatataaaagecte aagatggcggagtagetcag
RM71 2 ctagaggcgaaaacgagatg gegleggcgagglaataatg
RM425 2 ccaacgaagattcgaagete cagcaccatgaagtegee
RMS555 2 ttggatcagecaaaggagac cagcattgtggeatggatac
RM498 2 aatctgggectgetetttte tectagggtgaagaaagege
RM497 2 tectetteacctatgggtgg gecagtgetaggagagtigg
RM301 2 ttactettigtgtatgtatgag ctacgacacgtcatagatgace
RM554 3 gltegtecgtetetegtete cccaaaaaltclgtgcctete
RM273 4 gaagcegtegtgaagttace glttectacctgategegac
RM185 4 agttgtt, oy “gacggegatgteete
RM267 5 tgcagacatagagaaggaaglg agcaacagcacaacttgatg
RM169 5 tggetggeteegtgggtagetg teeegttgeegtteateectee
RM507 5 cttaagctccageegaaatg ctcaccetcatcategee
RM253 6 tecttcaagagtgeaaaace geattgtcatglegaagee
RM30 6 gattaggeategteacgg teacctcaccacacgacacg
RM234 7 acagtatccaaggeectgg cacglgagacaaagacggag
RM230 8 gecagaccgtggatgtte caccgeagtcacttttcaag
RM149 8 getgaccaacgaacctaggeeg  gitggaagectttectegtaacacg
RM409 9 cegtctcttgetagggatte ggggtettttectttctetg
RM566 9 acccaactacgatcageteg ctccaggaacacgctcttte
RM184 10 atcccattcgecaaaaccggee  tgacacttggagageggtates
RM228 10 clggecalttagtecttgg gettgeggcetetgettac
RM147 10 tacggctteggeggetgatice  cececgaateccategaaacce
RM332 11 gegaaggegaaggtgaag catgagtgatcteactcacce
RM7102 12 taggagtgtitagagtgcca teggtitgettatacatcag

1.2.3 PCR ¥ RN PCR KT Tpersonal PCR
{( Biometra, Germany ) _Fi#47, R M KZR (15 wL)
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Table 3 Genetic diversity of five sites of Oryza rufipogon Griff. in this study

Iyl SRR i A RS AL YRR A LRSI G HRIEE AL
Group A Ae He Ho 1 (% )P
JGILYJ 1.63 1.20 0.13 0.07 0.21 44.44
st JH 2.04 1.67 0.33 0.61 0.49 66. 67
e E A 7y CHN 12.41 5.19 0.76 0.50 1.81 100. 00
A SEA 12.00 6.50 0.74 0.31 1.89 100. 00
F P SA 11.15 4.55 0.69 0.34 1.65 100. 00
- Mean 7.84 3.82 0.53 0.37 1.21 82.22

A =The average number of alleles,Ae = Effective number of alleles, He = Average expected heterozygosity , Ho = Observed heterozygosity ,/ = Shannon's In-

formation index, P = The percentage of polymorphic loci
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Fig.1 Results of Neighbour-joining tree of O. rufipogon Griff.
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