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Abstract: Simple sequence repeats(SSR) ,also known as microsatellite molecular markers, have been cross-amplified
successfully in closely related species of the same genus and even across genera within the same family. In the present
study, 124 primer pairs of polymorphic EST-SSR originally developed from Castanea mollissima were cross-amplified
in Castanopsis fargesii. Results indicated that 42. 7% of Castanea mollssima EST-SSR primers were successfully
cross-amplified in Castanopsis fargesii and 56. 6% were polymorphic. The genetic diversity of 4 populations of C.
fargesii were investigated with polymorphic EST-SSRs, preliminary results showed that C. fargesii possessed high
levels of genetic diversity(Na=6. 105, Ho=0. 563, He=0. 621). These polymorphic EST-SSR primers would pro-
vide a powerful tool for further investigation on population genetics of C. fargesii.
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EST SSR, LS 29.522  115.901 239 24
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JLS 24.532 114.462 646 24
(Oetjen & Reusch, 2007; Varshney
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Table 2 Characteristics of 19 EST-SSR loci
Y
Primer code Primer set(qier:fcz (5'-3") Labelling dye Tom Na Ne Ho He FIS
CC7378 CACTCTCTCCGGTCCATGAT TAMRA 57 4. 000 2.043 0.479 0.510 0.068
AATGTGGCGAGTTCGGTAAC
CC704 CATCATGGCACGAACTCATC HEX 56 3. 000 1.066 0.043 0.062 0.321
GAAGCAAGGCATGAGTGACA
CC5223 AGAAAAAGCACTGCCTCCAA ROX 60 2.000 1.973 0. 500 0.493 —0.009
AAGCATCAACCACAACACCA
CC4323 TCGGTACAACTTCTGGGTCC FAM 60 6. 000 3.891 0.691 0.743 0.075
AGCCTCTTCTCCACAACGAA
CC42860 TTGTCCATAGCCAAAGCAAA HEX 59 5.000 2.023 0.468 0.506 0. 080
GGCCATGAACTTAACCCAAA
CC41004 TGCATACATACCAACCCCAG ROX 60 12.000 7.690 0.681 0. 870 0.222 %
GGTCTTCTCCTCGCTCCTTT
CC403 GAAGAACTTGTTGAAGGCCG TAMRA 57 9. 000 3.560 0.677 0.719 0.063
CACCATTCCAATTGGTGACA
CC3754 CAAAACCCCAGAAGTCCAGA ROX 57 10. 000 5.507 0.585 0. 818 0.290 %
GTAGAGGCCACAGAGGCAAG
CC33079 CTCTCCCGAGTCACGAAGAC ROX 56 4. 000 2.211 0.479 0.548 0.131
CGAAACCCTAGGAAGGAAGG
CC29846 GCCAGCAGCAATATCTGTGA FAM 57 5. 000 1. 860 0.468 0.462 —0.007
ACTTCTCCAAAAGGCTGCAA
CC 2448 ATTTCCCATGTGCTCAAACC TAMRA 56 3. 000 2.217 0.628 0.549 —0.138
GGCATTGGAGTTCACCTTGT
CC 2091 TTTGCAAAAGATGTGGTGGA HEX 60 11.000 5.622 0.793 0.822 0. 040
TACAAAGCCACCCTATTGGC
CC20303 AGTGGTGGTGTTTCCCAAAG TAMRA 58 5.000 1.534 0.298 0. 348 0.149
AGAAGAGCTTCCTTCCCCTG
CC20223 GGCAATGCAGTGACAAAAGA ROX 57 7.000 5.151 0. 606 0. 806 0.253 %
AGCACTAGGGGTTTTCCGAT
CC1944 TTCAGAAATCAGAGCAGCGA HEX 57 9.000 4,454 0.785 0.775 —0.007
TCCACACCAAGAAATCCCTC
CC19322 CAAAAGCCCGAATGGTATAGA ROX 55 5. 000 2.796 0.710 0.642 —0. 100
GTTGGAGAGAAGGAGCGTTG
CC17354 CGAAAGGAGAGCAGGAAATG ROX 57 4. 000 3.132 0.521 0. 681 0.239 %
TCTCAACGCCTTCCTTTGTT
CC14826 GAAACAACAGGCTCTGCCTC HEX 57 5.000 2.668 0. 641 0.625 —0.020
CTGGGAAAATCCGAACTCAA
CC125 CCGTTCTCCTCACTCCTCAG TAMRA 54 7.000 5.451 0. 649 0. 817 0.210%
CCCATTTGGATAAACAACACA
Mean value 6.105 3.413 0.563 0.621 0.098
. Tm s Na ;s Ne ;s Ho ;s He ;s FIS R
(P<<0.05), B

Note: Tm,anneal temperature; Na,number of alleles; Ne,number of effective alleles; Ho,observed heterozygosity; He,expected heterozy-

gosity; FIS,fixation index; * significantly departed from Hardy-Weinberg(P<C0. 05). The same below.
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Table 3 Population genetic diversity Barbard  (2007) 1997 ~ 2006
f Cas esit
of Castanopsis fargesii Molecular Ecology =~ Molecular Ecology
Code  Na Ne Ho He FIS Notes SSR 64 ,
JLS  4.842 3.026 0.498 0.562 0.114 2
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